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COR YNEBA CTERIUM GLUTAMICUM GENES ENCODING PROTEINS 
INVOLVED IN CARBON METABOLISM AND ENERGY PRODUCTION 

Related Applications 

5 This application claims priority to prior U.S. Provisional Patent Application 

Serial No. 60/141031, filed June 25, 1999, U.S. Provisional Patent Application Serial 
No. 60/143208, filed July 9, 1999, and U.S. Provisional Patent Application Serial No. 
60/1 5 1 572, filed August 31,1 999. This application also claims priority to prior German 
Patent Application No. 19931412.8, filed July 8, 1999, German Patent Application No. 

10 19931413.6, filed July 8, 1999, German Patent Application No. 19931419.5, filed July 
8, 1999, German Patent Application No. 1993 1420.9, filed July 8, 1999, German Patent 
Application No. 1993 1424.1, filed July 8, 1999, German Patent Application No. 
19931428.4 , filed July 8, 1999, German Patent Application No. 19931431.4, filed July 
8, 1999, German Patent Application No. 1993 1433.0, filed July 8, 1999, German Patent 

1 5 Application No. 1 993 1434.9, filed July 8, 1 999, German Patent Application No. 

19931510.8, filed July 8, 1999, German Patent Application No. 19931562.0, filed July 
8, 1999, German Patent Application No. 19931634.1, filed July 8, 1999, German Patent 
Application No. 19932180.9, filed July 9, 1999, German Patent Application No. 

19932227.9, filed July 9, 1999, German Patent Application No. 19932230.9, filed July 
20 9, 1999, German Patent Application No. 19932924.9, filed July 14, 1999, German 

Patent Application No. 19932973.7, filed July 14, 1999, German Patent Application No. 
19933005.0, filed July 14, 1999, German Patent Application No. 19940765.7, filed 
August 27, 1999, German Patent Application No. 19942076.9, filed September 3, 1999, 
German Patent Application No. 19942079.3, filed September 3, 1999, German Patent 

25 Application No. 19942086.6, filed September 3, 1999, German Patent Application No. 
19942087.4, filed September 3, 1999, German Patent Application No. 19942088.2, filed 
September 3, 1999, German Patent Application No. 19942095.5, filed September 3, 
1999, German Patent Application No. 19942123.4, filed September 3, 1999, and 
German Patent Application No. 19942125.0, filed September 3, 1999. The entire 

30 contents of all of the aforementioned application are hereby expressly incorporated 
herein by this reference. 

Background of the Invention 

Certain products and by-products of naturally-occurring metabolic processes in 
35 cells have utility in a wide array of industries, including the food, feed, cosmetics, and 
pharmaceutical industries. These molecules, collectively termed "fine chemicals', 
include organic acids, both proteinogenic and non-proteinogenic amino acids, 



ATTORNEY DOCKET NO.: BGI-126CP 



-2- 

nucleotides and nucleosides, lipids and fatty acids, diols, carbohydrates, aromatic 
compounds, vitamins and cofactors, and enzymes. Their production is most 
conveniently performed through the large-scale culture of bacteria developed to produce 
and secrete large quantities of one or more desired molecules. One particularly useful 
organism for this purpose is Corynebacterium glutamicum, a gram positive, 
nonpathogenic bacterium. Through strain selection, a number of mutant strains have 
been developed which produce an array of desirable compounds. However, selection of 
strains improved for the production of a particular molecule is a time-consuming and 
difficult process. 

Summary of the Invention 

The invention provides novel bacterial nucleic acid molecules which have a 
variety of uses. These uses include the identification of microorganisms which can be 
used to produce fine chemicals, the modulation of fine chemical production in C 
glutamicum or related bacteria, the typing or identification of C glutamicum or related 
bacteria, as reference points for mapping the C. glutamicum genome, and as markers for 
transformation. These novel nucleic acid molecules encode proteins, referred to herein 
as sugar metabolism and oxidative phosphorylation (SMP) proteins. 

C glutamicum is a gram positive, aerobic bacterium which is commonly used in 
industry for the large-scale production of a variety of fine chemicals, and also for the 
degradation of hydrocarbons (such as in petroleum spills) and for the oxidation of 
terpenoids. The SMP nucleic acid molecules of the invention, therefore, can be used to 
identify microorganisms which can be used to produce fine chemicals, e.g., by 
fermentation processes. Modulation of the expression of the SMP nucleic acids of the 
invention, or modification of the sequence of the SMP nucleic acid molecules of the 
invention, can be used to modulate the production of one or more fine chemicals from a 
microorganism {e.g., to improve the yield or production of one or more fine chemicals 
from a Corynebacterium or Brevibacterium species). 

The SMP nucleic acids of the invention may also be used to identify an organism 
as being Corynebacterium glutamicum or a close relative thereof, or to identify the 
presence of C. glutamicum or a relative thereof in a mixed population of 
microorganisms. The invention provides the nucleic acid sequences of a number of C. 
glutamicum genes; by probing the extracted genomic DNA of a culture of a unique or 
mixed population of microorganisms under stringent conditions with a probe spanning a 
region of a C glutamicum gene which is unique to this organism, one can ascertain 
whether this organism is present. Although Corynebacterium glutamicum itself is 
nonpathogenic, it is related to species pathogenic in humans, such as Corynebacterium 
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diphtheriae (the causative agent of diphtheria); the detection of such organisms is of 
significant clinical relevance. 

The SMP nucleic acid molecules of the invention may also serve as reference 
points for mapping of the C. glutamicum genome, or of genomes of related organisms. 
Similarly, these molecules, or variants or portions thereof, may serve as markers for 
genetically engineered Corynebacterium or Brevibacterium species. 
e.g. e.g. The SMP proteins encoded by the novel nucleic acid molecules of the invention 
are capable of, for example, performing a function involved in the metabolism of carbon 
compounds such as sugars or in the generation of energy molecules by processes such as 
oxidative phosphorylation in Corynebacterium glutamicum. Given the availability of 
cloning vectors for use in Corynebacterium glutamicum, such as those disclosed in 
Sinskey et al, U.S. Patent No. 4,649,1 19, and techniques for genetic manipulation of C 
glutamicum and the related Brevibacterium species {e.g., lactofermentum) (Yoshihama 
et al, J. BacterioL 162: 591-597 (1985); Katsumata et al, J. Bacteriol. 159: 306-31 1 
(1984); and Santamaria et al,J. Gen. Microbiol. 130: 2237-2246 (1984)), the nucleic 
acid molecules of the invention may be utilized in the genetic engineering of this 
organism to make it a better or more efficient producer of one or more fine chemicals. 
This improved production or efficiency of production of a fine chemical may be due to a 
direct effect of manipulation of a gene of the invention, or it may be due to an indirect 
effect of such manipulation. 

There are a number of mechanisms by which the alteration of an SMP protein of 
the invention may directly affect the yield, production, and/or efficiency of production 
of a fine chemical from a C glutamicum strain incorporating such an altered protein. 
The degradation of high-energy carbon molecules such as sugars, and the conversion of 
compounds such as NADH and FADH 2 to compounds containing high energy phosphate 
bonds via oxidative phosphorylation results in a number of compounds which 
themselves may be desirable fine chemicals, such as pyruvate, ATP, NADH, and a 
number of intermediate sugar compounds. Further, the energy molecules (such as ATP) 
and the reducing equivalents (such as NADH or NADPH) produced by these metabolic 
pathways are utilized in the cell to drive reactions which would otherwise be 
energetically unfavorable. Such unfavorable reactions include many biosynthetic 
pathways for fine chemicals. By improving the ability of the cell to utilize a particular 
sugar {e.g., by manipulating the genes encoding enzymes involved in the degradation 
and conversion of that sugar into energy for the cell), one may increase the amount of 
energy available to permit unfavorable, yet desired metabolic reactions (e.g., the 
biosynthesis of a desired fine chemical) to occur. 
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The mutagenesis of one or more SMP genes of the invention may also result in 
SMP proteins having altered activities which indirectly impact the production of one or 
more desired fine chemicals from C glutamicum. For example, by increasing the 
efficiency of utilization of one or more sugars (such that the conversion of the sugar to 
useful energy molecules is improved), or by increasing the efficiency of conversion of 
reducing equivalents to useful energy molecules {e.g., by improving the efficiency of 
oxidative phosphorylation, or the activity of the ATP synthase), one can increase the 
amount of these high-energy compounds available to the cell to drive normally 
unfavorable metabolic processes. These processes include the construction of cell walls, 
transcription, translation, and the biosynthesis of compounds necessary for growth and 
division of the cells {e.g., nucleotides, amino acids, vitamins, lipids, etc.) (Lengeler et al 
(1999) Biology of Prokaryotes, Thieme Verlag: Stuttgart, p. 88-109; 913-918; 875-899). 
By improving the growth and multiplication of these engineered cells, it is possible to 
increase both the viability of the cells in large-scale culture, and also to improve their 
rate of division, such that a relatively larger number of cells can survive in fermentor 
culture. The yield, production, or efficiency of production may be increased, at least 
due to the presence of a greater number of viable cells, each producing the desired fine 
chemical. Also, many of the degradation products produced during sugar metabolism 
are utilized by the cell as precursors or intermediates in the production of other desirable 
products, such as fine chemicals. So, by increasing the ability of the cell to metabolize 
sugars, the number of these degradation products available to the cell for other processes 
should also be increased. 

The invention provides novel nucleic acid molecules which encode proteins, 
referred to herein as SMP proteins, which are capable of, for example, performing a 
function involved in the metabolism of carbon compounds such as sugars and the 
generation of energy molecules by processes such as oxidative phosphorylation in 
Corynebacterium glutamicum. Nucleic acid molecules encoding an SMP protein are 
referred to herein as SMP nucleic acid molecules. In a preferred embodiment, the SMP 
protein participates in the conversion of carbon molecules and degradation products 
thereof to energy which is utilized by the cell for metabolic processes. Examples of 
such proteins include those encoded by the genes set forth in Table 1 . 

Accordingly, one aspect of the invention pertains to isolated nucleic acid 
molecules {e.g., cDNAs, DNAs, or RNAs) comprising a nucleotide sequence encoding 
an SMP protein or biologically active portions thereof, as well as nucleic acid fragments 
suitable as primers or hybridization probes for the detection or amplification of SMP- 
encoding nucleic acid {e.g. , DNA or mRNA). In particularly preferred embodiments, 
the isolated nucleic acid molecule comprises one of the nucleotide sequences set forth in 
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Appendix A or the coding region or a complement thereof of one of these nucleotide 
sequences. In other particularly preferred embodiments, the isolated nucleic acid 
molecule of the invention comprises a nucleotide sequence which hybridizes to or is at 
least about 50%, preferably at least about 60%, more preferably at least about 70%, 80% 
5 or 90%, and even more preferably at least about 95%, 96%, 97%, 98%, 99% or more 
homologous to a nucleotide sequence set forth in Appendix A, or a portion thereof In 
other preferred embodiments, the isolated nucleic acid molecule encodes one of the 
amino acid sequences set forth in Appendix B. The preferred SMP proteins of the 
present invention also preferably possess at least one of the SMP activities described 
1 0 herein. 

In another embodiment, the isolated nucleic acid molecule encodes a protein or 
portion thereof wherein the protein or portion thereof includes an amino acid sequence 
which is sufficiently homologous to an amino acid sequence of Appendix B, e.g., 
sufficiently homologous to an amino acid sequence of Appendix B such that the protein 
1 5 or portion thereof maintains an SMP activity. Preferably, the protein or portion thereof 
encoded by the nucleic acid molecule maintains the ability to perform a function 
involved in the metabolism of carbon compounds such as sugars or the generation of 
energy molecules (e.g., ATP) by processes such as oxidative phosphorylation in 
Corynebacterium glutamicum. In one embodiment, the protein encoded by the nucleic 

20 acid molecule is at least about 50%, preferably at least about 60%, and more preferably 
at least about 70%, 80%, or 90% and most preferably at least about 95%, 96%, 97%, 
98%, or 99%o or more homologous to an amino acid sequence of Appendix B (e.g., an 
entire amino acid sequence selected from those sequences set forth in Appendix B). In 
another preferred embodiment, the protein is a full length C. glutamicum protein which 

25 is substantially homologous to an entire amino acid sequence of Appendix B (encoded 
by an open reading frame shown in Appendix A). 

In another preferred embodiment, the isolated nucleic acid molecule is derived 
from C glutamicum and encodes a protein (e.g., an SMP fusion protein) which includes 
a biologically active domain which is at least about 50%o or more homologous to one of 

30 the amino acid sequences of Appendix B and is able to perform a function involved in 
the metabolism of carbon compounds such as sugars or the generation of energy 
molecules (e.g., ATP) by processes such as oxidative phosphorylation in 
Corynebacterium glutamicum, or has one or more of the activities set forth in Table 1, 
and which also includes heterologous nucleic acid sequences encoding a heterologous 

35 polypeptide or regulatory regions. 

In another embodiment, the isolated nucleic acid molecule is at least 15 
nucleotides in length and hybridizes under stringent conditions to a nucleic acid 
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molecule comprising a nucleotide sequence of Appendix A. Preferably, the isolated 
nucleic acid molecule corresponds to a naturally-occurring nucleic acid molecule. More 
preferably, the isolated nucleic acid encodes a naturally-occurring C glutamicum SMP 
protein, or a biologically active portion thereof 

Another aspect of the invention pertains to vectors, e.g., recombinant expression 
vectors, containing the nucleic acid molecules of the invention, and host cells into which 
such vectors have been introduced. In one embodiment, such a host cell is used to 
produce an SMP protein by culturing the host cell in a suitable medium. The SMP 
protein can be then isolated from the medium or the host cell. 

Yet another aspect of the invention pertains to a genetically altered 
microorganism in which an SMP gene has been introduced or altered. In one 
embodiment, the genome of the microorganism has been altered by introduction of a 
nucleic acid molecule of the invention encoding wild-type or mutated SMP sequence as 
a transgene. In another embodiment, an endogenous SMP gene within the genome of 
the microorganism has been altered, e.g., functionally disrupted, by homologous 
recombination with an altered SMP gene. In another embodiment, an endogenous or 
introduced SMP gene in a microorganism has been altered by one or more point 
mutations, deletions, or inversions, but still encodes a functional SMP protein. In still 
another embodiment, one or more of the regulatory regions (e.g., a promoter, repressor, 
or inducer) of an SMP gene in a microorganism has been altered (e.g., by deletion, 
truncation, inversion, or point mutation) such that the expression of the SMP gene is 
modulated. In a preferred embodiment, the microorganism belongs to the genus 
Corynebacterium or Brevibacterium, with Coryne bacterium glutamicum being 
particularly preferred. In a preferred embodiment, the microorganism is also utilized for 
the production of a desired compound, such as an amino acid, with lysine being 
particularly preferred. 

In another aspect, the invention provides a method of identifying the presence or 
activity of Cornyebacterium diphtheriae in a subject. This method includes detection of 
one or more of the nucleic acid or amino acid sequences of the invention (e.g., the 
sequences set forth in Appendix A or Appendix B) in a subject, thereby detecting the 
presence or activity of Corynebacterium diphtheriae in the subject. 

Still another aspect of the invention pertains to an isolated SMP protein or a 
portion, e.g., a biologically active portion, thereof. In a preferred embodiment, the 
isolated SMP protein or portion thereof is capable of performing a function involved in 
the metabolism of carbon compounds such as sugars or in the generation of energy 
molecules (e.g., ATP) by processes such as oxidative phosphorylation in 
Corynebacterium glutamicum. In another preferred embodiment, the isolated SMP 
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protein or portion thereof is sufficiently homologous to an amino acid sequence of 
Appendix B such that the protein or portion thereof maintains the ability to perform a 
function involved in the metabolism of carbon compounds such as sugars or in the 
generation of energy molecules (e.g., ATP) by processes such as oxidative 
5 phosphorylation in Corynebacterium glutamicum. 

The invention also provides an isolated preparation of an SMP protein. In 
preferred embodiments, the SMP protein comprises an amino acid sequence of 
Appendix B. In another preferred embodiment, the invention pertains to an isolated full 
length protein which is substantially homologous to an entire amino acid sequence of 

10 Appendix B (encoded by an open reading frame set forth in Appendix A). In yet 

another embodiment, the protein is at least about 50%, preferably at least about 60%, 
and more preferably at least about 70%, 80%, or 90%, and most preferably at least about 
95%, 96%, 97%, 98%, or 99% or more homologous to an entire amino acid sequence of 
Appendix B. In other embodiments, the isolated SMP protein comprises an amino acid 

1 5 sequence which is at least about 50% or more homologous to one of the amino acid 
sequences of Appendix B and is able to perform a function involved in the metabolism 
of carbon compounds such as sugars or in the generation of energy molecules (e.g., 
ATP) by processes such as oxidative phosphorylation in Corynebacterium glutamicum, 
or has one or more of the activities set forth in Table 1 . 

20 Alternatively, the isolated SMP protein can comprise an amino acid sequence 

which is encoded by a nucleotide sequence which hybridizes, e.g., hybridizes under 
stringent conditions, or is at least about 50%, preferably at least about 60%, more 
preferably at least about 70%, 80%, or 90%, and even more preferably at least about 
95%, 96%, 97%, 98,%, or 99% or more homologous, to a nucleotide sequence of 

25 Appendix B. It is also preferred that the preferred forms of SMP proteins also have one 
or more of the SMP bioactivities described herein. 

The SMP polypeptide, or a biologically active portion thereof, can be operatively 
linked to a non-SMP polypeptide to form a fusion protein. In preferred embodiments, 
this fusion protein has an activity which differs from that of the SMP protein alone. In 

30 other preferred embodiments, this fusion protein performs a function involved in the 
metabolism of carbon compounds such as sugars or in the generation of energy 
molecules (e.g., ATP) by processes such as oxidative phosphorylation in 
Corynebacterium glutamicum. In particularly preferred embodiments, integration of this 
fusion protein into a host cell modulates production of a desired compound from the 

35 cell. 

In another aspect, the invention provides methods for screening molecules which 
modulate the activity of an SMP protein, either by interacting with the protein itself or a 
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substrate or binding partner of the SMP protein, or by modulating the transcription or 
translation of an SMP nucleic acid molecule of the invention. 

Another aspect of the invention pertains to a method for producing a fine 
chemical. This method involves the culturing of a cell containing a vector directing the 
5 expression of an SMP nucleic acid molecule of the invention, such that a fine chemical 
is produced. In a preferred embodiment, this method further includes the step of 
obtaining a cell containing such a vector, in which a cell is transfected with a vector 
directing the expression of an SMP nucleic acid. In another preferred embodiment, this 
method further includes the step of recovering the fine chemical from the culture. In a 

10 particularly preferred embodiment, the cell is from the genus Corynebacterium or 
Brevibacterium, or is selected from those strains set forth in Table 3. 

Another aspect of the invention pertains to methods for modulating production of 
a molecule from a microorganism. Such methods include contacting the cell with an 
agent which modulates SMP protein activity or SMP nucleic acid expression such that a 

1 5 cell associated activity is altered relative to this same activity in the absence of the 

agent. In a preferred embodiment, the cell is modulated for one or more C. glutamicum 
carbon metabolism pathways or for the production of energy through processes such as 
oxidative phosphorylation, such that the yields or rate of production of a desired fine 
chemical by this microorganism is improved. The agent which modulates SMP protein 

20 activity can be an agent which stimulates SMP protein activity or SMP nucleic acid 
expression. Examples of agents which stimulate SMP protein activity or SMP nucleic 
acid expression include small molecules, active SMP proteins, and nucleic acids 
encoding SMP proteins that have been introduced into the cell. Examples of agents 
which inhibit SMP activity or expression include small molecules and antisense SMP 

25 nucleic acid molecules. 

Another aspect of the invention pertains to methods for modulating yields of a 
desired compound from a cell, involving the introduction of a wild-type or mutant SMP 
gene into a cell, either maintained on a separate plasmid or integrated into the genome of 
the host cell. If integrated into the genome, such integration can be random, or it can 

30 take place by homologous recombination such that the native gene is replaced by the 
introduced copy, causing the production of the desired compound from the cell to be 
modulated. In a preferred embodiment, said yields are increased. In another preferred 
embodiment, said chemical is a fine chemical. In a particularly preferred embodiment, 
said fine chemical is an amino acid. In especially preferred embodiments, said amino 

35 acid is L-lysine. 
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Detailed Description of the Invention 

The present invention provides SMP nucleic acid and protein molecules which 
are involved in the metabolism of carbon compounds such as sugars and the generation 
of energy molecules by processes such as oxidative phosphorylation in 
5 Corynebacterium glutamicum. The molecules of the invention may be utilized in the 
modulation of production of fine chemicals from microorganisms, such as C 
glutamicum, either directly {e.g., where overexpression or optimization of a glycolytic 
pathway protein has a direct impact on the yield, production, and/or efficiency of 
production of, e.g., pyruvate from modified C. glutamicum), or may have an indirect 

10 impact which nonetheless results in an increase of yield, production, and/or efficiency of 
production of the desired compound (e.g., where modulation of proteins involved in 
oxidative phosphorylation results in alterations in the amount of energy available to 
perform necessary metabolic processes and other cellular functions, such as nucleic acid 
and protein biosynthesis and transcription/translation). Aspects of the invention are 

1 5 further explicated below. 

L Fine Chemicals 

The term 'fine chemical' is art-recognized and includes molecules produced by 
an organism which have applications in various industries, such as, but not limited to, 

20 the pharmaceutical, agriculture, and cosmetics industries. Such compounds include 
organic acids, such as tartaric acid, itaconic acid, and diaminopimelic acid, both 
proteinogenic and non-proteinogenic amino acids, purine and pyrimidine bases, 
nucleosides, and nucleotides (as described e.g. in Kuninaka, A. (1996) Nucleotides and 
related compounds, p. 561-612, in Biotechnology vol. 6, Rehm et aL, eds. VCH: 

25 Weinheim, and references contained therein), lipids, both saturated and unsaturated fatty 
acids (e.g., arachidonic acid), diols (e.g., propane diol, and butane diol), carbohydrates 
(e.g., hyaluronic acid and trehalose), aromatic compounds (e.g., aromatic amines, 
vanillin, and indigo), vitamins and cofactors (as described in Ullmann's Encyclopedia of 
Industrial Chemistry, vol. A27, "Vitamins", p. 443-613 (1996) VCH: Weinheim and 

30 references therein; and Ong, A.S., Niki, E. & Packer, L. (1995) "Nutrition, Lipids, 
Health, and Disease" Proceedings of the UNESCO/Confederation of Scientific and 
Technological Associations in Malaysia, and the Society for Free Radical Research - 
Asia, held Sept. 1-3, 1994 at Penang, Malaysia, AOCS Press, (1995)), enzymes, 
polyketides (Cane et al (1998) Science 282: 63-68), and all other chemicals described in 

35 Gutcho (1983) Chemicals by Fermentation, Noyes Data Corporation, ISBN: 

0818805086 and references therein. The metabolism and uses of certain of these fine 
chemicals are further explicated below. 
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A. Amino Acid Metabolism and Uses 

Amino acids comprise the basic structural units of all proteins, and as such are 
essential for normal cellular functioning in all organisms. The term "amino acid" is art- 
recognized. The proteinogenic amino acids, of which there are 20 species, serve as 
5 structural units for proteins, in which they are linked by peptide bonds, while the 

nonproteinogenic amino acids (hundreds of which are known) are not normally found in 
proteins (see Ulmann's Encyclopedia of Industrial Chemistry, vol. A2, p. 57-97 VCH: 
Weinheim (1985)). Amino acids may be in the D- or L- optical configuration, though L- 
amino acids are generally the only type found in naturally-occurring proteins. 

10 Biosynthetic and degradative pathways of each of the 20 proteinogenic amino acids 

have been well characterized in both prokaryotic and eukaryotic cells (see, for example, 
Stryer, L. Biochemistry, 3 rd edition, pages 578-590 (1988)). The 'essential' amino acids 
(histidine, isoleucine, leucine, lysine, methionine, phenylalanine, threonine, tryptophan, 
and valine), so named because they are generally a nutritional requirement due to the 

1 5 complexity of their biosyntheses, are readily converted by simple biosynthetic pathways 
to the remaining 1 1 'nonessential' amino acids (alanine, arginine, asparagine, aspartate, 
cysteine, glutamate, glutamine, glycine, proline, serine, and tyrosine). Higher animals 
do retain the ability to synthesize some of these amino acids, but the essential amino 
acids must be supplied from the diet in order for normal protein synthesis to occur. 

20 Aside from their function in protein biosynthesis, these amino acids are 

interesting chemicals in their own right, and many have been found to have various 
applications in the food, feed, chemical, cosmetics, agriculture, and pharmaceutical 
industries. Lysine is an important amino acid in the nutrition not only of humans, but 
also of monogastric animals such as poultry and swine. Glutamate is most commonly 

25 used as a flavor additive (mono-sodium glutamate, MSG) and is widely used throughout 
the food industry, as are aspartate, phenylalanine, glycine, and cysteine. Glycine, L- 
methionine and tryptophan are all utilized in the pharmaceutical industry. Glutamine, 
valine, leucine, isoleucine, histidine, arginine, proline, serine and alanine are of use in 
both the pharmaceutical and cosmetics industries. Threonine, tryptophan, and D/ L- 

30 methionine are common feed additives. (Leuchtenberger, W. (1996) Amino aids - 
technical production and use, p. 466-502 in Rehm et al (eds.) Biotechnology vol. 6, 
chapter 14a, VCH: Weinheim). Additionally, these amino acids have been found to be 
useful as precursors for the synthesis of synthetic amino acids and proteins, such as N- 
acetylcysteine, S-carboxymethyl-L-cysteine, (S)-5-hydroxytryptophan, and others 

35 described in Ulmann's Encyclopedia of Industrial Chemistry, vol. A2, p. 57-97, VCH: 
Weinheim, 1985. 
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The biosynthesis of these natural amino acids in organisms capable of 
producing them, such as bacteria, has been well characterized (for review of bacterial 
amino acid biosynthesis and regulation thereof, see Umbarger, H.E.(197 '8) Ann. Rev. 
Biochem, 47: 533-606). Glutamate is synthesized by the reductive amination of a- 
5 ketoglutarate, an intermediate in the citric acid cycle. Glutamine, proline, and arginine 
are each subsequently produced from glutamate. The biosynthesis of serine is a three- 
step process beginning with 3 -phosphogly cerate (an intermediate in glycolysis), and 
resulting in this amino acid after oxidation, transamination, and hydrolysis steps. Both 
cysteine and glycine are produced from serine; the former by the condensation of 

10 homocysteine with serine, and the latter by the transferal of the side-chain [3-carbon 
atom to tetrahydrofolate, in a reaction catalyzed by serine transhydroxymethylase. 
Phenylalanine, and tyrosine are synthesized from the glycolytic and pentose phosphate 
pathway precursors erythrose 4-phosphate and phosphoenolpyruvate in a 9-step 
biosynthetic pathway that differ only at the final two steps after synthesis of prephenate. 

1 5 Tryptophan is also produced from these two initial molecules, but its synthesis is an 1 1 - 
step pathway. Tyrosine may also be synthesized from phenylalanine, in a reaction 
catalyzed by phenylalanine hydroxylase. Alanine, valine, and leucine are all 
biosynthetic products of pyruvate, the final product of glycolysis. Aspartate is formed 
from oxaloacetate, an intermediate of the citric acid cycle. Asparagine, methionine, 

20 threonine, and lysine are each produced by the conversion of aspartate. Isoleucine is 
formed from threonine. A complex 9-step pathway results in the production of histidine 
from 5-phosphoribosyl-l -pyrophosphate, an activated sugar. 

Amino acids in excess of the protein synthesis needs of the cell cannot be stored, 
and are instead degraded to provide intermediates for the major metabolic pathways of 

25 the cell (for review see Stryer, L. Biochemistry 3 rd ed. Ch. 21 "Amino Acid Degradation 
and the Urea Cycle" p. 495-516 (1988)). Although the cell is able to convert unwanted 
amino acids into useful metabolic intermediates, amino acid production is costly in 
terms of energy, precursor molecules, and the enzymes necessary to synthesize them. 
Thus it is not surprising that amino acid biosynthesis is regulated by feedback inhibition, 

30 in which the presence of a particular amino acid serves to slow or entirely stop its own 
production (for overview of feedback mechanisms in amino acid biosynthetic pathways, 
see Stryer, L. Biochemistry, 3 rd ed. Ch. 24: "Biosynthesis of Amino Acids and Heme" p. 
575-600 (1988)). Thus, the output of any particular amino acid is limited by the amount 
of that amino acid present in the cell. 



35 
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B. Vitamin, Cofactor, and Nutraceutical Metabolism and Uses 

Vitamins, cofactors, and nutraceuticals comprise another group of molecules 
which the higher animals have lost the ability to synthesize and so must ingest, although 
they are readily synthesized by other organisms such as bacteria. These molecules are 

5 either bioactive substances themselves, or are precursors of biologically active 
substances which may serve as electron carriers or intermediates in a variety of 
metabolic pathways. Aside from their nutritive value, these compounds also have 
significant industrial value as coloring agents, antioxidants, and catalysts or other 
processing aids. (For an overview of the structure, activity, and industrial applications 

10 of these compounds, see, for example, Ullman's Encyclopedia of Industrial Chemistry, 
"Vitamins" vol. A27, p. 443-613, VCH: Weinheim, 1996.) The term "vitamin" is art- 
recognized, and includes nutrients which are required by an organism for normal 
functioning, but which that organism cannot synthesize by itself. The group of vitamins 
may encompass cofactors and nutraceutical compounds. The language "cofactor" 

1 5 includes nonproteinaceous compounds required for a normal enzymatic activity to 
occur. Such compounds may be organic or inorganic; the cofactor molecules of the 
invention are preferably organic. The term "nutraceutical" includes dietary supplements 
having health benefits in plants and animals, particularly humans. Examples of such 
molecules are vitamins, antioxidants, and also certain lipids {e.g., polyunsaturated fatty 

20 acids). 

The biosynthesis of these molecules in organisms capable of producing them, 
such as bacteria, has been largely characterized (Ullman's Encyclopedia of Industrial 
Chemistry, "Vitamins" vol. A27, p. 443-613, VCH: Weinheim, 1996; Michal, G. (1999) 
Biochemical Pathways: An Atlas of Biochemistry and Molecular Biology, John Wiley 

25 & Sons; Ong, A.S., Niki, E. & Packer, L. (1995) "Nutrition, Lipids, Health, and 

Disease" Proceedings of the UNESCO/Confederation of Scientific and Technological 
Associations in Malaysia, and the Society for Free Radical Research - Asia, held Sept. 
1-3, 1994 at Penang, Malaysia, AOCS Press: Champaign, IL X, 374 S). 

Thiamin (vitamin Bi) is produced by the chemical coupling of pyrimidine and 

30 thiazole moieties. Riboflavin (vitamin B 2 ) is synthesized from guanosine-5' -triphosphate 
(GTP) and ribose-S'-phosphate. Riboflavin, in turn, is utilized for the synthesis of flavin 
mononucleotide (FMN) and flavin adenine dinucleotide (FAD). The family of 
compounds collectively termed 'vitamin B 6 ' (e.g., pyridoxine, pyridoxamine, pyridoxa- 
5' -phosphate, and the commercially used pyridoxin hydrochloride) are all derivatives of 

35 the common structural unit, 5-hydroxy-6-methylpyridine. Pantothenate (pantothenic 
acid, (R)-(+)-N-(2,4-dihy droxy-3, 3 -dimethyl- l-oxobutyl)-p-alanine) can be produced 
either by chemical synthesis or by fermentation. The final steps in pantothenate 
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biosynthesis consist of the ATP-driven condensation of P-alanine and pantoic acid. The 
enzymes responsible for the biosynthesis steps for the conversion to pantoic acid, to p- 
alanine and for the condensation to panthotenic acid are known. The metabolically 
active form of pantothenate is Coenzyme A, for which the biosynthesis proceeds in 5 
5 enzymatic steps. Pantothenate, pyridoxal-5 7 -phosphate, cysteine and ATP are the 
precursors of Coenzyme A. These enzymes not only catalyze the formation of 
panthothante, but also the production of (R)-pantoic acid, (R)-pantolacton, (R)- 
panthenol (provitamin B$), pantetheine (and its derivatives) and coenzyme A. 
Biotin biosynthesis from the precursor molecule pimeloyl-CoA in 

1 0 microorganisms has been studied in detail and several of the genes involved have been 
identified. Many of the corresponding proteins have been found to also be involved in 
Fe-cluster synthesis and are members of the nifS class of proteins. Lipoic acid is 
derived from octanoic acid, and serves as a coenzyme in energy metabolism, where it 
becomes part of the pyruvate dehydrogenase complex and the a-ketoglutarate 

1 5 dehydrogenase complex. The folates are a group of substances which are all derivatives 
of folic acid, which is turn is derived from L-glutamic acid, p-amino-benzoic acid and 6- 
methylpterin. The biosynthesis of folic acid and its derivatives, starting from the 
metabolism intermediates guanosine-5' -triphosphate (GTP), L-glutamic acid and p- 
amino-benzoic acid has been studied in detail in certain microorganisms. 

20 Corrinoids (such as the cobalamines and particularly vitamin Bn) and 

porphyrines belong to a group of chemicals characterized by a tetrapyrole ring system. 
The biosynthesis of vitamin B12 is sufficiently complex that it has not yet been 
completely characterized, but many of the enzymes and substrates involved are now 
known. Nicotinic acid (nicotinate), and nicotinamide are pyridine derivatives which are 

25 also termed 'niacin'. Niacin is the precursor of the important coenzymes NAD 

(nicotinamide adenine dinucleotide) and N ADP (nicotinamide adenine dinucleotide 
phosphate) and their reduced forms. 

The large-scale production of these compounds has largely relied on cell-free 
chemical syntheses, though some of these chemicals have also been produced by large- 

30 scale culture of microorganisms, such as riboflavin, Vitamin B6, pantothenate, and 

biotin. Only Vitamin B i2 is produced solely by fermentation, due to the complexity of 
its synthesis. In vitro methodologies require significant inputs of materials and time, 
often at great cost. 



35 



C. Purine, Pyrimidine, Nucleoside and Nucleotide Metabolism and Uses 

Purine and pyrimidine metabolism genes and their corresponding proteins are 
important targets for the therapy of tumor diseases and viral infections. The language 
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"purine" or "pyrimidine" includes the nitrogenous bases which are constituents of 
nucleic acids, co-enzymes, and nucleotides. The term "nucleotide" includes the basic 
structural units of nucleic acid molecules, which are comprised of a nitrogenous base, a 
pentose sugar (in the case of RNA, the sugar is ribose; in the case of DNA, the sugar is 
5 D-deoxyribose), and phosphoric acid. The language "nucleoside" includes molecules 
which serve as precursors to nucleotides, but which are lacking the phosphoric acid 
moiety that nucleotides possess. By inhibiting the biosynthesis of these molecules, or 
their mobilization to form nucleic acid molecules, it is possible to inhibit RNA and DNA 
synthesis; by inhibiting this activity in a fashion targeted to cancerous cells, the ability 

10 of tumor cells to divide and replicate may be inhibited. Additionally, there are 

nucleotides which do not form nucleic acid molecules, but rather serve as energy stores 
(i.e., AMP) or as coenzymes (i.e., FAD and NAD). 

Several publications have described the use of these chemicals for these medical 
indications, by influencing purine and/or pyrimidine metabolism (e.g. Christopherson, 

1 5 R.L and Lyons, S.D. (1 990) "Potent inhibitors of de novo pyrimidine and purine 

biosynthesis as chemotherapeutic agents." Med. Res. Reviews 10: 505-548). Studies of 
enzymes involved in purine and pyrimidine metabolism have been focused on the 
development of new drugs which can be used, for example, as immunosuppressants or 
anti-proliferants (Smith, J.L., (1995) "Enzymes in nucleotide synthesis." Curr. Opin. 

20 Struct. Biol 5: 152-151; (1995) Biochem Soc. Transact. 23: 877-902). However, purine 
and pyrimidine bases, nucleosides and nucleotides have other utilities: as intermediates 
in the biosynthesis of several fine chemicals (e.g., thiamine, S-adenosyl-methionine, 
folates, or riboflavin), as energy carriers for the cell (e.g., ATP or GTP), and for 
chemicals themselves, commonly used as flavor enhancers (e.g., IMP or GMP) or for 

25 several medicinal applications (see, for example, Kuninaka, A. (1996) Nucleotides and 
Related Compounds in Biotechnology vol. 6, Rehm et at, eds. VCH: Weinheim, p. 561- 
612). Also, enzymes involved in purine, pyrimidine, nucleoside, or nucleotide 
metabolism are increasingly serving as targets against which chemicals for crop 
protection, including fungicides, herbicides and insecticides, are developed. 

30 The metabolism of these compounds in bacteria has been characterized (for 

reviews see, for example, Zalkin, H. and Dixon, J.E. (1992) "de novo purine nucleotide 
biosynthesis", in: Progress in Nucleic Acid Research and Molecular Biology, vol. 42, 
Academic Press:, p. 259-287; and Michal, G. (1999) "Nucleotides and Nucleosides", 
Chapter 8 in: Biochemical Pathways: An Atlas of Biochemistry and Molecular Biology, 

35 Wiley: New York). Purine metabolism has been the subject of intensive research, and is 
essential to the normal functioning of the cell. Impaired purine metabolism in higher 
animals can cause severe disease, such as gout. Purine nucleotides are synthesized from 
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ribose-5-phosphate, in a series of steps through the intermediate compound inosine-5'- 
phosphate (IMP), resulting in the production of guanosine-5' -monophosphate (GMP) or 
adenosine-5' -monophosphate (AMP), from which the triphosphate forms utilized as 
nucleotides are readily formed. These compounds are also utilized as energy stores, so 
5 their degradation provides energy for many different biochemical processes in the cell. 
Pyrimidine biosynthesis proceeds by the formation of uridine-5' -monophosphate (UMP) 
from ribose-5-phosphate. UMP, in turn, is converted to cytidine-5' -triphosphate (CTP). 
The deoxy- forms of all of these nucleotides are produced in a one step reduction 
reaction from the diphosphate ribose form of the nucleotide to the diphosphate 
10 deoxyribose form of the nucleotide. Upon phosphorylation, these molecules are able to 
participate in DNA synthesis. 

D. Trehalose Metabolism and Uses 

Trehalose consists of two glucose molecules, bound in a, a- 1,1 linkage. It is 
1 5 commonly used in the food industry as a sweetener, an additive for dried or frozen 

foods, and in beverages. However, it also has applications in the pharmaceutical, 

cosmetics and biotechnology industries (see, for example, Nishimoto et ah, (1998) U.S. 

Patent No. 5,759,610; Singer, M.A. and Lindquist, S. (1998) Trends Biotech, 16: 460- 

467; Paiva, C.L.A. and Panek, A.D. (1996) Biotech. Ann. Rev. 2: 293-314; and 
20 Shiosaka, M. (1997) J. Japan 172: 97-102). Trehalose is produced by enzymes from 

many microorganisms and is naturally released into the surrounding medium, from 

which it can be collected using methods known in the art. 

II. Sugar and Carbon Molecule Utilization and Oxidative Phosphorylation 
25 Carbon is a critically important element for the formation of all organic 

compounds, and thus is a nutritional requirement not only for the growth and division of 
C. glutamicum, but also for the overproduction of fine chemicals from this 
microorganism. Sugars, such as mono-, di-, or polysaccharides, are particularly good 
carbon sources, and thus standard growth media typically contain one or more of: 
30 glucose, fructose, mannose, galactose, ribose, sorbose, ribulose, lactose, maltose, 

sucrose, raffinose, starch, or cellulose (Ullmann's Encyclopedia of Industrial Chemistry 
(1987) vol. A9, "Enzymes", VCH: Weinheim). Alternatively, more complex forms of 
sugar may be utilized in the media, such as molasses, or other by-products of sugar 
refinement. Other compounds aside from the sugars may be used as alternate carbon 
35 sources, including alcohols (e.g. , ethanol or methanol), alkanes, sugar alcohols, fatty 

acids, and organic acids (e.g., acetic acid or lactic acid). For a review of carbon sources 
and their utilization by microorganisms in culture, see: Ullman's Encyclopedia of 
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Industrial Chemistry (1987) vol. A9, "Enzymes", VCH: Weinheim; Stoppok, E. and 
Buchholz, K. (1996) "Sugar-based raw materials for fermentation applications" in 
Biotechnology (Rehm, HJ. et aL, eds.) vol. 6, VCH: Weinheim, p. 5-29; Rehm, H.J. 
(1980) Industrielle Mikrobiologie, Springer: Berlin; Bartholomew, W.H., and Reiman, 
5 H.B. (1979). Economics of Fermentation Processes, in: Peppier, H.J. and Perlman, D., 
eds. Microbial Technology 2 nd ed., vol. 2, chapter 18, Academic Press: New York; and 
Kockova-Kratachvilova, A. (1981) Characteristics of Industrial Microorganisms, in: 
Rehm, HJ. and Reed, G., eds. Handbook of Biotechnology, vol. 1, chapter 1, Verlag 
Chemie: Weinheim. 

1 0 After uptake, these energy-rich carbon molecules must be processed such that 

they are able to be degraded by one of the major sugar metabolic pathways. Such 
pathways lead directly to useful degradation products, such as ribose-5-phosphate and 
phosphoenolpyruvate, which may be subsequently converted to pyruvate. Three of the 
most important pathways in bacteria for sugar metabolism include the Embden- 

15 Meyerhoff-Pamas (EMP) pathway (also known as the glycolytic or fructose 

bisphosphate pathway), the hexosemonophosphate (HMP) pathway (also known as the 
pentose shunt or pentose phosphate pathway), and the Entner-Doudoroff (ED) pathway 
(for review, see Michal, G. (1999) Biochemical Pathways: An Atlas of Biochemistry 
and Molecular Biology, Wiley: New York, and Stryer, L. (1988) Biochemistry, Chapters 

20 13-19, Freeman: New York, and references therein). 

The EMP pathway converts hexose molecules to pyruvate, and in the process 
produces 2 molecules of ATP and 2 molecules of NADH. Starting with glucose-1- 
phosphate (which may be either directly taken up from the medium, or alternatively may 
be generated from glycogen, starch, or cellulose), the glucose molecule is isomerized to 

25 fructose-6-phosphate, is phosphorylated, and split into two 3 -carbon molecules of 

glyceraldehyde-3-phosphate. After dehydrogenation, phosphorylation, and successive 
rearrangements, pyruvate results. 

The HMP pathway converts glucose to reducing equivalents, such as NADPH, 
and produces pentose and tetrose compounds which are necessary as intermediates and 

30 precursors in a number of other metabolic pathways. In the HMP pathway, glucoses- 
phosphate is converted to ribulose-5-phosphate by two successive dehydrogenase 
reactions (which also release two NADPH molecules), and a carboxylation step. 
Ribulose-5-phosphate may also be converted to xyulose-5-phosphate and ribose-5- 
phosphate; the former can undergo a series of biochemical steps to glucose-6-phosphate, 

35 which may enter the EMP pathway, while the latter is commonly utilized as an 
intermediate in other biosynthetic pathways within the cell. 
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The ED pathway begins with the compound glucose or gluconate, which is 
subsequently phosphorylated and dehydrated to form 2-dehydro-3-deoxy-6-P-gluconate. 
Glucuronate and galacturonate may also be converted to 2-dehydro-3-deoxy-6-P- 
gluconate through more complex biochemical pathways. This product molecule is 
5 subsequently cleaved into glyceraldehyde-3-P and pyruvate; glyceraldehyde-3-P may 
itself also be converted to pyruvate. 

The EMP and HMP pathways share many features, including intermediates and 
enzymes. The EMP pathway provides the greatest amount of ATP, but it does not 
produce ribose-5-phosphate, an important precursor for, e.g., nucleic acid biosynthesis, 

1 0 nor does it produce erythrose-4-phosphate, which is important for amino acid 

biosynthesis. Microorganisms that are capable of using only the EMP pathway for 
glucose utilization are thus not able to grow on simple media with glucose as the sole 
carbon source. They are referred to as fastidious organisms, and their growth requires 
inputs of complex organic compounds, such as those found in yeast extract. 

1 5 In contrast, the HMP pathway produces all of the precursors necessary for both 

nucleic acid and amino acid biosynthesis, yet yields only half the amount of ATP energy 
that the EMP pathway does. The HMP pathway also produces NADPH, which may be 
used for redox reactions in biosynthetic pathways. The HMP pathway does not directly 
produce pyruvate, however, and thus these microorganisms must also possess this 

20 portion of the EMP pathway. It is therefore not surprising that a number of 

microorganisms, particularly the facultative anerobes, have evolved such that they 
possess both of these pathways. 

The ED pathway has thus far has only been found in bacteria. Although this 
pathway is linked partly to the HMP pathway in the reverse direction for precursor 

25 formation, the ED pathway directly forms pyruvate by the aldolase cleavage of 3- 

ketodeoxy-6-phosphogluconate. The ED pathway can exist on its own and is utilized by 
the majority of strictly aerobic microorganisms. The net result is similar to that of the 
HMP pathway, although one mole of ATP can be formed only if the carbon atoms are 
converted into pyruvate, instead of into precursor molecules. 

30 The pyruvate molecules produced through any of these pathways can be readily 

converted into energy via the Krebs cycle (also known as the citric acid cycle, the citrate 
cycle, or the tricarboxylic acid cycle (TCA cycle)). In this process, pyruvate is first 
decarboxylated, resulting in the production of one molecule of NADH, 1 molecule of 
acetyl-CoA, and 1 molecule of CO2. The acetyl group of acetyl CoA then reacts with 

35 the 4 carbon unit, oxaolacetate, leading to the formation of citric acid, a 6 carbon 

organic acid. Dehydration and two additional CO2 molecules are released. Ultimately, 
oxaloacetate is regenerated and can serve again as an acetyl acceptor, thus completing 
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the cycle. The electrons released during the oxidation of intermediates in the TCA cycle 
are transferred to NAD + to yield NADH. 

During respiration, the electrons from NADH are transferred to molecular 
oxygen or other terminal electron acceptors. This process is catalyzed by the respiratory 
5 chain, an electron transport system containing both integral membrane proteins and 
membrane associated proteins. This system serves two basic functions: first, to accept 
electrons from an electron donor and to transfer them to an electron acceptor, and 
second, to conserve some of the energy released during electron transfer by the synthesis 
of ATP. Several types of oxidation-reduction enzymes and electron transport proteins 

1 0 are known to be involved in such processes, including the NADH dehydrogenases, 
flavin-containing electron carriers, iron sulfur proteins, and cytochromes. The NADH 
dehydrogenases are located at the cytoplasmic surface of the plasma membrane, and 
transfer hydrogen atoms from NADH to flavoproteins, in turn accepting electrons from 
NADH. The flavoproteins are a group of electron carriers possessing a flavin prosthetic 

15 group which is alternately reduced and oxidized as it accepts and transfers electrons. 
Three flavins are known to participate in these reactions: riboflavin, flavin-adenine 
dinucleotide (FAD) and flavin-mononucleotide (FMN). Iron sulfur proteins contain a 
cluster of iron and sulfur atoms which are not bonded to a heme group, but which still 
are able to participate in dehydration and rehydration reactions. Succinate 

20 dehydrogenase and aconitase are exemplary iron-sulfur proteins; their iron-sulfur 

complexes serve to accept and transfer electrons as part of the overall electron-transport 
chain. The cytochromes are proteins containing an iron porphyrin ring (heme). There 
are a number of different classes of cytochromes, differing in their reduction potentials. 
Functionally, these cytochromes form pathways in which electrons may be transferred to 

25 other cytochromes having increasingly more positive reduction potentials. A further 
class of non-protein electron carriers is known: the lipid-soluble quinones (e.g., 
coenzyme Q). These molecules also serve as hydrogen atom acceptors and electron 
donors. 

The action of the respiratory chain generates a proton gradient across the cell 
30 membrane, resulting in proton motive force. This force is utilized by the cell to 

synthesize ATP, via the membrane-spanning enzyme, ATP synthase. This enzyme is a 
multiprotein complex in which the transport of H + molecules through the membrane 
results in the physical rotation of the intracellular subunits and concomitant 
phosphorylation of ADP to form ATP (for review, see Fillingame, R.H. and Divall, S. 
35 (1999) Novartis Found. Symp. 221 : 218-229, 229-234). 

Non-hexose carbon substrates may also serve as carbon and energy sources for 
cells. Such substrates may first be converted to hexose sugars in the gluconeogenesis 
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pathway, where glucose is first synthesized by the cell and then is degraded to produce 
energy. The starting material for this reaction is phosphoenolpyruvate (PEP), which is 
one of the key intermediates in the glycolytic pathway. PEP may be formed from 
substrates other than sugars, such as acetic acid, or by decarboxylation of oxaloacetate 
5 (itself an intermediate in the TCA cycle). By reversing the glycolytic pathway (utilizing 
a cascade of enzymes different than those of the original glycolysis pathway), glucose-6- 
phosphate may be formed. The conversion of pyruvate to glucose requires the 
utilization of 6 high energy phosphate bonds, whereas glycolysis only produces 2 ATP 
in the conversion of glucose to pyruvate. However, the complete oxidation of glucose 
1 0 (glycolysis, conversion of pyruvate into acetyl CoA, citric acid cycle, and oxidative 
phosphorylation) yields between 36-38 ATP, so the net loss of high energy phosphate 
bonds experienced during gluconeogenesis is offset by the overall greater gain in such 
high-energy molecules produced by the oxidation of glucose. 

15 III. Elements and Methods of the Invention 

The present invention is based, at least in part, on the discovery of novel 
molecules, referred to herein as SMP nucleic acid and protein molecules, which 
participate in the conversion of sugars to useful degradation products and energy (e.g., 
ATP) in C. glutamicum or which may participate in the production of useful energy-rich 

20 molecules (e.g., ATP) by other processes, such as oxidative phosphorylation. In one 
embodiment, the SMP molecules participate in the metabolism of carbon compounds 
such as sugars or the generation of energy molecules (e.g., ATP) by processes such as 
oxidative phosphorylation in Corynebacterium glutamicum. In a preferred embodiment, 
the activity of the SMP molecules of the present invention to contribute to carbon 

25 metabolism or energy production in C. glutamicum has an impact on the production of a 
desired fine chemical by this organism. In a particularly preferred embodiment, the SMP 
molecules of the invention are modulated in activity, such that the C. glutamicum 
metabolic and energetic pathways in which the SMP proteins of the invention participate 
are modulated in yield, production, and/or efficiency of production, which either directly 

30 or indirectly modulates the yield, production, and/or efficiency of production of a 
desired fine chemical by C. glutamicum. 

The language, "SMP protein" or "SMP polypeptide" includes proteins which are 
capable of performing a function involved in the metabolism of carbon compounds such 
as sugars and the generation of energy molecules by processes such as oxidative 

35 phosphorylation in Corynebacterium glutamicum. Examples of SMP proteins include 
those encoded by the SMP genes set forth in Table 1 and Appendix A. The terms "SMP 
gene" or "SMP nucleic acid sequence" include nucleic acid sequences encoding an SMP 
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protein, which consist of a coding region and also corresponding untranslated 5 5 and V 
sequence regions. Examples of SMP genes include those set forth in Table 1. The terms 
"production" or "productivity" are art-recognized and include the concentration of the 
fermentation product (for example, the desired fine chemical) formed within a given 
5 time and a given fermentation volume (e.g., kg product per hour per liter). The term 
"efficiency of production" includes the time required for a particular level of production 
to be achieved (for example, how long it takes for the cell to attain a particular rate of 
output of a fine chemical). The term "yield" or "product/carbon yield" is art-recognized 
and includes the efficiency of the conversion of the carbon source into the product (i.e., 

1 0 fine chemical). This is generally written as, for example, kg product per kg carbon 
source. By increasing the yield or production of the compound, the quantity of 
recovered molecules, or of useful recovered molecules of that compound in a given 
amount of culture over a given amount of time is increased. The terms "biosynthesis" or 
a "biosynthetic pathway" are art-recognized and include the synthesis of a compound, 

15 preferably an organic compound, by a cell from intermediate compounds in what may 
be a multistep and highly regulated process. The terms "degradation" or a "degradation 
pathway" are art-recognized and include the breakdown of a compound, preferably an 
organic compound, by a cell to degradation products (generally speaking, smaller or less 
complex molecules) in what may be a multistep and highly regulated process. The term 

20 "degradation product" is art-recognized and includes breakdown products of a 

compound. Such products may themselves have utility as precursor (starting point) or 
intermediate molecules necessary for the biosynthesis of other compounds by the cell. 
The language "metabolism" is art-recognized and includes the totality of the 
biochemical reactions that take place in an organism. The metabolism of a particular 

25 compound, then, (e.g., the metabolism of an amino acid such as glycine) comprises the 
overall biosynthetic, modification, and degradation pathways in the cell related to this 
compound. 

In another embodiment, the SMP molecules of the invention are capable of 
modulating the production of a desired molecule, such as a fine chemical, in a 

30 microorganism such as C glutamicum. There are a number of mechanisms by which 
the alteration of an SMP protein of the invention may directly affect the yield, 
production, and/or efficiency of production of a fine chemical from a C glutamicum 
strain incorporating such an altered protein. The degradation of high-energy carbon 
molecules such as sugars, and the conversion of compounds such as NADH and FADH2 

35 to more useful forms via oxidative phosphorylation results in a number of compounds 
which themselves may be desirable fine chemicals, such as pyruvate, ATP, NADH, and 
a number of intermediate sugar compounds. Further, the energy molecules (such as 



ATTORNEY DOCKET NO.: BGI-126CP 



-21 - 

ATP) and the reducing equivalents (such as NADH or NADPH) produced by these 
metabolic pathways are utilized in the cell to drive reactions which would otherwise be 
energetically unfavorable. Such unfavorable reactions include many biosynthetic 
pathways for fine chemicals. By improving the ability of the cell to utilize a particular 
5 sugar (e.g., by manipulating the genes encoding enzymes involved in the degradation 
and conversion of that sugar into energy for the cell), one may increase the amount of 
energy available to permit unfavorable, yet desired metabolic reactions (e.g., the 
biosynthesis of a desired fine chemical) to occur. 

The mutagenesis of one or more SMP genes of the invention may also result in 

1 0 SMP proteins having altered activities which indirectly impact the production of one or 
more desired fine chemicals from C. glutamicum. For example, by increasing the 
efficiency of utilization of one or more sugars (such that the conversion of the sugar to 
useful energy molecules is improved), or by increasing the efficiency of conversion of 
reducing equivalents to useful energy molecules (e.g., by improving the efficiency of 

1 5 oxidative phosphorylation, or the activity of the ATP synthase), one can increase the 
amount of these high-energy compounds available to the cell to drive normally 
unfavorable metabolic processes. These processes include the construction of cell walls, 
transcription, translation, and the biosynthesis of compounds necessary for growth and 
division of the cells (e.g., nucleotides, amino acids, vitamins, lipids, etc.) (Lengeler et al 

20 (1999) Biology of Prokaryotes, Thieme Verlag: Stuttgart, p. 88-109; 913-918; 875-899). 
By improving the growth and multiplication of these engineered cells, it is possible to 
increase both the viability of the cells in large-scale culture, and also to improve their 
rate of division, such that a relatively larger number of cells can survive in fermentor 
culture. The yield, production, or efficiency of production may be increased, at least 

25 due to the presence of a greater number of viable cells, each producing the desired fine 
chemical. Further, a number of the degradation and intermediate compounds produced 
during sugar metabolism are necessary precursors and intermediates for other 
biosynthetic pathways throughout the cell. For example, many amino acids are 
synthesized directly from compounds normally resulting from glycolysis or the TCA 

30 cycle (e.g., serine is synthesized from 3 -phosphogly cerate, an intermediate in 

glycolysis). Thus, by increasing the efficiency of conversion of sugars to useful energy 
molecules, it is also possible to increase the amount of useful degradation products as 
well. 

The isolated nucleic acid sequences of the invention are contained within the 
35 genome of a Corynebacterium glutamicum strain available through the American Type 
Culture Collection, given designation ATCC 13032. The nucleotide sequence of the 
isolated C glutamicum SMP DNAs and the predicted amino acid sequences of the C 
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glutamicum SMP proteins are shown in Appendices A and B, respectively. 
Computational analyses were performed which classified and/or identified these 
nucleotide sequences as sequences which encode proteins having a function involved in 
the metabolism of carbon compounds such as sugars or in the generation of energy 
5 molecules by processes such as oxidative phosphorylation in Corynebacterium 
glutamicum. 

The present invention also pertains to proteins which have an amino acid 
sequence which is substantially homologous to an amino acid sequence of Appendix B. 
As used herein, a protein which has an amino acid sequence which is substantially 

10 homologous to a selected amino acid sequence is least about 50% homologous to the 
selected amino acid sequence, e.g., the entire selected amino acid sequence. A protein 
which has an amino acid sequence which is substantially homologous to a selected 
amino acid sequence can also be least about 50-60%, preferably at least about 60-70%, 
and more preferably at least about 70-80%, 80-90%, or 90-95%, and most preferably at 

15 least about 96%, 97%, 98%, 99% or more homologous to the selected amino acid 
sequence. 

An SMP protein or a biologically active portion or fragment thereof of the 
invention can participate in the metabolism of carbon compounds such as sugars or in 
the generation of energy molecules {e.g., ATP) by processes such as oxidative 
20 phosphorylation in Corynebacterium glutamicum, or can have one or more of the 
activities set forth in Table 1 . 

Various aspects of the invention are described in further detail in the following 
subsections: 

25 A. Isolated Nucleic Acid Molecules 

One aspect of the invention pertains to isolated nucleic acid molecules that 
encode SMP polypeptides or biologically active portions thereof, as well as nucleic acid 
fragments sufficient for use as hybridization probes or primers for the identification or 
amplification of SMP-encoding nucleic acid {e.g., SMP DNA). As used herein, the term 

30 "nucleic acid molecule" is intended to include DNA molecules {e.g., cDNA or genomic 
DNA) and RNA molecules {e.g., mRNA) and analogs of the DNA or RNA generated 
using nucleotide analogs. This term also encompasses untranslated sequence located at 
both the 3' and 5' ends of the coding region of the gene: at least about 100 nucleotides 
of sequence upstream from the 5' end of the coding region and at least about 20 

35 nucleotides of sequence downstream from the 3 'end of the coding region of the gene. 
The nucleic acid molecule can be single-stranded or double-stranded, but preferably is 
double-stranded DNA. An "isolated" nucleic acid molecule is one which is separated 
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from other nucleic acid molecules which are present in the natural source of the nucleic 
acid. Preferably, an "isolated" nucleic acid is free of sequences which naturally flank 
the nucleic acid {i.e., sequences located at the 5 f and 3' ends of the nucleic acid) in the 
genomic DNA of the organism from which the nucleic acid is derived. For example, in 
5 various embodiments, the isolated SMP nucleic acid molecule can contain less than 
about 5 kb, 4kb, 3kb, 2kb, 1 kb, 0.5 kb or 0.1 kb of nucleotide sequences which 
naturally flank the nucleic acid molecule in genomic DNA of the cell from which the 
nucleic acid is derived (e.g, a C glutamicum cell). Moreover, an "isolated" nucleic acid 
molecule, such as a DNA molecule, can be substantially free of other cellular material, 

10 or culture medium when produced by recombinant techniques, or chemical precursors or 
other chemicals when chemically synthesized. 

A nucleic acid molecule of the present invention, e.g., a nucleic acid molecule 
having a nucleotide sequence of Appendix A, or a portion thereof, can be isolated using 
standard molecular biology techniques and the sequence information provided herein. 

15 For example, a C. glutamicum SMP DNA can be isolated from a C glutamicum library 
using all or portion of one of the sequences of Appendix A as a hybridization probe and 
standard hybridization techniques {e.g., as described in Sambrook, J., Fritsh, E. F., and 
Maniatis, T. Molecular Cloning: A Laboratory Manual 2nd, ed, Cold Spring Harbor 
Laboratory, Cold Spring Harbor Laboratory Press, Cold Spring Harbor, NY, 1989). 

20 Moreover, a nucleic acid molecule encompassing all or a portion of one of the sequences 
of Appendix A can be isolated by the polymerase chain reaction using oligonucleotide 
primers designed based upon this sequence {e.g., a nucleic acid molecule encompassing 
all or a portion of one of the sequences of Appendix A can be isolated by the polymerase 
chain reaction using oligonucleotide primers designed based upon this same sequence of 

25 Appendix A). For example, mRNA can be isolated from normal endothelial cells {e.g., 
by the guanidinium-thiocyanate extraction procedure of Chirgwin et ah (1979) 
Biochemistry 18: 5294-5299) and DNA can be prepared using reverse transcriptase {e.g., 
Moloney MLV reverse transcriptase, available from Gibco/BRL, Bethesda, MD; or 
AMV reverse transcriptase, available from Seikagaku America, Inc., St. Petersburg, FL). 

30 Synthetic oligonucleotide primers for polymerase chain reaction amplification can be 
designed based upon one of the nucleotide sequences shown in Appendix A. A nucleic 
acid of the invention can be amplified using cDNA or, alternatively, genomic DNA, as a 
template and appropriate oligonucleotide primers according to standard PCR 
amplification techniques. The nucleic acid so amplified can be cloned into an 

35 appropriate vector and characterized by DNA sequence analysis. Furthermore, 

oligonucleotides corresponding to an SMP nucleotide sequence can be prepared by 
standard synthetic techniques, e.g., using an automated DNA synthesizer. 
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In a preferred embodiment, an isolated nucleic acid molecule of the invention 
comprises one of the nucleotide sequences shown in Appendix A. The sequences of 
Appendix A correspond to the Corynebacterium glutamicum SMP DNAs of the 
invention. This DNA comprises sequences encoding SMP proteins {i.e., the "coding 
5 region" , indicated in each sequence in Appendix A), as well as 5 T untranslated sequences 
and 3 T untranslated sequences, also indicated in Appendix A. Alternatively, the nucleic 
acid molecule can comprise only the coding region of any of the sequences in Appendix 
A. 

For the purposes of this application, it will be understood that each of the 

10 sequences set forth in Appendix A has an identifying RXA, RXN, or RXS number 
having the designation "RXA," "RXN," or "RXS" followed by 5 digits (i.e., 
RXA00013,RXN00043, or RXS0735). Each of these sequences comprises up to three 
parts: a 5' upstream region, a coding region, and a downstream region. Each of these 
three regions is identified by the same RXA, RXN, or RXS designation to eliminate 

1 5 confusion. The recitation "one of the sequences in Appendix A", then, refers to any of 
the sequences in Appendix A, which may be distinguished by their differing RXA, 
RXN, or RXS designations. The coding region of each of these sequences is translated 
into a corresponding amino acid sequence, which is set forth in Appendix B. The 
sequences of Appendix B are identified by the same RXA, RXN, or RXS designations 

20 as Appendix A, such that they can be readily correlated. For example, the amino acid 
sequence in Appendix B designated RXA00013 is a translation of the coding region of 
the nucleotide sequence of nucleic acid molecule RXA00013 in Appendix A, and the 
amino acid sequence in Appendix B designated RXN00043 is a translation of the coding 
region of the nucleotide sequence of nucleic acid molecule RXN00043 in Appendix A. 

25 Each of the RXARXN and RXS nucleotide and amino acid sequences of the invention 
has also been assigned a SEQ ID NO, as indicated in Table 1 . 

Several of the genes of the invention are "F-designated genes". An F-designated 
gene includes those genes set forth in Table 1 which have an 'F' in front of the 
RXAdesignation. For example, SEQ ID NO:l 1, designated, as indicated on Table 1, as 

30 "F RXA01312", is an F-designated gene, as are SEQ ID NOs: 29, 33, and 39 

(designated on Table 1 as "F RXA02803", "F RXA02854", and "F RXA01365", 
respectively). 

In one embodiment, the nucleic acid molecules of the present invention are not 
intended to include those compiled in Table 2. In the case of the dapD gene, a sequence 
35 for this gene was published in Wehrmann, A., et al (1998) J. BacterioL 180(12): 3159- 
3165. However, the sequence obtained by the inventors of the present application is 
significantly longer than the published version. It is believed that the published version 
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relied on an incorrect start codon, and thus represents only a fragment of the actual 
coding region. 

In another preferred embodiment, an isolated nucleic acid molecule of the 
invention comprises a nucleic acid molecule which is a complement of one of the 
5 nucleotide sequences shown in Appendix A, or a portion thereof. A nucleic acid 
molecule which is complementary to one of the nucleotide sequences shown in 
Appendix A is one which is sufficiently complementary to one of the nucleotide 
sequences shown in Appendix A such that it can hybridize to one of the nucleotide 
sequences shown in Appendix A, thereby forming a stable duplex. 

10 In still another preferred embodiment, an isolated nucleic acid molecule of the 

invention comprises a nucleotide sequence which is at least about 50%, 51%, 52%, 53%, 
54%, 55%, 56%, 57%, 58%, 59%, or 60%, preferably at least about 61%, 62%, 63%, 
64%>, 65%, 66%, 67%, 68%, 69%, or 70%, more preferably at least about 71%, 72%, 
73%, 74%, 75%, 76%, 77%, 78%, 79%, or 80%, 81%, 82%, 83%, 84%, 85%, 86%, 

15 87%, 88%, 89%, or 90%, or 91%, 92%, 93%, 94%, and even more preferably at least 
about 95%>, 96%), 97%, 98%, 99% or more homologous to a nucleotide sequence shown 
in Appendix A, or a portion thereof. Ranges and identity values intermediate to the 
above-recited ranges, (e.g., 70-90% identical or 80-95% identical) are also intended to 
be encompassed by the present invention. For example, ranges of identity values using a 

20 combination of any of the above values recited as upper and/or lower limits are intended 
to be included. In an additional preferred embodiment, an isolated nucleic acid 
molecule of the invention comprises a nucleotide sequence which hybridizes, e.g., 
hybridizes under stringent conditions, to one of the nucleotide sequences shown in 
Appendix A, or a portion thereof. 

25 Moreover, the nucleic acid molecule of the invention can comprise only a 

portion of the coding region of one of the sequences in Appendix A, for example a 
fragment which can be used as a probe or primer or a fragment encoding a biologically 
active portion of an SMP protein. The nucleotide sequences determined from the 
cloning of the SMP genes from C glutamicum allows for the generation of probes and 

30 primers designed for use in identifying and/or cloning SMP homologues in other cell 
types and organisms, as well as SMP homologues from other Corynebacteria or related 
species. The probe/primer typically comprises substantially purified oligonucleotide. 
The oligonucleotide typically comprises a region of nucleotide sequence that hybridizes 
under stringent conditions to at least about 12, preferably about 25, more preferably 

35 about 40, 50 or 75 consecutive nucleotides of a sense strand of one of the sequences set 
forth in Appendix A, an anti-sense sequence of one of the sequences set forth in 
Appendix A, or naturally occurring mutants thereof. Primers based on a nucleotide 
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sequence of Appendix A can be used in PCR reactions to clone SMP homologues. 
Probes based on the SMP nucleotide sequences can be used to detect transcripts or 
genomic sequences encoding the same or homologous proteins. In preferred 
embodiments, the probe further comprises a label group attached thereto, e.g. the label 
5 group can be a radioisotope, a fluorescent compound, an enzyme, or an enzyme co- 
factor. Such probes can be used as a part of a diagnostic test kit for identifying cells 
which misexpress an SMP protein, such as by measuring a level of an SMP-encoding 
nucleic acid in a sample of cells, e.g., detecting SMP mRNA levels or determining 
whether a genomic SMP gene has been mutated or deleted. 

10 In one embodiment, the nucleic acid molecule of the invention encodes a protein 

or portion thereof which includes an amino acid sequence which is sufficiently 
homologous to an amino acid sequence of Appendix B such that the protein or portion 
thereof maintains the ability to perform a function involved in the metabolism of carbon 
compounds such as sugars or in the generation of energy molecules (e.g., ATP) by 

1 5 processes such as oxidative phosphorylation in Corynebacterium glutamicum. As used 
herein, the language "sufficiently homologous" refers to proteins or portions thereof 
which have amino acid sequences which include a minimum number of identical or 
equivalent (e.g., an amino acid residue which has a similar side chain as an amino acid 
residue in one of the sequences of Appendix B) amino acid residues to an amino acid 

20 sequence of Appendix B such that the protein or portion thereof is able to perform a 
function involved in the metabolism of carbon compounds such as sugars or in the 
generation of energy molecules (e.g., ATP) by processes such as oxidative 
phosphorylation in Corynebacterium glutamicum. Protein members of such sugar 
metabolic pathways or energy producing systems, as described herein, may play a role 

25 in the production and secretion of one or more fine chemicals. Examples of such 

activities are also described herein. Thus, "the function of an SMP protein" contributes 
either directly or indirectly to the yield, production, and/or efficiency of production of 
one or more fine chemicals. Examples of SMP protein activities are set forth in Table 1 . 
In another embodiment, the protein is at least about 50-60%, preferably at least 

30 about 60-70%, and more preferably at least about 70-80%, 80-90%, 90-95%, and most 
preferably at least about 96%, 97%, 98%, 99% or more homologous to an entire amino 
acid sequence of Appendix B. 

Portions of proteins encoded by the SMP nucleic acid molecules of the invention 
are preferably biologically active portions of one of the SMP proteins. As used herein, 

35 the term "biologically active portion of an SMP protein" is intended to include a portion, 
e.g., a domain/motif, of an SMP protein that participates in the metabolism of carbon 
compounds such as sugars, or in energy-generating pathways in C. glutamicum, or has 
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an activity as set forth in Table 1. To determine whether an SMP protein or a 
biologically active portion thereof can participate in the metabolism of carbon 
compounds or in the production of energy-rich molecules in C glutamicum, an assay of 
enzymatic activity may be performed. Such assay methods are well known to those of 
5 ordinary skill in the art, as detailed in Example 8 of the Exemplification. 

Additional nucleic acid fragments encoding biologically active portions of an 
SMP protein can be prepared by isolating a portion of one of the sequences in Appendix 
B, expressing the encoded portion of the SMP protein or peptide {e.g., by recombinant 
expression in vitro) and assessing the activity of the encoded portion of the SMP protein 
10 or peptide. 

The invention further encompasses nucleic acid molecules that differ 
from one of the nucleotide sequences shown in Appendix A (and portions thereof) due 
to degeneracy of the genetic code and thus encode the same SMP protein as that 
encoded by the nucleotide sequences shown in Appendix A. In another embodiment, an 

15 isolated nucleic acid molecule of the invention has a nucleotide sequence encoding a 
protein having an amino acid sequence shown in Appendix B. In a still further 
embodiment, the nucleic acid molecule of the invention encodes a full length C 
glutamicum protein which is substantially homologous to an amino acid sequence of 
Appendix B (encoded by an open reading frame shown in Appendix A). 

20 It will be understood by one of ordinary skill in the art that in one embodiment 

the sequences of the invention are not meant to include the sequences of the prior art, 
such as those Genbank sequences set forth in Tables 2 or 4 which were available prior to 
the present invention. In one embodiment, the invention includes nucleotide and amino 
acid sequences having a percent identity to a nucleotide or amino acid sequence of the 

25 invention which is greater than that of a sequence of the prior art {e.g. , a Genbank 
sequence (or the protein encoded by such a sequence) set forth in Tables 2 or 4). For 
example, the invention includes a nucleotide sequence which is greater than and/or at 
least 58% identical to the nucleotide sequence designated RXA00014 (SEQ ID NO:41), 
a nucleotide sequence which is greater than and/or at least % identical to the nucleotide 

30 sequence designated RXA00195 (SEQ ID NO:399), and a nucleotide sequence which is 
greater than and/or at least 42% identical to the nucleotide sequence designated 
RXA00196 (SEQ ID NO:401). One of ordinary skill in the art would be able to 
calculate the lower threshold of percent identity for any given sequence of the invention 
by examining the GAP-calculated percent identity scores set forth in Table 4 for each of 

35 the three top hits for the given sequence, and by subtracting the highest GAP-calculated 
percent identity from 100 percent. One of ordinary skill in the art will also appreciate 
that nucleic acid and amino acid sequences having percent identities greater than the 
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lower threshold so calculated (e.g., at least 50%, 51%, 52%, 53%, 54%, 55%, 56%, 
57%, 58%, 59%, or 60%, preferably at least about 61%, 62%, 63%, 64%, 65%, 66%, 
67%, 68%>, 69%, or 70%, more preferably at least about 71%, 72%, 73%, 74%, 75%, 
76%, 77%, 78%, 79%, or 80%, 81%, 82%, 83%, 84%, 85%, 86%, 87%, 88%, 89%, or 
5 90%, or 91%, 92%, 93%, 94%, and even more preferably at least about 95%, 96%, 97%, 
98%, 99% or more identical) are also encompassed by the invention. 

In addition to the C glutamicum SMP nucleotide sequences shown in Appendix 
A, it will be appreciated by those of ordinary skill in the art that DNA sequence 
polymorphisms that lead to changes in the amino acid sequences of SMP proteins may 

10 exist within a population (e.g., the C. glutamicum population). Such genetic 

polymorphism in the SMP gene may exist among individuals within a population due to 
natural variation. As used herein, the terms "gene" and "recombinant gene" refer to 
nucleic acid molecules comprising an open reading frame encoding an SMP protein, 
preferably a C glutamicum SMP protein. Such natural variations can typically result in 

1 5 1 -5%> variance in the nucleotide sequence of the SMP gene. Any and all such nucleotide 
variations and resulting amino acid polymorphisms in SMP that are the result of natural 
variation and that do not alter the functional activity of SMP proteins are intended to be 
within the scope of the invention. 

Nucleic acid molecules corresponding to natural variants and non-C. glutamicum 

20 homologues of the C glutamicum SMP DNA of the invention can be isolated based on 
their homology to the C. glutamicum SMP nucleic acid disclosed herein using the C 
glutamicum DNA, or a portion thereof, as a hybridization probe according to standard 
hybridization techniques under stringent hybridization conditions. Accordingly, in 
another embodiment, an isolated nucleic acid molecule of the invention is at least 1 5 

25 nucleotides in length and hybridizes under stringent conditions to the nucleic acid 

molecule comprising a nucleotide sequence of Appendix A. In other embodiments, the 
nucleic acid is at least 30, 50, 100, 250 or more nucleotides in length. As used herein, 
the term "hybridizes under stringent conditions" is intended to describe conditions for 
hybridization and washing under which nucleotide sequences at least 60% homologous 

30 to each other typically remain hybridized to each other. Preferably, the conditions are 
such that sequences at least about 65%, more preferably at least about 70%, and even 
more preferably at least about 75% or more homologous to each other typically remain 
hybridized to each other. Such stringent conditions are known to those of ordinary skill 
in the art and can be found in Current Protocols in Molecular Biology, John Wiley & 

35 Sons, N.Y. (1989), 6.3.1-6.3.6. A preferred, non-limiting example of stringent 

hybridization conditions are hybridization in 6X sodium chloride/sodium citrate (SSC) 
at about 45°C, followed by one or more washes in 0.2 X SSC, 0.1% SDS at 50-65°C. 
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Preferably, an isolated nucleic acid molecule of the invention that hybridizes under 
stringent conditions to a sequence of Appendix A corresponds to a naturally-occurring 
nucleic acid molecule. As used herein, a "naturally-occurring" nucleic acid molecule 
refers to an RNA or DNA molecule having a nucleotide sequence that occurs in nature 
5 (e.g., encodes a natural protein). In one embodiment, the nucleic acid encodes a natural 
C. glutamicum SMP protein. 

In addition to naturally-occurring variants of the SMP sequence that may exist in 
the population, one of ordinary skill in the art will further appreciate that changes can be 
introduced by mutation into a nucleotide sequence of Appendix A, thereby leading to 

10 changes in the amino acid sequence of the encoded SMP protein, without altering the 
functional ability of the SMP protein. For example, nucleotide substitutions leading to 
amino acid substitutions at "non-essential" amino acid residues can be made in a 
sequence of Appendix A. A "non-essential" amino acid residue is a residue that can be 
altered from the wild-type sequence of one of the SMP proteins (Appendix B) without 

15 altering the activity of said SMP protein, whereas an "essential" amino acid residue is 
required for SMP protein activity. Other amino acid residues, however, (e.g., those that 
are not conserved or only semi-conserved in the domain having SMP activity) may not 
be essential for activity and thus are likely to be amenable to alteration without altering 
SMP activity. 

20 Accordingly, another aspect of the invention pertains to nucleic acid molecules 

encoding SMP proteins that contain changes in amino acid residues that are not essential 
for SMP activity. Such SMP proteins differ in amino acid sequence from a sequence 
contained in Appendix B yet retain at least one of the SMP activities described herein. 
In one embodiment, the isolated nucleic acid molecule comprises a nucleotide sequence 

25 encoding a protein, wherein the protein comprises an amino acid sequence at least about 
50% homologous to an amino acid sequence of Appendix B and is capable of participate 
in the metabolism of carbon compounds such as sugars, or in the biosynthesis of high- 
energy compounds in C. glutamicum, or has one or more activities set forth in Table 1. 
Preferably, the protein encoded by the nucleic acid molecule is at least about 50-60% 

30 homologous to one of the sequences in Appendix B, more preferably at least about 60- 
70% homologous to one of the sequences in Appendix B, even more preferably at least 
about 70-80%, 80-90%, 90-95% homologous to one of the sequences in Appendix B, 
and most preferably at least about 96%, 97%, 98%, or 99% homologous to one of the 
sequences in Appendix B. 

35 To determine the percent homology of two amino acid sequences (e.g., one of 

the sequences of Appendix B and a mutant form thereof) or of two nucleic acids, the 
sequences are aligned for optimal comparison purposes (e.g., gaps can be introduced in 



ATTORNEY DOCKET NO.: BGI-126CP 



-30- 

the sequence of one protein or nucleic acid for optimal alignment with the other protein 
or nucleic acid). The amino acid residues or nucleotides at corresponding amino acid 
positions or nucleotide positions are then compared. When a position in one sequence 
(e.g., one of the sequences of Appendix B) is occupied by the same amino acid residue 
5 or nucleotide as the corresponding position in the other sequence (e.g. , a mutant form of 
the sequence selected from Appendix B), then the molecules are homologous at that 
position (i.e., as used herein amino acid or nucleic acid "homology" is equivalent to 
amino acid or nucleic acid "identity"). The percent homology between the two 
sequences is a function of the number of identical positions shared by the sequences 

1 0 (/. e. , % homology - # of identical positions/total # of positions x 1 00). 

An isolated nucleic acid molecule encoding an SMP protein homologous to a 
protein sequence of Appendix B can be created by introducing one or more nucleotide 
substitutions, additions or deletions into a nucleotide sequence of Appendix A such that 
one or more amino acid substitutions, additions or deletions are introduced into the 

15 encoded protein. Mutations can be introduced into one of the sequences of Appendix A 
by standard techniques, such as site-directed mutagenesis and PCR-mediated 
mutagenesis. Preferably, conservative amino acid substitutions are made at one or more 
predicted non-essential amino acid residues. A "conservative amino acid substitution" is 
one in which the amino acid residue is replaced with an amino acid residue having a 

20 similar side chain. Families of amino acid residues having similar side chains have been 
defined in the art. These families include amino acids with basic side chains (e.g. , 
lysine, arginine, histidine), acidic side chains (e.g., aspartic acid, glutamic acid), 
uncharged polar side chains (e.g., glycine, asparagine, glutamine, serine, threonine, 
tyrosine, cysteine), nonpolar side chains (e.g., alanine, valine, leucine, isoleucine, 

25 proline, phenylalanine, methionine, tryptophan), beta-branched side chains (e.g. , 

threonine, valine, isoleucine) and aromatic side chains (e.g., tyrosine, phenylalanine, 
tryptophan, histidine). Thus, a predicted nonessential amino acid residue in an SMP 
protein is preferably replaced with another amino acid residue from the same side chain 
family. Alternatively, in another embodiment, mutations can be introduced randomly 

30 along all or part of an SMP coding sequence, such as by saturation mutagenesis, and the 
resultant mutants can be screened for an SMP activity described herein to identify 
mutants that retain SMP activity. Following mutagenesis of one of the sequences of 
Appendix A, the encoded protein can be expressed recombinantly and the activity of the 
protein can be determined using, for example, assays described herein (see Example 8 of 

35 the Exemplification). 

In addition to the nucleic acid molecules encoding SMP proteins described 
above, another aspect of the invention pertains to isolated nucleic acid molecules which 
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are antisense thereto. An "antisense" nucleic acid comprises a nucleotide sequence 
which is complementary to a "sense" nucleic acid encoding a protein, e.g., 
complementary to the coding strand of a double-stranded DNA molecule or 
complementary to an mRNA sequence. Accordingly, an antisense nucleic acid can 
5 hydrogen bond to a sense nucleic acid. The antisense nucleic acid can be 

complementary to an entire SMP coding strand, or to only a portion thereof. In one 
embodiment, an antisense nucleic acid molecule is antisense to a "coding region" of the 
coding strand of a nucleotide sequence encoding an SMP protein. The term "coding 
region" refers to the region of the nucleotide sequence comprising codons which are 

10 translated into amino acid residues (e.g., the entire coding region of NO. 3 (RXA01626) 
comprises nucleotides 1 to 345). In another embodiment, the antisense nucleic acid 
molecule is antisense to a "noncoding region" of the coding strand of a nucleotide 
sequence encoding SMP. The term "noncoding region" refers to 5 T and 3' sequences 
which flank the coding region that are not translated into amino acids (i.e., also referred 

15 to as 5 T and 3' untranslated regions). 

Given the coding strand sequences encoding SMP disclosed herein (e.g., the 
sequences set forth in Appendix A), antisense nucleic acids of the invention can be 
designed according to the rules of Watson and Crick base pairing. The antisense nucleic 
acid molecule can be complementary to the entire coding region of SMP mRNA, but 

20 more preferably is an oligonucleotide which is antisense to only a portion of the coding 
or noncoding region of SMP mRNA. For example, the antisense oligonucleotide can be 
complementary to the region surrounding the translation start site of SMP mRNA. An 
antisense oligonucleotide can be, for example, about 5, 10, 15, 20, 25, 30, 35, 40, 45 or 
50 nucleotides in length. An antisense nucleic acid of the invention can be constructed 

25 using chemical synthesis and enzymatic ligation reactions using procedures known in 
the art. For example, an antisense nucleic acid (e.g., an antisense oligonucleotide) can 
be chemically synthesized using naturally occurring nucleotides or variously modified 
nucleotides designed to increase the biological stability of the molecules or to increase 
the physical stability of the duplex formed between the antisense and sense nucleic 

30 acids, e.g. , phosphorothioate derivatives and acridine substituted nucleotides can be 
used. Examples of modified nucleotides which can be used to generate the antisense 
nucleic acid include 5-fluorouracil, 5-bromouracil, 5-chlorouracil, 5-iodouracil, 
hypoxanthine, xanthine, 4-acetylcytosine, 5-(carboxyhydroxylmethyl) uracil, 5- 
carboxymethylaminomethyl-2-thiouridine, 5-carboxymethylaminomethyluracil, 

35 dihydrouracil, beta-D-galactosylqueosine, inosine, N6-isopentenyladenine, 1- 
methylguanine, 1-methylinosine, 2,2-dimethylguanine, 2-methyladenine, 2- 
methylguanine, 3-methylcytosine, 5-methylcytosine, N6-adenine, 7-methylguanine, 5- 



ATTORNEY DOCKET NO.: BGI-126CP 

-32- 

methylaminomethyluracil, 5-methoxyaminomethyl-2-thiouracil, beta-D- 
mannosylqueosine, 5'-methoxycarboxymethyluracil, 5-methoxyuracil, 2-methylthio-N6- 
isopentenyladenine, uracil-5-oxyacetic acid (v), wybutoxosine, pseudouracil, queosine, 
2-thiocytosine, 5-methyl-2-thiouracil, 2-thiouracil, 4-thiouracil, 5-methyluracil, uracil-5- 
5 oxyacetic acid methylester, uracil-5-oxy acetic acid (v), 5-methyl-2-thiouracil, 3-(3- 

amino-3-N-2-carboxypropyl) uracil, (acp3)w, and 2,6-diaminopurine. Alternatively, the 
antisense nucleic acid can be produced biologically using an expression vector into 
which a nucleic acid has been subcloned in an antisense orientation (i.e. 9 RNA 
transcribed from the inserted nucleic acid will be of an antisense orientation to a target 

10 nucleic acid of interest, described further in the following subsection). 

The antisense nucleic acid molecules of the invention are typically administered 
to a cell or generated in situ such that they hybridize with or bind to cellular mRNA 
and/or genomic DNA encoding an SMP protein to thereby inhibit expression of the 
protein, e.g., by inhibiting transcription and/or translation. The hybridization can be by 

15 conventional nucleotide complementarity to form a stable duplex, or, for example, in the 
case of an antisense nucleic acid molecule which binds to DNA duplexes, through 
specific interactions in the major groove of the double helix. The antisense molecule can 
be modified such that it specifically binds to a receptor or an antigen expressed on a 
selected cell surface, e.g., by linking the antisense nucleic acid molecule to a peptide or 

20 an antibody which binds to a cell surface receptor or antigen. The antisense nucleic acid 
molecule can also be delivered to cells using the vectors described herein. To achieve 
sufficient intracellular concentrations of the antisense molecules, vector constructs in 
which the antisense nucleic acid molecule is placed under the control of a strong 
prokaryotic, viral, or eukaryotic promoter are preferred. 

25 In yet another embodiment, the antisense nucleic acid molecule of the invention 

is an a-anomeric nucleic acid molecule. An a-anomeric nucleic acid molecule forms 
specific double-stranded hybrids with complementary RNA in which, contrary to the 
usual P-units, the strands run parallel to each other (Gaultier et al (1987) Nucleic Acids. 
Res. 15:6625-6641). The antisense nucleic acid molecule can also comprise a 2'-o- 

30 methylribonucleotide (Inoue et al (1987) Nucleic Acids Res. 15:6131-6148) or a 
chimeric RNA-DNA analogue (Inoue et al (1987) FEES Lett. 215:327-330). 

In still another embodiment, an antisense nucleic acid of the invention is a 
ribozyme. Ribozymes are catalytic RNA molecules with ribonuclease activity which are 
capable of cleaving a single-stranded nucleic acid, such as an mRNA, to which they 

35 have a complementary region. Thus, ribozymes (e.g., hammerhead ribozymes 
(described in Haselhoff and Gerlach (1988) Nature 334:585-591)) can be used to 
catalytically cleave SMP mRNA transcripts to thereby inhibit translation of SMP 
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mRNA. A ribozyme having specificity for an SMP-encoding nucleic acid can be 
designed based upon the nucleotide sequence of an SMP cDNA disclosed herein {i.e., 
SEQ ID NO. 3 (RXA01626) in Appendix A). For example, a derivative of a 
Tetrahymena L-19 IVS RNA can be constructed in which the nucleotide sequence of the 
5 active site is complementary to the nucleotide sequence to be cleaved in an SMP- 
encoding mRNA. See, e.g., Cech et al U.S. Patent No. 4,987,071 and Cech et al U.S. 
Patent No. 5,1 16,742. Alternatively, SMP mRNA can be used to select a catalytic RNA 
having a specific ribonuclease activity from a pool of RNA molecules. See, e.g., Battel, 
D. and Szostak, J.W. (1993) Science 261:1411-1418. 

10 Alternatively, SMP gene expression can be inhibited by targeting nucleotide 

sequences complementary to the regulatory region of an SMP nucleotide sequence (e.g., 
an SMP promoter and/or enhancers) to form triple helical structures that prevent 
transcription of an SMP gene in target cells. See generally, Helene, C. (1991) 
Anticancer Drug Des. 6(6):569-84; Helene, C. et al (1992) Ann. N. Y. Acad ScL 660:27- 

15 36;andMaher,LJ. (1992) Bioassays 14(12):807-15. 

B. Recombinant Expression Vectors and Host Cells 

Another aspect of the invention pertains to vectors, preferably expression 
vectors, containing a nucleic acid encoding an SMP protein (or a portion thereof). As 

20 used herein, the term "vector" refers to a nucleic acid molecule capable of transporting 
another nucleic acid to which it has been linked. One type of vector is a "plasmid", 
which refers to a circular double stranded DNA loop into which additional DNA 
segments can be ligated. Another type of vector is a viral vector, wherein additional 
DNA segments can be ligated into the viral genome. Certain vectors are capable of 

25 autonomous replication in a host cell into which they are introduced (e.g., bacterial 

vectors having a bacterial origin of replication and episomal mammalian vectors). Other 
vectors (e.g., non-episomal mammalian vectors) are integrated into the genome of a host 
cell upon introduction into the host cell, and thereby are replicated along with the host 
genome. Moreover, certain vectors are capable of directing the expression of genes to 

30 which they are operatively linked. Such vectors are referred to herein as "expression 
vectors". In general, expression vectors of utility in recombinant DNA techniques are 
often in the form of plasmids. In the present specification, "plasmid" and "vector" can 
be used interchangeably as the plasmid is the most commonly used form of vector. 
However, the invention is intended to include such other forms of expression vectors, 

35 such as viral vectors (e.g., replication defective retroviruses, adenoviruses and adeno- 
associated viruses), which serve equivalent functions. 
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The recombinant expression vectors of the invention comprise a nucleic acid of 
the invention in a form suitable for expression of the nucleic acid in a host cell, which 
means that the recombinant expression vectors include one or more regulatory 
sequences, selected on the basis of the host cells to be used for expression, which is 
5 operatively linked to the nucleic acid sequence to be expressed. Within a recombinant 
expression vector, "operably linked" is intended to mean that the nucleotide sequence of 
interest is linked to the regulatory sequence(s) in a manner which allows for expression 
of the nucleotide sequence {e.g., in an in vitro transcription/translation system or in a 
host cell when the vector is introduced into the host cell). The term "regulatory 

10 sequence" is intended to include promoters, enhancers and other expression control 
elements {e.g., polyadenylation signals). Such regulatory sequences are described, for 
example, in Goeddel; Gene Expression Technology: Methods in Enzymology 185, 
Academic Press, San Diego, CA (1990). Regulatory sequences include those which 
direct constitutive expression of a nucleotide sequence in many types of host cell and 

15 those which direct expression of the nucleotide sequence only in certain host cells. 

Preferred regulatory sequences are, for example, promoters such as cos-, tac-, trp-, tet-, 
trp-tet-, lpp-, lac-, lpp-lac-, lacl q -, T7-, T5-, T3-, gal-, trc-, ara-, SP6-, amy, SP02, X-P R - 
or X Pl ? which are used preferably in bacteria. Additional regulatory sequences are, for 
example, promoters from yeasts and fungi, such as ADC1, MFa, AC, P-60, CYC1, 

20 GAPDH, TEF, rp28, ADH, promoters from plants such as CaMV/35S, SSU, OCS, lib4, 
usp, STLS1, B33, nos or ubiquitin- or phaseolin-promoters. It is also possible to use 
artificial promoters. It will be appreciated by those of ordinary skill in the art that the 
design of the expression vector can depend on such factors as the choice of the host cell 
to be transformed, the level of expression of protein desired, etc. The expression vectors 

25 of the invention can be introduced into host cells to thereby produce proteins or 

peptides, including fusion proteins or peptides, encoded by nucleic acids as described 
herein (e.g., SMP proteins, mutant forms of SMP proteins, fusion proteins, etc.). 

The recombinant expression vectors of the invention can be designed for 
expression of SMP proteins in prokaryotic or eukaryotic cells. For example, SMP genes 

30 can be expressed in bacterial cells such as C. glutamicum, insect cells (using baculo virus 
expression vectors), yeast and other fungal cells (see Romanos, M.A. et al. (1992) 
"Foreign gene expression in yeast: a review", Yeast 8: 423-488; van den Hondel, 
C.A.MJ.J. et al. (1991) "Heterologous gene expression in filamentous fungi" in: More 
Gene Manipulations in Fungi, J.W. Bennet & L.L. Lasure, eds., p. 396-428: Academic 

35 Press: San Diego; and van den Hondel, C.A.MJ.J. & Punt, PJ. (1991) "Gene transfer 
systems and vector development for filamentous fungi, in: Applied Molecular Genetics 
of Fungi, Peberdy, J.F. et al, eds., p. 1-28, Cambridge University Press: Cambridge), 
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algae and multicellular plant cells (see Schmidt, R. and Willmitzer, L. (1988) High 
efficiency Agrobacterium tumefaciens -mediated transformation of Arabidopsis 
thaliana leaf and cotyledon explants" Plant Cell Rep: 583-586), or mammalian cells. 
Suitable host cells are discussed further in Goeddel, Gene Expression Technology: 
5 Methods in Enzymology 185, Academic Press, San Diego, CA (1990). Alternatively, the 
recombinant expression vector can be transcribed and translated in vitro, for example 
using T7 promoter regulatory sequences and T7 polymerase. 

Expression of proteins in prokaryotes is most often carried out with vectors 
containing constitutive or inducible promoters directing the expression of either fusion 

10 or non-fusion proteins. Fusion vectors add a number of amino acids to a protein 

encoded therein, usually to the amino terminus of the recombinant protein but also to the 
C-terminus or fused within suitable regions in the proteins. Such fusion vectors 
typically serve three purposes: 1) to increase expression of recombinant protein; 2) to 
increase the solubility of the recombinant protein; and 3) to aid in the purification of the 

1 5 recombinant protein by acting as a ligand in affinity purification. Often, in fusion 

expression vectors, a proteolytic cleavage site is introduced at the junction of the fusion 
moiety and the recombinant protein to enable separation of the recombinant protein 
from the fusion moiety subsequent to purification of the fusion protein. Such enzymes, 
and their cognate recognition sequences, include Factor Xa, thrombin and enterokinase. 

20 Typical fusion expression vectors include pGEX (Pharmacia Biotech Inc; Smith, 

D.B, and Johnson, K.S. (1988) Gene 67:31-40), pMAL (New England Biolabs, Beverly, 
MA) and pRIT5 (Pharmacia, Piscataway, NJ) which fuse glutathione S-transferase 
(GST), maltose E binding protein, or protein A, respectively, to the target recombinant 
protein. In one embodiment, the coding sequence of the SMP protein is cloned into a 

25 pGEX expression vector to create a vector encoding a fusion protein comprising, from 
the N-terminus to the C-terminus, GST-thrombin cleavage site-X protein. The fusion 
protein can be purified by affinity chromatography using glutathione-agarose resin. 
Recombinant SMP protein unfused to GST can be recovered by cleavage of the fusion 
protein with thrombin. 

30 Examples of suitable inducible non-fusion E. coli expression vectors include 

pTrc (Amann et al, (1988) Gene 69:301-315), pLG338, pACYC184, pBR322, pUC18, 
pUC19, pKC30, pRep4, pHSl, pHS2, pPLc236, pMBL24, pLG200, pUR290, pIN- 
III1 13-B1, Igll 1, pBdCl, and pET lid (Studier et al, Gene Expression Technology: 
Methods in Enzymology 185, Academic Press, San Diego, California (1990) 60-89; and 

35 Pouwels et al , eds. (1985) Cloning Vectors. Elsevier: New York IBSN 0 444 9040 1 8). 
Target gene expression from the pTrc vector relies on host RNA polymerase 
transcription from a hybrid trp-lac fusion promoter. Target gene expression from the 
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pET lid vector relies on transcription from a T7 gnlO-lac fusion promoter mediated by 
a coexpressed viral RNA polymerase (T7 gnl). This viral polymerase is supplied by 
host strains BL21(DE3) or HMS174(DE3) from a resident X prophage harboring a T7 
gnl gene under the transcriptional control of the lacUV 5 promoter. For transformation 
5 of other varieties of bacteria, appropriate vectors may be selected. For example, the 
plasmids pIJlOl, pIJ364, pIJ702 and pIJ361 are known to be useful in transforming 
Streptomyces, while plasmids pUBl 10, pC194, or pBD214 are suited for transformation 
of Bacillus species. Several plasmids of use in the transfer of genetic information into 
Corynebacterium include pHM1519, pBLl, pSA77, or pAJ667 (Pouwels et aL, eds. 

10 (1985) Cloning Vectors. Elsevier: New York IBSN 0 444 904018). 

One strategy to maximize recombinant protein expression is to express the 
protein in a host bacteria with an impaired capacity to proteolytically cleave the 
recombinant protein (Gottesman, S., Gene Expression Technology: Methods in 
Enzymology 185, Academic Press, San Diego, California (1990) 1 19-128). Another 

15 strategy is to alter the nucleic acid sequence of the nucleic acid to be inserted into an 
expression vector so that the individual codons for each amino acid are those 
preferentially utilized in the bacterium chosen for expression, such as C glutamicum 
(Wada et aL (1 992) Nucleic Acids Res. 20:21 11-2118). Such alteration of nucleic acid 
sequences of the invention can be carried out by standard DNA synthesis techniques. 

20 In another embodiment, the SMP protein expression vector is a yeast expression 

vector. Examples of vectors for expression in yeast S. cerevisiae include pYepSecl 
(Baldari, et aL, (1987) Embo J. 6:229-234), 2 |x, pAG-1, Yep6, Yepl3, pEMBLYe23, 
pMFa (Kurjan and Herskowitz, (1982) Cell 30:933-943), pJRY88 (Schultz et aL, (1987) 
Gene 54:1 13-123), and pYES2 (Invitrogen Corporation, San Diego, CA). Vectors and 

25 methods for the construction of vectors appropriate for use in other fungi, such as the 
filamentous fungi, include those detailed in: van den Hondel, C.A.M.J.J. & Punt, PJ. 
(1991) "Gene transfer systems and vector development for filamentous fungi, in: 
Applied Molecular Genetics of Fungi, J.F. Peberdy, et aL, eds., p. 1-28, Cambridge 
University Press: Cambridge, and Pouwels et aL, eds. (1985) Cloning Vectors. Elsevier: 

30 New York (IBSN 0 444 904018). 

Alternatively, the SMP proteins of the invention can be expressed in insect cells 
using baculovirus expression vectors. Baculovirus vectors available for expression of 
proteins in cultured insect cells {e.g., Sf 9 cells) include the pAc series (Smith et aL 
(1983) MoL Cell Biol 3:2156-2165) and the pVL series (Lucklow and Summers (1989) 

35 Virology 170:31-39). 

In another embodiment, the SMP proteins of the invention may be expressed in 
unicellular plant cells (such as algae) or in plant cells from higher plants {e.g., the 
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spermatophytes, such as crop plants). Examples of plant expression vectors include 
those detailed in: Becker, D., Kemper, E., Schell, J. and Masterson, R. (1992) "New 
plant binary vectors with selectable markers located proximal to the left border", Plant 
Mol. Biol. 20: 1 195-1 197; and Bevan, M.W. (1984) "Binary Agrobacterium vectors for 
5 plant transformation", Nucl Acid. Res. 12: 871 1-8721, and include pLGV23, pGHlac+, 
pBIN19, pAK2004, and pDH51 (Pouwels et al, eds. (1985) Cloning Vectors. Elsevier: 
New York IBSN 0 444 904018). . 

In yet another embodiment, a nucleic acid of the invention is expressed in 
mammalian cells using a mammalian expression vector. Examples of mammalian 

10 expression vectors include pCDM8 (Seed, B. (1987) Nature 329:840) and pMT2PC 
(Kaufman et al. (1987) EMBO J. 6: 1 87-195). When used in mammalian cells, the 
expression vector's control functions are often provided by viral regulatory elements. 
For example, commonly used promoters are derived from polyoma, Adenovirus 2, 
cytomegalovirus and Simian Virus 40. For other suitable expression systems for both 

15 prokaryotic and eukaryotic cells see chapters 16 and 17 of Sambrook, J., Fritsh, E. F., 
and Maniatis, T. Molecular Cloning: A Laboratory Manual 2nd, ed., Cold Spring 
Harbor Laboratory, Cold Spring Harbor Laboratory Press, Cold Spring Harbor, NY, 
1989. 

In another embodiment, the recombinant mammalian expression vector is 

20 capable of directing expression of the nucleic acid preferentially in a particular cell type 
(e.g., tissue-specific regulatory elements are used to express the nucleic acid). Tissue- 
specific regulatory elements are known in the art. Non-limiting examples of suitable 
tissue-specific promoters include the albumin promoter (liver-specific; Pinkert et al 
(1987) Genes Dev. 1:268-277), lymphoid-specific promoters (Calame and Eaton (1988) 

25 Adv. Immunol. 43:235-275), in particular promoters of T cell receptors (Winoto and 

Baltimore (1989) EMBO J. 8:729-733) and immunoglobulins (Banerji et al (1983) Cell 
33:729-740; Queen and Baltimore (1983) Cell 33:741-748), neuron-specific promoters 
{e.g., the neurofilament promoter; Byrne and Ruddle (1989) PNAS 86:5473-5477), 
pancreas-specific promoters (Edlund et al (1985) Science 230:912-916), and mammary 

30 gland-specific promoters (e.g., milk whey promoter; U.S. Patent No. 4,873,316 and 

European Application Publication No. 264,166). Developmentally-regulated promoters 
are also encompassed, for example the murine hox promoters (Kessel and Gruss (1990) 
Science 249:374-379) and the oc-fetoprotein promoter (Campes and Tilghman (1989) 
Genes Dev. 3:537-546). 

35 The invention further provides a recombinant expression vector comprising a 

DNA molecule of the invention cloned into the expression vector in an antisense 
orientation. That is, the DNA molecule is operatively linked to a regulatory sequence in 
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a manner which allows for expression (by transcription of the DNA molecule) of an 
RNA molecule which is antisense to SMP mRNA. Regulatory sequences operatively 
linked to a nucleic acid cloned in the antisense orientation can be chosen which direct 
the continuous expression of the antisense RNA molecule in a variety of cell types, for 
5 instance viral promoters and/or enhancers, or regulatory sequences can be chosen which 
direct constitutive, tissue specific or cell type specific expression of antisense RNA. 
The antisense expression vector can be in the form of a recombinant plasmid, phagemid 
or attenuated virus in which antisense nucleic acids are produced under the control of a 
high efficiency regulatory region, the activity of which can be determined by the cell 

10 type into which the vector is introduced. For a discussion of the regulation of gene 
expression using antisense genes see Weintraub, H. et al, Antisense RNA as a 
molecular tool for genetic analysis, Reviews - Trends in Genetics, Vol. 1(1) 1986. 

Another aspect of the invention pertains to host cells into which a recombinant 
expression vector of the invention has been introduced. The terms "host cell" and 

15 "recombinant host cell" are used interchangeably herein. It is understood that such 

terms refer not only to the particular subject cell but to the progeny or potential progeny 
of such a cell. Because certain modifications may occur in succeeding generations due 
to either mutation or environmental influences, such progeny may not, in fact, be 
identical to the parent cell, but are still included within the scope of the term as used 

20 herein. 

A host cell can be any prokaryotic or eukaryotic cell. For example, an SMP 
protein can be expressed in bacterial cells such as C. glutamicum, insect cells, yeast or 
mammalian cells (such as Chinese hamster ovary cells (CHO) or COS cells). Other 
suitable host cells are known to one of ordinary skill in the art. Microorganisms related 

25 to Corynebacterium glutamicum which may be conveniently used as host cells for the 
nucleic acid and protein molecules of the invention are set forth in Table 3. 

Vector DNA can be introduced into prokaryotic or eukaryotic cells via 
conventional transformation or transfection techniques. As used herein, the terms 
"transformation" and "transfection", "conjugation" and "transduction" are intended to 

30 refer to a variety of art-recognized techniques for introducing foreign nucleic acid {e.g. , 
linear DNA or RNA (e.g. 9 a linearized vector or a gene construct alone without a vector) 
or nucleic acid in the form of a vector (e.g., a plasmid, phage, phasmid, phagemid, 
transposon or other DNA) into a host cell, including calcium phosphate or calcium 
chloride co-precipitation, DEAE-dextran-mediated transfection, lipofection, natural 

35 competence, chemical-mediated transfer, or electroporation. Suitable methods for 
transforming or transfecting host cells can be found in Sambrook, et al (Molecular 
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Cloning: A Laboratory Manual 2nd, ed, Cold Spring Harbor Laboratory, Cold Spring 
Harbor Laboratory Press, Cold Spring Harbor, NY, 1989), and other laboratory manuals. 

For stable transfection of mammalian cells, it is known that, depending upon the 
expression vector and transfection technique used, only a small fraction of cells may 
5 integrate the foreign DNA into their genome. In order to identify and select these 
integrants, a gene that encodes a selectable marker (e.g., resistance to antibiotics) is 
generally introduced into the host cells along with the gene of interest. Preferred 
selectable markers include those which confer resistance to drugs, such as G418, 
hygromycin and methotrexate. Nucleic acid encoding a selectable marker can be 

10 introduced into a host cell on the same vector as that encoding an SMP protein or can be 
introduced on a separate vector. Cells stably transfected with the introduced nucleic 
acid can be identified by, for example, drug selection (e.g., cells that have incorporated 
the selectable marker gene will survive, while the other cells die). 

To create a homologous recombinant microorganism, a vector is prepared which 

15 contains at least a portion of an SMP gene into which a deletion, addition or substitution 
has been introduced to thereby alter, e.g., functionally disrupt, the SMP gene. 
Preferably, this SMP gene is a Corymb act er ium glutamicum SMP gene, but it can be a 
homologue from a related bacterium or even from a mammalian, yeast, or insect source. 
In a preferred embodiment, the vector is designed such that, upon homologous 

20 recombination, the endogenous SMP gene is functionally disrupted (i.e., no longer 
encodes a functional protein; also referred to as a "knock out" vector). Alternatively, 
the vector can be designed such that, upon homologous recombination, the endogenous 
SMP gene is mutated or otherwise altered but still encodes functional protein (e.g., the 
upstream regulatory region can be altered to thereby alter the expression of the 

25 endogenous SMP protein). In the homologous recombination vector, the altered portion 
of the SMP gene is flanked at its 5' and 3' ends by additional nucleic acid of the SMP 
gene to allow for homologous recombination to occur between the exogenous SMP gene 
carried by the vector and an endogenous SMP gene in a microorganism. The additional 
flanking SMP nucleic acid is of sufficient length for successful homologous 

30 recombination with the endogenous gene. Typically, several kilobases of flanking DNA 
(both at the 5' and 3' ends) are included in the vector (see e.g., Thomas, K.R., and 
Capecchi, M.R. (1987) Cell 51: 503 for a description of homologous recombination 
vectors). The vector is introduced into a microorganism (e.g., by electroporation) and 
cells in which the introduced SMP gene has homologously recombined with the 

35 endogenous SMP gene are selected, using art-known techniques. 

In another embodiment, recombinant microorganisms can be produced which 
contain selected systems which allow for regulated expression of the introduced gene. 
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For example, inclusion of an SMP gene on a vector placing it under control of the lac 
operon permits expression of the SMP gene only in the presence of IPTG. Such 
regulatory systems are well known in the art. 

In another embodiment, an endogenous SMP gene in a host cell is disrupted 
5 (e.g. , by homologous recombination or other genetic means known in the art) such that 
expression of its protein product does not occur. In another embodiment, an endogenous 
or introduced SMP gene in a host cell has been altered by one or more point mutations, 
deletions, or inversions, but still encodes a functional SMP protein. In still another 
embodiment, one or more of the regulatory regions (e.g., a promoter, repressor, or 

10 inducer) of an SMP gene in a microorganism has been altered (e.g. , by deletion, 

truncation, inversion, or point mutation) such that the expression of the SMP gene is 
modulated. One of ordinary skill in the art will appreciate that host cells containing 
more than one of the described SMP gene and protein modifications may be readily 
produced using the methods of the invention, and are meant to be included in the present 

1 5 invention. 

A host cell of the invention, such as a prokaryotic or eukaryotic host cell in 
culture, can be used to produce (i.e., express) an SMP protein. Accordingly, the 
invention further provides methods for producing SMP proteins using the host cells of 
the invention. In one embodiment, the method comprises culturing the host cell of 
20 invention (into which a recombinant expression vector encoding an SMP protein has 

been introduced, or into which genome has been introduced a gene encoding a wild-type 
or altered SMP protein) in a suitable medium until SMP protein is produced. In another 
embodiment, the method further comprises isolating SMP proteins from the medium or 
the host cell. 

25 

C. Isolated SMP Proteins 

Another aspect of the invention pertains to isolated SMP proteins, and 
biologically active portions thereof. An "isolated" or "purified" protein or biologically 
active portion thereof is substantially free of cellular material when produced by 

30 recombinant DNA techniques, or chemical precursors or other chemicals when 

chemically synthesized. The language "substantially free of cellular material" includes 
preparations of SMP protein in which the protein is separated from cellular components 
of the cells in which it is naturally or recombinantly produced. In one embodiment, the 
language "substantially free of cellular material" includes preparations of SMP protein 

35 having less than about 30% (by dry weight) of non-SMP protein (also referred to herein 
as a "contaminating protein"), more preferably less than about 20% of non-SMP protein, 
still more preferably less than about 10% of non-SMP protein, and most preferably less 
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than about 5% non-SMP protein. When the SMP protein or biologically active portion 
thereof is recombinantly produced, it is also preferably substantially free of culture 
medium, i.e., culture medium represents less than about 20%, more preferably less than 
about 10%, and most preferably less than about 5% of the volume of the protein 
5 preparation. The language "substantially free of chemical precursors or other 

chemicals" includes preparations of SMP protein in which the protein is separated from 
chemical precursors or other chemicals which are involved in the synthesis of the 
protein. In one embodiment, the language "substantially free of chemical precursors or 
other chemicals" includes preparations of SMP protein having less than about 30% (by 

1 0 dry weight) of chemical precursors or non-SMP chemicals, more preferably less than 
about 20% chemical precursors or non-SMP chemicals, still more preferably less than 
about 10% chemical precursors or non-SMP chemicals, and most preferably less than 
about 5% chemical precursors or non-SMP chemicals. In preferred embodiments, 
isolated proteins or biologically active portions thereof lack contaminating proteins from 

15 the same organism from which the SMP protein is derived. Typically, such proteins are 
produced by recombinant expression of, for example, a C. glutamicum SMP protein in a 
microorganism such as C. glutamicum. 

An isolated SMP protein or a portion thereof of the invention can participate in 
the metabolism of carbon compounds such as sugars, or in the production of energy 

20 compounds (e.g., by oxidative phosphorylation) utilized to drive unfavorable metabolic 
pathways, or has one or more of the activities set forth in Table 1 . In preferred 
embodiments, the protein or portion thereof comprises an amino acid sequence which is 
sufficiently homologous to an amino acid sequence of Appendix B such that the protein 
or portion thereof maintains the ability to perform a function involved in the metabolism 

25 of carbon compounds such as sugars or in the generation of energy molecules by 
processes such as oxidative phosphorylation in Corynebacterium glutamicum. The 
portion of the protein is preferably a biologically active portion as described herein. In 
another preferred embodiment, an SMP protein of the invention has an amino acid 
sequence shown in Appendix B. In yet another preferred embodiment, the SMP protein 

30 has an amino acid sequence which is encoded by a nucleotide sequence which 

hybridizes, e.g., hybridizes under stringent conditions, to a nucleotide sequence of 
Appendix A. In still another preferred embodiment, the SMP protein has an amino acid 
sequence which is encoded by a nucleotide sequence that is at least about 50%, 51%, 
52%, 53%, 54%, 55%, 56%, 57%, 58%, 59%, or 60%, preferably at least about 61%, 

35 62%, 63%, 64%, 65%, 66%, 67%, 68%, 69%, or 70%, more preferably at least about 
71%, 72%, 73%, 74%, 75%, 76%, 77%, 78%, 79%, or 80%, 81%, 82%, 83%, 84%, 
85%, 86%, 87%, 88%, 89%, or 90%, or 91%, 92%, 93%, 94%, and even more 



ATTORNEY DOCKET NO.: BGI-126CP 



-42- 

preferably at least about 95%, 96%, 97%, 98%, 99% or more homologous to one of the 
nucleic acid sequences of Appendix A, or a portion thereof Ranges and identity values 
intermediate to the above-recited values, {e.g., 70-90% identical or 80-95% identical) 
are also intended to be encompassed by the present invention. For example, ranges of 
5 identity values using a combination of any of the above values recited as upper and/or 
lower limits are intended to be included. The preferred SMP proteins of the present 
invention also preferably possess at least one of the SMP activities described herein. 
For example, a preferred SMP protein of the present invention includes an amino acid 
sequence encoded by a nucleotide sequence which hybridizes, e.g., hybridizes under 

10 stringent conditions, to a nucleotide sequence of Appendix A, and which can perform a 
function involved in the metabolism of carbon compounds such as sugars or in the 
generation of energy molecules (e.g., ATP) by processes such as oxidative 
phosphorylation in Corynebacterium glutamicum, or which has one or more of the 
activities set forth in Table 1 . 

15 In other embodiments, the SMP protein is substantially homologous to an amino 

acid sequence of Appendix B and retains the functional activity of the protein of one of 
the sequences of Appendix B yet differs in amino acid sequence due to natural variation 
or mutagenesis, as described in detail in subsection I above. Accordingly, in another 
embodiment, the SMP protein is a protein which comprises an amino acid sequence 

20 which is at least about 50%, 51%, 52%, 53%, 54%, 55%, 56%, 57%, 58%, 59%, or 
60%, preferably at least about 61%, 62%, 63%, 64%, 65%, 66%, 67%, 68%, 69%, or 
70%, more preferably at least about 71%, 72%, 73%, 74%, 75%, 76%, 77%, 78%, 79%, 
or 80%, 81%, 82%, 83%, 84%, 85%, 86%, 87%, 88%, 89%, or 90%, or 91%, 92%, 
93%o, 94%, and even more preferably at least about 95%, 96%, 97%, 98%, 99% or more 

25 homologous to an entire amino acid sequence of Appendix B and which has at least one 
of the SMP activities described herein. Ranges and identity values intermediate to the 
above-recited values, (e.g., 70-90% identical or 80-95% identical) are also intended to 
be encompassed by the present invention. For example, ranges of identity values using a 
combination of any of the above values recited as upper and/or lower limits are intended 

30 to be included. In another embodiment, the invention pertains to a full length C 

glutamicum protein which is substantially homologous to an entire amino acid sequence 
of Appendix B. 

Biologically active portions of an SMP protein include peptides comprising 
amino acid sequences derived from the amino acid sequence of an SMP protein, e.g., the 
35 an amino acid sequence shown in Appendix B or the amino acid sequence of a protein 
homologous to an SMP protein, which include fewer amino acids than a full length SMP 
protein or the full length protein which is homologous to an SMP protein, and exhibit at 
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least one activity of an SMP protein. Typically, biologically active portions (peptides, 
e.g., peptides which are, for example, 5, 10, 15, 20, 30, 35, 36, 37, 38, 39, 40, 50, 100 or 
more amino acids in length) comprise a domain or motif with at least one activity of an 
SMP protein. Moreover, other biologically active portions, in which other regions of the 
5 protein are deleted, can be prepared by recombinant techniques and evaluated for one or 
more of the activities described herein. Preferably, the biologically active portions of an 
SMP protein include one or more selected domains/motifs or portions thereof having 
biological activity. 

SMP proteins are preferably produced by recombinant DNA techniques. For 

10 example, a nucleic acid molecule encoding the protein is cloned into an expression 
vector (as described above), the expression vector is introduced into a host cell (as 
described above) and the SMP protein is expressed in the host cell. The SMP protein 
can then be isolated from the cells by an appropriate purification scheme using standard 
protein purification techniques. Alternative to recombinant expression, an SMP protein, 

15 polypeptide, or peptide can be synthesized chemically using standard peptide synthesis 
techniques. Moreover, native SMP protein can be isolated from cells (e.g., endothelial 
cells), for example using an anti-SMP antibody, which can be produced by standard 
techniques utilizing an SMP protein or fragment thereof of this invention. 

The invention also provides SMP chimeric or fusion proteins. As used herein, an 

20 SMP "chimeric protein' 1 or "fusion protein" comprises an SMP polypeptide operatively 
linked to a non-SMP polypeptide. An "SMP polypeptide" refers to a polypeptide having 
an amino acid sequence corresponding to an SMP protein, whereas a "non-SMP 
polypeptide" refers to a polypeptide having an amino acid sequence corresponding to a 
protein which is not substantially homologous to the SMP protein, e.g., a protein which 

25 is different from the SMP protein and which is derived from the same or a different 
organism. Within the fusion protein, the term "operatively linked" is intended to 
indicate that the SMP polypeptide and the non-SMP polypeptide are fused in-frame to 
each other. The non-SMP polypeptide can be fused to the N-terminus or C-terminus of 
the SMP polypeptide. For example, in one embodiment the fusion protein is a GST- 

30 SMP fusion protein in which the SMP sequences are fused to the C-terminus of the GST 
sequences. Such fusion proteins can facilitate the purification of recombinant SMP 
proteins. In another embodiment, the fusion protein is an SMP protein containing a 
heterologous signal sequence at its N-terminus. In certain host cells (e.g, mammalian 
host cells), expression and/or secretion of an SMP protein can be increased through use 

35 of a heterologous signal sequence. 

Preferably, an SMP chimeric or fusion protein of the invention is produced by 
standard recombinant DNA techniques. For example, DNA fragments coding for the 
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different polypeptide sequences are ligated together in-frame in accordance with 
conventional techniques, for example by employing blunt-ended or stagger-ended 
termini for ligation, restriction enzyme digestion to provide for appropriate termini, 
filling-in of cohesive ends as appropriate, alkaline phosphatase treatment to avoid 
5 undesirable joining, and enzymatic ligation. In another embodiment, the fusion gene 
can be synthesized by conventional techniques including automated DNA synthesizers. 
Alternatively, PCR amplification of gene fragments can be carried out using anchor 
primers which give rise to complementary overhangs between two consecutive gene 
fragments which can subsequently be annealed and reamplified to generate a chimeric 
10 gene sequence (see, for example, Current Protocols in Molecular Biology, Ausubel et 
al. 9 eds. John Wiley & Sons: 1992). Moreover, many expression vectors are 
commercially available that already encode a fusion moiety (e.g., a GST polypeptide). 
An SMP-encoding nucleic acid can be cloned into such an expression vector such that 
the fusion moiety is linked in-frame to the SMP protein. 
1 5 Homologues of the SMP protein can be generated by mutagenesis, e.g. , discrete 

point mutation or truncation of the SMP protein. As used herein, the term "homologue" 
refers to a variant form of the SMP protein which acts as an agonist or antagonist of the 
activity of the SMP protein. An agonist of the SMP protein can retain substantially the 
same, or a subset, of the biological activities of the SMP protein. An antagonist of the 
20 SMP protein can inhibit one or more of the activities of the naturally occurring form of 
the SMP protein, by, for example, competitively binding to a downstream or upstream 
member of the sugar molecule metabolic cascade or the energy -producing pathway 
which includes the SMP protein. 

In an alternative embodiment, homologues of the SMP protein can be identified 
25 by screening combinatorial libraries of mutants, e.g., truncation mutants, of the SMP 

protein for SMP protein agonist or antagonist activity. In one embodiment, a variegated 
library of SMP variants is generated by combinatorial mutagenesis at the nucleic acid 
level and is encoded by a variegated gene library. A variegated library of SMP variants 
can be produced by, for example, enzymatically ligating a mixture of synthetic 
30 oligonucleotides into gene sequences such that a degenerate set of potential SMP 

sequences is expressible as individual polypeptides, or alternatively, as a set of larger 
fusion proteins (e.g, for phage display) containing the set of SMP sequences therein. 
There are a variety of methods which can be used to produce libraries of potential SMP 
homologues from a degenerate oligonucleotide sequence. Chemical synthesis of a 
35 degenerate gene sequence can be performed in an automatic DNA synthesizer, and the 
synthetic gene then ligated into an appropriate expression vector. Use of a degenerate 
set of genes allows for the provision, in one mixture, of all of the sequences encoding 



ATTORNEY DOCKET NO.: BGI-126CP 



-45- 

the desired set of potential SMP sequences. Methods for synthesizing degenerate 
oligonucleotides are known in the art (see, e.g., Narang, S.A. (1983) Tetrahedron 39:3; 
Itakuraefa/. (19S4) Annu. Rev. Biochem. 53:323; Itakura et al (1984) Science 
198:1056; Ike et al (1983) Nucleic Acid Res. 11:477. 
5 In addition, libraries of fragments of the SMP protein coding can be used to 

generate a variegated population of SMP fragments for screening and subsequent 
selection of homologues of an SMP protein. In one embodiment, a library of coding 
sequence fragments can be generated by treating a double stranded PCR fragment of an 
SMP coding sequence with a nuclease under conditions wherein nicking occurs only 

10 about once per molecule, denaturing the double stranded DNA, renaturing the DNA to 
form double stranded DNA which can include sense/antisense pairs from different 
nicked products, removing single stranded portions from reformed duplexes by 
treatment with SI nuclease, and ligating the resulting fragment library into an expression 
vector. By this method, an expression library can be derived which encodes N-terminal, 

15 C-terminal and internal fragments of various sizes of the SMP protein. 

Several techniques are known in the art for screening gene products of 
combinatorial libraries made by point mutations or truncation, and for screening cDNA 
libraries for gene products having a selected property. Such techniques are adaptable for 
rapid screening of the gene libraries generated by the combinatorial mutagenesis of SMP 

20 homologues. The most widely used techniques, which are amenable to high through-put 
analysis, for screening large gene libraries typically include cloning the gene library into 
replicable expression vectors, transforming appropriate cells with the resulting library of 
vectors, and expressing the combinatorial genes under conditions in which detection of a 
desired activity facilitates isolation of the vector encoding the gene whose product was 

25 detected. Recursive ensemble mutagenesis (REM), a new technique which enhances the 
frequency of functional mutants in the libraries, can be used in combination with the 
screening assays to identify SMP homologues (Arkin and Yourvan (1992) PNAS 
59:781 1-7815; Delgrave et al (1993) Protein Engineering 6(3):327-331). 

In another embodiment, cell based assays can be exploited to analyze a 

30 variegated SMP library, using methods well known in the art. 

D. Uses and Methods of the Invention 

The nucleic acid molecules, proteins, protein homologues, fusion 
proteins, primers, vectors, and host cells described herein can be used in one or more of 
35 the following methods: identification of C. glutamicum and related organisms; mapping 
of genomes of organisms related to C glutamicum; identification and localization of C 
glutamicum sequences of interest; evolutionary studies; determination of SMP protein 
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regions required for function; modulation of an SMP protein activity; modulation of the 
metabolism of one or more sugars; modulation of high-energy molecule production in a 
cell (i.e., ATP, NADPH); and modulation of cellular production of a desired compound, 
such as a fine chemical. 
5 The SMP nucleic acid molecules of the invention have a variety of uses. First, 

they may be used to identify an organism as being Corynebacterium glutamicum or a 
close relative thereof. Also, they may be used to identify the presence of C glutamicum 
or a relative thereof in a mixed population of microorganisms. The invention provides 
the nucleic acid sequences of a number of C glutamicum genes; by probing the 

10 extracted genomic DNA of a culture of a unique or mixed population of microorganisms 
under stringent conditions with a probe spanning a region of a C glutamicum gene 
which is unique to this organism, one can ascertain whether this organism is present. 
Although Corynebacterium glutamicum itself is nonpathogenic, it is related to 
pathogenic species, such as Corynebacterium diphtherial Corynebacterium diphtheriae 

1 5 is the causative agent of diphtheria, a rapidly developing, acute, febrile infection which 
involves both local and systemic pathology. In this disease, a local lesion develops in 
the upper respiratory tract and involves necrotic injury to epithelial cells; the bacilli 
secrete toxin which is disseminated through this lesion to distal susceptible tissues of the 
body. Degenerative changes brought about by the inhibition of protein synthesis in 

20 these tissues, which include heart, muscle, peripheral nerves, adrenals, kidneys, liver and 
spleen, result in the systemic pathology of the disease. Diphtheria continues to have 
high incidence in many parts of the world, including Africa, Asia, Eastern Europe and 
the independent states of the former Soviet Union. An ongoing epidemic of diphtheria 
in the latter two regions has resulted in at least 5,000 deaths since 1990. 

25 In one embodiment, the invention provides a method of identifying the presence 

or activity of Cornyebacterium diphtheriae in a subject. This method includes detection 
of one or more of the nucleic acid or amino acid sequences of the invention {e.g., the 
sequences set forth in Appendix A or Appendix B) in a subject, thereby detecting the 
presence or activity of Corynebacterium diphtheriae in the subject. C glutamicum and 

30 C. diphtheriae are related bacteria, and many of the nucleic acid and protein molecules 
in C. glutamicum are homologous to C. diphtheriae nucleic acid and protein molecules, 
and can therefore be used to detect C diphtheriae in a subject. 

The nucleic acid and protein molecules of the invention may also serve as 
markers for specific regions of the genome. This has utility not only in the mapping of 

35 the genome, but also for functional studies of C glutamicum proteins. For example, to 
identify the region of the genome to which a particular C glutamicum DNA-binding 
protein binds, the C glutamicum genome could be digested, and the fragments incubated 
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with the DNA-binding protein. Those which bind the protein may be additionally probed 
with the nucleic acid molecules of the invention, preferably with readily detectable 
labels; binding of such a nucleic acid molecule to the genome fragment enables the 
localization of the fragment to the genome map of C. glutamicum, and, when performed 
5 multiple times with different enzymes, facilitates a rapid determination of the nucleic 
acid sequence to which the protein binds. Further, the nucleic acid molecules of the 
invention may be sufficiently homologous to the sequences of related species such that 
these nucleic acid molecules may serve as markers for the construction of a genomic 
map in related bacteria, such as Brevibacterium lactofermentum. 

10 The SMP nucleic acid molecules of the invention are also useful for evolutionary 

and protein structural studies. The metabolic and energy-releasing processes in which 
the molecules of the invention participate are utilized by a wide variety of prokaryotic 
and eukaryotic cells; by comparing the sequences of the nucleic acid molecules of the 
present invention to those encoding similar enzymes from other organisms, the 

1 5 evolutionary relatedness of the organisms can be assessed. Similarly, such a comparison 
permits an assessment of which regions of the sequence are conserved and which are 
not, which may aid in determining those regions of the protein which are essential for 
the functioning of the enzyme. This type of determination is of value for protein 
engineering studies and may give an indication of what the protein can tolerate in terms 

20 of mutagenesis without losing function. 

Manipulation of the SMP nucleic acid molecules of the invention may result in 
the production of SMP proteins having functional differences from the wild-type SMP 
proteins. These proteins may be improved in efficiency or activity, may be present in 
greater numbers in the cell than is usual, or may be decreased in efficiency or activity. 

25 The invention provides methods for screening molecules which modulate the 

activity of an SMP protein, either by interacting with the protein itself or a substrate or 
binding partner of the SMP protein, or by modulating the transcription or translation of 
an SMP nucleic acid molecule of the invention. In such methods, a microorganism 
expressing one or more SMP proteins of the invention is contacted with one or more test 

30 compounds, and the effect of each test compound on the activity or level of expression 
of the SMP protein is assessed. 

There are a number of mechanisms by which the alteration of an SMP protein of 
the invention may directly affect the yield, production, and/or efficiency of production 
of a fine chemical from a C. glutamicum strain incorporating such an altered protein. 

35 The degradation of high-energy carbon molecules such as sugars, and the conversion of 
compounds such as NADH and F ADH 2 to more useful forms via oxidative 
phosphorylation results in a number of compounds which themselves may be desirable 
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fine chemicals, such as pyruvate, ATP, NADH, and a number of intermediate sugar 
compounds. Further, the energy molecules (such as ATP) and the reducing equivalents 
(such as NADH or NADPH) produced by these metabolic pathways are utilized in the 
cell to drive reactions which would otherwise be energetically unfavorable. Such 
5 unfavorable reactions include many biosynthetic pathways for fine chemicals. By 
improving the ability of the cell to utilize a particular sugar (e.g., by manipulating the 
genes encoding enzymes involved in the degradation and conversion of that sugar into 
energy for the cell), one may increase the amount of energy available to permit 
unfavorable, yet desired metabolic reactions (e.g., the biosynthesis of a desired fine 

1 0 chemical) to occur. 

Further, modulation of one or more pathways involved in sugar utilization 
permits optimization of the conversion of the energy contained within the sugar 
molecule to the production of one or more desired fine chemicals. For example, by 
reducing the activity of enzymes involved in, for example, gluconeogenesis, more ATP 

1 5 is available to drive desired biochemical reactions (such as fine chemical biosyntheses) 
in the cell. Also, the overall production of energy molecules from sugars may be 
modulated to ensure that the cell maximizes its energy production from each sugar 
molecule. Inefficient sugar utilization can lead to excess CO2 production and excess 
energy, which may result in futile metabolic cycles. By improving the metabolism of 

20 sugar molecules, the cell should be able to function more efficiently, with a need for 

fewer carbon molecules. This should result in an improved fine chemical product: sugar 
molecule ratio (improved carbon yield), and permits a decrease in the amount of sugars 
that must be added to the medium in large-scale fermentor culture of such engineered C. 
glutamicum. 

25 The mutagenesis of one or more SMP genes of the invention may also result in 

SMP proteins having altered activities which indirectly impact the production of one or 
more desired fine chemicals from C. glutamicum. For example, by increasing the 
efficiency of utilization of one or more sugars (such that the conversion of the sugar to 
useful energy molecules is improved), or by increasing the efficiency of conversion of 

30 reducing equivalents to useful energy molecules (e.g., by improving the efficiency of 
oxidative phosphorylation, or the activity of the ATP synthase), one can increase the 
amount of these high-energy compounds available to the cell to drive normally 
unfavorable metabolic processes. These processes include the construction of cell walls, 
transcription, translation, and the biosynthesis of compounds necessary for growth and 

35 division of the cells (e.g., nucleotides, amino acids, vitamins, lipids, etc.) (Lengeler et al. 
(1999) Biology of Prokaryotes, Thieme Verlag: Stuttgart, p. 88-109; 913-918; 875-899). 
By improving the growth and multiplication of these engineered cells, it is possible to 
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increase both the viability of the cells in large-scale culture, and also to improve their 
rate of division, such that a relatively larger number of cells can survive in fermentor 
culture. The yield, production, or efficiency of production may be increased, at least 
due to the presence of a greater number of viable cells, each producing the desired fine 
5 chemical. 

Further, many of the degradation products produced during sugar metabolism are 
themselves utilized by the cell as precursors or intermediates for the production of a 
number of other useful compounds, some of which are fine chemicals. For example, 
pyruvate is converted into the amino acid alanine, and ribose-5-phosphate is an integral 

10 part of, for example, nucleotide molecules. The amount and efficiency of sugar 

metabolism, then, has a profound effect on the availability of these degradation products 
in the cell. By increasing the ability of the cell to process sugars, either in terms of 
efficiency of existing pathways (e.g., by engineering enzymes involved in these 
pathways such that they are optimized in activity), or by increasing the availability of 

15 the enzymes involved in such pathways (e.g., by increasing the number of these 
enzymes present in the cell), it is possible to also increase the availability of these 
degradation products in the cell, which should in turn increase the production of many 
different other desirable compounds in the cell (e.g., fine chemicals). 

The aforementioned mutagenesis strategies for SMP proteins to result in 

20 increased yields of a fine chemical from C. glutamicum are not meant to be limiting; 
variations on these strategies will be readily apparent to one of ordinary skill in the art. 
Using such strategies, and incorporating the mechanisms disclosed herein, the nucleic 
acid and protein molecules of the invention may be utilized to generate C. glutamicum 
or related strains of bacteria expressing mutated SMP nucleic acid and protein molecules 

25 such that the yield, production, and/or efficiency of production of a desired compound is 
improved. This desired compound may be any product produced by C glutamicum, 
which includes the final products of biosynthesis pathways and intermediates of 
naturally-occurring metabolic pathways, as well as molecules which do not naturally 
occur in the metabolism of C glutamicum, but which are produced by a C glutamicum 

30 strain of the invention. 
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This invention is further illustrated by the following examples which should not 
be construed as limiting. The contents of all references, patent applications, patents, 
published patent applications, Tables, Appendices, and the sequence listing cited 
throughout this application are hereby incorporated by reference. 

5 

Exemplification 

Example 1: Preparation of total genomic DNA of Corynebacterium glutamicum 
ATCC 13032 

1 0 A culture of Corynebacterium glutamicum (ATCC 1 3032) was grown overnight 

at 30°C with vigorous shaking in BHI medium (Difco). The cells were harvested by 
centrifugation, the supernatant was discarded and the cells were resuspended in 5 ml 
buffer-I (5% of the original volume of the culture — all indicated volumes have been 
calculated for 100 ml of culture volume). Composition of buffer-I: 140.34 g/1 sucrose, 

15 2.46 g/1 MgS0 4 x 7H 2 0, 10 ml/1 KH 2 P0 4 solution (100 g/1, adjusted to pH 6.7 with 
KOH), 50 ml/1 M12 concentrate (10 g/1 (NH 4 ) 2 S0 4 , 1 g/1 NaCl, 2 g/1 MgS0 4 x 7H 2 0, 
0.2 g/1 CaCl 2 , 0.5 g/1 yeast extract (Difco), 10 ml/1 trace-elements-mix (200 mg/1 FeS0 4 
x H 2 0, 10 mg/1 ZnS0 4 x 7 H 2 0, 3 mg/1 MnCl 2 x 4 H 2 0, 30 mg/1 H 3 B0 3 20 mg/1 CoCl 2 x 
6 H 2 0, 1 mg/1 NiCl 2 x 6 H 2 0, 3 mg/1 Na 2 Mo0 4 x 2 H 2 0, 500 mg/1 complexing agent 

20 (EDTA or critic acid), 100 ml/1 vitamins-mix (0.2 mg/1 biotin, 0.2 mg/1 folic acid, 20 
mg/1 p-amino benzoic acid, 20 mg/1 riboflavin, 40 mg/1 ca-panthothenate, 140 mg/1 
nicotinic acid, 40 mg/1 pyridoxole hydrochloride, 200 mg/1 myo-inositol). Lysozyme 
was added to the suspension to a final concentration of 2.5 mg/ml. After an 
approximately 4 h incubation at 37°C, the cell wall was degraded and the resulting 

25 protoplasts are harvested by centrifugation. The pellet was washed once with 5 ml 
buffer-I and once with 5 ml TE-buffer (10 mM Tris-HCl, 1 mM EDTA, pH 8). The 
pellet was resuspended in 4 ml TE-buffer and 0.5 ml SDS solution (10%) and 0.5 ml 
NaCl solution (5 M) are added. After adding of proteinase K to a final concentration of 
200 Mg/ml, the suspension is incubated for ca.18 h at 37°C. The DNA was purified by 

30 extraction with phenol, phenol-chloroform-isoamylalcohol and chloroform- 

isoamylalcohol using standard procedures. Then, the DNA was precipitated by adding 
1/50 volume of 3 M sodium acetate and 2 volumes of ethanol, followed by a 30 min 
incubation at -20°C and a 30 min centrifugation at 12,000 rpm in a high speed centrifuge 
using a SS34 rotor (Sorvall). The DNA was dissolved in 1 ml TE-buffer containing 20 

35 ng/ml RNaseA and dialysed at 4°C against 1000 ml TE-buffer for at least 3 hours. 
During this time, the buffer was exchanged 3 times. To aliquots of 0.4 ml of the 
dialysed DNA solution, 0.4 ml of 2 M LiCl and 0.8 ml of ethanol are added. After a 30 
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min incubation at -20°C, the DNA was collected by centrifugation (13,000 rpm, Biofuge 
Fresco, Heraeus, Hanau, Germany). The DNA pellet was dissolved in TE-buffer. DNA 
prepared by this procedure could be used for all purposes, including southern blotting or 
construction of genomic libraries. 

5 

Example 2: Construction of genomic libraries in Escherichia coli of Corynebacterium 
glutamicum ATCC13032. 

Using DNA prepared as described in Example 1 , cosmid and plasmid libraries were 
constructed according to known and well established methods {see e.g., Sambrook, J. et al 
10 (1989) "Molecular Cloning : A Laboratory Manual", Cold Spring Harbor Laboratory Press, 
or Ausubel, F.M. et al (1994) "Current Protocols in Molecular Biology", John Wiley & 
Sons.) 

Any plasmid or cosmid could be used. Of particular use were the plasmids pBR322 
(Sutcliffe, J.G. (1979) Proc. Natl Acad. Sci. USA, 75:3737-3741); pACYC177 (Change & 
15 Cohen (1978) J. Bacteriol 134: 1141-1 156), plasmids of the pBS series (pBSSK+, pBSSK- and 
others; Stratagene, LaJolla, USA), or cosmids as SuperCosl (Stratagene, LaJolla, USA) or 
Lorist6 (Gibson, T.J., Rosenthal A. and Waterson, R.H. (1987) Gene 53:283-286. Gene libraries 
specifically for use in C. glutamicum may be constructed using plasmid pSL109 (Lee, H.-S. and 
A. J. Sinskey (1994)./ Microbiol Biotechnol 4: 256-263). 

20 

Example 3: DNA Sequencing and Computational Functional Analysis 

Genomic libraries as described in Example 2 were used for DNA sequencing 
according to standard methods, in particular by the chain termination method using 
ABI377 sequencing machines (see e.g., Fleischman, R.D. et al (1995) "Whole-genome 
25 Random Sequencing and Assembly of Haemophilus Influenzae Rd., Science, 269:496- 
512). Sequencing primers with the following nucleotide sequences were used: 5'- 
GGAAAC AGTATGACC ATG-3 9 or 5 ' -GT A A AACG ACGGCC AGT-3 ' . 

Example 4: In vivo Mutagenesis 

30 In vivo mutagenesis of Corynebacterium glutamicum can be performed by passage of 

plasmid (or other vector) DNA through E. coli or other microorganisms {e.g. Bacillus spp. or 
yeasts such as Saccharomyces cerevisiae) which are impaired in their capabilities to maintain 
the integrity of their genetic information. Typical mutator strains have mutations in the genes 
for the DNA repair system {e.g., mutHLS, mutD, mutT, etc.; for reference, see Rupp, W.D. 

35 (1996) DNA repair mechanisms, in: Escherichia coli and Salmonella^ p. 2277-2294, ASM: 

Washington.) Such strains are well known to those of ordinary skill in the art. The use of such 
strains is illustrated, for example, in Greener, A. and Callahan, M. (1994) Strategies 7: 32-34. 
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Example 5: DNA Transfer Between Escherichia coli and Corynebacterium 
glutamicum 

Several Corynebacterium and Brevibacterium species contain endogenous 
5 plasmids (as e.g., pHM1519 or pBLl) which replicate autonomously (for review see, e.g., 
Martin, J.F. et al (1987) Biotechnology, 5:137-146). Shuttle vectors for Escherichia coli 
and Corynebacterium glutamicum can be readily constructed by using standard vectors for 
E. coli (Sambrook, J. et al. (1989), "Molecular Cloning: A Laboratory Manual", Cold 
Spring Harbor Laboratory Press or Ausubel, F.M. et al (1994) "Current Protocols in 

10 Molecular Biology", John Wiley & Sons) to which a origin or replication for and a 

suitable marker from Corynebacterium glutamicum is added. Such origins of replication 
are preferably taken from endogenous plasmids isolated from Corynebacterium and 
Brevibacterium species. Of particular use as transformation markers for these species are 
genes for kanamycin resistance (such as those derived from the Tn5 or Tn903 

15 transposons) or chloramphenicol (Winnacker, E.L. (1987) "From Genes to Clones — 

Introduction to Gene Technology, VCH, Weinheim). There are numerous examples in the 
literature of the construction of a wide variety of shuttle vectors which replicate in both E. 
coli and C. glutamicum, and which can be used for several purposes, including gene over- 
expression (for reference, see e.g., Yoshihama, M. et al (1985) Ji BacterioL 162:591-597, 

20 Martin J.F. et al (1987) Biotechnology, 5:137-146 and Eikmanns, B J. et al (1991) Gene, 
102:93-98). 

Using standard methods, it is possible to clone a gene of interest into one of the 
shuttle vectors described above and to introduce such a hybrid vectors into strains of 
Corynebacterium glutamicum. Transformation of C glutamicum can be achieved by 

25 protoplast transformation (Kastsumata, R. et al (1984) J. BacterioL 159306-31 1), 

electroporation (Liebl, E. et al. (1989) F EMS Microbiol Letters, 53:399-303) and in cases 
where special vectors are used, also by conjugation (as described e.g. in Schafer, A et al 
(1990) J. BacterioL 172:1663-1666). It is also possible to transfer the shuttle vectors for 
C glutamicum to E. coli by preparing plasmid DNA from C glutamicum (using standard 

30 methods well-known in the art) and transforming it into E. coli. This transformation step 
can be performed using standard methods, but it is advantageous to use an Mcr-deficient 
E. coli strain, such as NM522 (Gough & Murray (1983) J. Mol BioL 166:1-19). 

Genes may be overexpressed in C. glutamicum strains using plasmids which 
comprise pCGl (U.S. Patent No. 4,617,267) or fragments thereof, and optionally the 

35 gene for kanamycin resistance from TN903 (Grindley, N.D. and Joyce, CM. (1980) 
Proc. Natl Acad. Sci. USA 77(12): 7176-7180). In addition, genes may be 
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overexpressed in C. glutamicum strains using plasmid pSL109 (Lee, H.-S. and A. J. 
Sinskey (1994) J. Microbiol BiotechnoL 4: 256-263). 

Aside from the use of replicative plasmids, gene overexpression can also be 
achieved by integration into the genome. Genomic integration in C. glutamicum or other 
5 Corynebacterium or Brevibacterium species may be accomplished by well-known 
methods, such as homologous recombination with genomic region(s), restriction 
endonuclease mediated integration (REMI) (see, e.g., DE Patent 19823834), or through 
the use of transposons. It is also possible to modulate the activity of a gene of interest by 
modifying the regulatory regions (e.g., a promoter, a repressor, and/or an enhancer) by 

1 0 sequence modification, insertion, or deletion using site-directed methods (such as 
homologous recombination) or methods based on random events (such as transposon 
mutagenesis or REMI). Nucleic acid sequences which function as transcriptional 
terminators may also be inserted 3' to the coding region of one or more genes of the 
invention; such terminators are well-known in the art and are described, for example, in 

15 Winnacker, E.L. (1987) From Genes to Clones - Introduction to Gene Technology. VCH: 
Weinheim. 

Example 6: Assessment of the Expression of the Mutant Protein 

Observations of the activity of a mutated protein in a transformed host cell rely on 

20 the fact that the mutant protein is expressed in a similar fashion and in a similar quantity 
to that of the wild-type protein. A useful method to ascertain the level of transcription of 
the mutant gene (an indicator of the amount of mRNA available for translation to the gene 
product) is to perform a Northern blot (for reference see, for example, Ausubel et al 
(1988) Current Protocols in Molecular Biology, Wiley: New York), in which a primer 

25 designed to bind to the gene of interest is labeled with a detectable tag (usually radioactive 
or chemiluminescent), such that when the total RNA of a culture of the organism is 
extracted, run on gel, transferred to a stable matrix and incubated with this probe, the 
binding and quantity of binding of the probe indicates the presence and also the quantity 
of mRNA for this gene. This information is evidence of the degree of transcription of the 

30 mutant gene. Total cellular RNA can be prepared from Corynebacterium glutamicum by 
several methods, all well-known in the art, such as that described in Bormann, E.R. et al 
(1992) Mol Microbiol 6: 317-326. 

To assess the presence or relative quantity of protein translated from this mRNA, 
standard techniques, such as a Western blot, may be employed (see, for example, Ausubel 

35 et al. (1988) Current Protocols in Molecular Biology, Wiley: New York). In this process, 
total cellular proteins are extracted, separated by gel electrophoresis, transferred to a 
matrix such as nitrocellulose, and incubated with a probe, such as an antibody, which 
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specifically binds to the desired protein. This probe is generally tagged with a 
chemiluminescent or colorimetric label which may be readily detected. The presence and 
quantity of label observed indicates the presence and quantity of the desired mutant 
protein present in the cell. 

5 

Example 7: Growth of Genetically Modified Corynebacterium glutamicum — Media 
and Culture Conditions 

Genetically modified Corynebacteria are cultured in synthetic or natural growth 
media. A number of different growth media for Corynebacteria are both well-known and 

10 readily available (Lieb et al (1989) Appl Microbiol BiotechnoL, 32:205-210; von der 
Osten et al (1998) Biotechnology Letters, 11:11-16; Patent DE 4,120,867; Liebl (1992) 
"The Genus Corynebacterium, in: The Procaryotes, Volume II, Balows, A. et al, eds. 
Springer- Verlag). These media consist of one or more carbon sources, nitrogen sources, 
inorganic salts, vitamins and trace elements. Preferred carbon sources are sugars, such as 

15 mono-, di-, or polysaccharides. For example, glucose, fructose, mannose, galactose, 

ribose, sorbose, ribulose, lactose, maltose, sucrose, raffinose, starch or cellulose serve as 
very good carbon sources. It is also possible to supply sugar to the media via complex 
compounds such as molasses or other by-products from sugar refinement. It can also be 
advantageous to supply mixtures of different carbon sources. Other possible carbon 

20 sources are alcohols and organic acids, such as methanol, ethanol, acetic acid or lactic 

acid. Nitrogen sources are usually organic or inorganic nitrogen compounds, or materials 
which contain these compounds. Exemplary nitrogen sources include ammonia gas or 
ammonia salts, such as NH 4 C1 or (NH 4 ) 2 S0 4 , NH 4 OH, nitrates, urea, amino acids or 
complex nitrogen sources like corn steep liquor, soy bean flour, soy bean protein, yeast 

25 extract, meat extract and others. 

Inorganic salt compounds which may be included in the media include the 
chloride-, phosphorous- or sulfate- salts of calcium, magnesium, sodium, cobalt, 
molybdenum, potassium, manganese, zinc, copper and iron. Chelating compounds can be 
added to the medium to keep the metal ions in solution. Particularly useful chelating 

30 compounds include dihydroxy phenols, like catechol or protocatechuate, or organic acids, 
such as citric acid. It is typical for the media to also contain other growth factors, such as 
vitamins or growth promoters, examples of which include biotin, riboflavin, thiamin, folic 
acid, nicotinic acid, pantothenate and pyridoxin. Growth factors and salts frequently 
originate from complex media components such as yeast extract, molasses, corn steep 

35 liquor and others. The exact composition of the media compounds depends strongly on 
the immediate experiment and is individually decided for each specific case. Information 
about media optimization is available in the textbook "Applied Microbiol. Physiology, A 
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Practical Approach (eds. P.M. Rhodes, P.F. Stanbury, IRL Press (1997) pp. 53-73, ISBN 0 
19 963577 3). It is also possible to select growth media from commercial suppliers, like 
standard 1 (Merck) or BHI (grain heart infusion, DIFCO) or others. 

All medium components are sterilized, either by heat (20 minutes at 1.5 bar and 
5 1 2 1°C) or by sterile filtration. The components can either be sterilized together or, if 
necessary, separately. All media components can be present at the beginning of growth, 
or they can optionally be added continuously or batchwise. 

Culture conditions are defined separately for each experiment. The temperature 
should be in a range between 15°C and 45°C. The temperature can be kept constant or can 

10 be altered during the experiment. The pH of the medium should be in the range of 5 to 
8.5, preferably around 7.0, and can be maintained by the addition of buffers to the media. 
An exemplary buffer for this purpose is a potassium phosphate buffer. Synthetic buffers 
such as MOPS, HEPES, ACES and others can alternatively or simultaneously be used. It 
is also possible to maintain a constant culture pH through the addition of NaOH or 

1 5 NH 4 OH during growth. If complex medium components such as yeast extract are utilized, 
the necessity for additional buffers may be reduced, due to the fact that many complex 
compounds have high buffer capacities. If a fermentor is utilized for culturing the micro- 
organisms, the pH can also be controlled using gaseous ammonia. 

The incubation time is usually in a range from several hours to several days. This 

20 time is selected in order to permit the maximal amount of product to accumulate in the 

broth. The disclosed growth experiments can be carried out in a variety of vessels, such as 
microtiter plates, glass tubes, glass flasks or glass or metal fermentors of different sizes. 
For screening a large number of clones, the microorganisms should be cultured in 
microtiter plates, glass tubes or shake flasks, either with or without baffles. Preferably 

25 1 00 ml shake flasks are used, filled with 1 0% (by volume) of the required growth 
medium. The flasks should be shaken on a rotary shaker (amplitude 25 mm) using a 
speed-range of 100 — 300 rpm. Evaporation losses can be diminished by the maintenance 
of a humid atmosphere; alternatively, a mathematical correction for evaporation losses 
should be performed. 

30 If genetically modified clones are tested, an unmodified control clone or a control 

clone containing the basic plasmid without any insert should also be tested. The medium 
is inoculated to an ODeoo of 0.5 - 1 .5 using cells grown on agar plates, such as CM plates 
(10 g/1 glucose, 2,5 g/1 NaCl, 2 g/1 urea, 10 g/1 polypeptone, 5 g/1 yeast extract, 5 g/1 meat 
extract, 22 g/1 NaCl, 2 g/1 urea, 1 0 g/1 polypeptone, 5 g/1 yeast extract, 5 g/1 meat extract, 

35 22 g/1 agar, pH 6.8 with 2M NaOH) that had been incubated at 30°C. Inoculation of the 
media is accomplished by either introduction of a saline suspension of C. glutamicum cells 
from CM plates or addition of a liquid preculture of this bacterium. 
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Example 8 - In vitro Analysis of the Function of Mutant Proteins 

The determination of activities and kinetic parameters of enzymes is well 
established in the art. Experiments to determine the activity of any given altered 
enzyme must be tailored to the specific activity of the wild-type enzyme, which is well 
5 within the ability of one of ordinary skill in the art. Overviews about enzymes in 
general, as well as specific details concerning structure, kinetics, principles, methods, 
applications and examples for the determination of many enzyme activities may be 
found, for example, in the following references: Dixon, M, and Webb, E.C., (1979) 
Enzymes. Longmans: London; Fersht, (1985) Enzyme Structure and Mechanism. 

10 Freeman: New York; Walsh, (1979) Enzymatic Reaction Mechanisms. Freeman: San 
Francisco; Price, N.C., Stevens, L. (1982) Fundamentals of Enzymology. Oxford Univ. 
Press: Oxford; Boyer, P.D., ed. (1983) The Enzymes, 3 rd ed. Academic Press: New 
York; Bisswanger, H., (1994) Enzymkinetik, 2 nd ed. VCH: Weinheim (ISBN 
3527300325); Bergmeyer, H.U., Bergmeyer, J., GraBl, M., eds. (1983-1986) Methods of 

15 Enzymatic Analysis, 3 rd ed., vol. I-XII, Verlag Chemie: Weinheim; and Ullmann's 

Encyclopedia of Industrial Chemistry (1987) vol. A9, "Enzymes". VCH: Weinheim, p. 
352-363. 

The activity of proteins which bind to DNA can be measured by several well- 
established methods, such as DNA band-shift assays (also called gel retardation assays). 

20 The effect of such proteins on the expression of other molecules can be measured using 
reporter gene assays (such as that described in Kolmar, H. et al (1995) EMBOJ. 14: 
3895-3904 and references cited therein). Reporter gene test systems are well known and 
established for applications in both pro- and eukaryotic cells, using enzymes such as 
beta-galactosidase, green fluorescent protein, and several others. 

25 The determination of activity of membrane-transport proteins can be performed 

according to techniques such as those described in Gennis, R.B. (1989) "Pores, 
Channels and Transporters", in Biomembranes, Molecular Structure and Function, 
Springer: Heidelberg, p. 85-137; 199-234; and 270-322. 

30 Example 9: Analysis of Impact of Mutant Protein on the Production of the Desired 
Product 

The effect of the genetic modification in C. glutamicum on production of a 
desired compound (such as an amino acid) can be assessed by growing the modified 
microorganism under suitable conditions (such as those described above) and analyzing 
35 the medium and/or the cellular component for increased production of the desired 
product (i.e., an amino acid). Such analysis techniques are well known to one of 
ordinary skill in the art, and include spectroscopy, thin layer chromatography, staining 
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methods of various kinds, enzymatic and microbiological methods, and analytical 
chromatography such as high performance liquid chromatography (see, for example, 
Ullman, Encyclopedia of Industrial Chemistry, vol. A2, p. 89-90 and p. 443-613, VCH: 
Weinheim (1985); Fallon, A. et al, (1987) "Applications of HPLC in Biochemistry" in: 
5 Laboratory Techniques in Biochemistry and Molecular Biology, vol. 17; Rehm et al 
(1993) Biotechnology, vol. 3, Chapter III: "Product recovery and purification", page 
469-714, VCH: Weinheim; Belter, P. A. et al (1988) Bioseparations: downstream 
processing for biotechnology, John Wiley and Sons; Kennedy, J.F. and Cabral, J.M.S. 
(1992) Recovery processes for biological materials, John Wiley and Sons; Shaeiwitz, 
10 J. A. and Henry, J.D. (1988) Biochemical separations, in: Ulmann's Encyclopedia of 
Industrial Chemistry, vol. B3, Chapter 1 1, page 1-27, VCH: Weinheim; and Dechow, 
FJ. (1989) Separation and purification techniques in biotechnology, Noyes 
Publications.) 

In addition to the measurement of the final product of fermentation, it is also 
15 possible to analyze other components of the metabolic pathways utilized for the 
production of the desired compound, such as intermediates and side-products, to 
determine the overall efficiency of production of the compound. Analysis methods 
include measurements of nutrient levels in the medium (e.g., sugars, hydrocarbons, 
nitrogen sources, phosphate, and other ions), measurements of biomass composition and 
20 growth, analysis of the production of common metabolites of biosynthetic pathways, and 
measurement of gasses produced during fermentation. Standard methods for these 
measurements are outlined in Applied Microbial Physiology, A Practical Approach, 
P.M. Rhodes and P.F. Stanbury, eds., IRL Press, p. 103-129; 131-163; and 165-192 
(ISBN: 0199635773) and references cited therein. 

25 

Example 10: Purification of the Desired Product from C. glutamicum Culture 

Recovery of the desired product from the C. glutamicum cells or supernatant of 
the above-described culture can be performed by various methods well known in the art. 
If the desired product is not secreted from the cells, the cells can be harvested from the 

30 culture by low- speed centrifugation, the cells can be lysed by standard techniques, such 
as mechanical force or sonication. The cellular debris is removed by centrifugation, and 
the supernatant fraction containing the soluble proteins is retained for further 
purification of the desired compound. If the product is secreted from the C glutamicum 
cells, then the cells are removed from the culture by low-speed centrifugation, and the 

35 supernate fraction is retained for further purification. 

The supernatant fraction from either purification method is subjected to 
chromatography with a suitable resin, in which the desired molecule is either retained on 
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a chromatography resin while many of the impurities in the sample are not, or where the 
impurities are retained by the resin while the sample is not. Such chromatography steps 
may be repeated as necessary, using the same or different chromatography resins. One 
of ordinary skill in the art would be well-versed in the selection of appropriate 
5 chromatography resins and in their most efficacious application for a particular molecule 
to be purified. The purified product may be concentrated by filtration or ultrafiltration, 
and stored at a temperature at which the stability of the product is maximized. 

There are a wide array of purification methods known to the art and the 
preceding method of purification is not meant to be limiting. Such purification 

10 techniques are described, for example, in Bailey, J.E. & Ollis, D.F. Biochemical 
Engineering Fundamentals, McGraw-Hill: New York (1986). 

The identity and purity of the isolated compounds may be assessed by techniques 
standard in the art. These include high-performance liquid chromatography (HPLC), 
spectroscopic methods, staining methods, thin layer chromatography, NIRS, enzymatic 

1 5 assay, or microbiologically. Such analysis methods are reviewed in: Patek et al (1994) 
Appl Environ. Microbiol. 60: 133-140; Malakhova et al (1996) Biotekhnologiya 11: 27- 
32; and Schmidt et al (1998) Bioprocess Engineer. 19: 67-70. Ulmann's Encyclopedia 
of Industrial Chemistry, (1996) vol. A27, VCH: Weinheim, p. 89-90, p. 521-540, p. 540- 
547, p. 559-566, 575-581 and p. 581-587; Michal, G. (1999) Biochemical Pathways: An 

20 Atlas of Biochemistry and Molecular Biology, John Wiley and Sons; Fallon, A. et al 
(1987) Applications of HPLC in Biochemistry in: Laboratory Techniques in 
Biochemistry and Molecular Biology, vol. 17. 

Example 11: Analysis of the Gene Sequences of the Invention 

25 The comparison of sequences and determination of percent homology between 

two sequences are art-known techniques, and can be accomplished using a mathematical 
algorithm, such as the algorithm of Karlin and Altschul (1990) Proc. Natl Acad. Sci. 
USA 87:2264-68, modified as in Karlin and Altschul (1993) Proc. Natl Acad. Set USA 
90:5873-77. Such an algorithm is incorporated into the NBLAST and XBLAST 

30 programs (version 2.0) of Altschul, et al (1990)7. Mol Biol 215:403-10. BLAST 
nucleotide searches can be performed with the NBLAST program, score = 1 00, 
wordlength = 12 to obtain nucleotide sequences homologous to SMP nucleic acid 
molecules of the invention. BLAST protein searches can be performed with the 
XBLAST program, score = 50, wordlength = 3 to obtain amino acid sequences 

35 homologous to SMP protein molecules of the invention. To obtain gapped alignments 
for comparison purposes, Gapped BLAST can be utilized as described in Altschul et al , 
(1997) Nucleic Acids Res. 25(17):3389-3402. When utilizing BLAST and Gapped 



ATTORNEY DOCKET NO.: BGI-126CP 



-59- 

BLAST programs, one of ordinary skill in the art will know how to optimize the 
parameters of the program (e.g., XBLAST and NBLAST) for the specific sequence 
being analyzed. 

Another example of a mathematical algorithm utilized for the comparison of 
5 sequences is the algorithm of Meyers and Miller ((1988) CompuL Appl Biosci. 4:11- 
17). Such an algorithm is incorporated into the ALIGN program (version 2.0) which is 
part of the GCG sequence alignment software package. When utilizing the ALIGN 
program for comparing amino acid sequences, a PAM120 weight residue table, a gap 
length penalty of 12, and a gap penalty of 4 can be used. Additional algorithms for 

1 0 sequence analysis are known in the art, and include ADVANCE and ADAM, described 
in Torelli and Robotti (1994) CompuL Appl Biosci 10:3-5; and FASTA, described in 
Pearson and Lipman (1988) P.N.A.S. 85:2444-8. 

The percent homology between two amino acid sequences can also be 
accomplished using the GAP program in the GCG software package (available at 

15 http://www.gcg.com), using either a Blosum 62 matrix or a PAM250 matrix, and a gap 
weight of 12, 10, 8, 6, or 4 and a length weight of 2, 3, or 4. The percent homology 
between two nucleic acid sequences can be accomplished using the GAP program in the 
GCG software package, using standard parameters, such as a gap weight of 50 and a 
length weight of 3. 

20 A comparative analysis of the gene sequences of the invention with those present 

in Genbank has been performed using techniques known in the art (see, e.g., Bexevanis 
and Ouellette, eds. (1998) Bioinformatics: A Practical Guide to the Analysis of Genes 
and Proteins. John Wiley and Sons: New York). The gene sequences of the invention 
were compared to genes present in Genbank in a three-step process. In a first step, a 

25 BLASTN analysis (e.g., a local alignment analysis) was performed for each of the 

sequences of the invention against the nucleotide sequences present in Genbank, and the 
top 500 hits were retained for further analysis. A subsequent FASTA search (e.g., a 
combined local and global alignment analysis, in which limited regions of the sequences 
are aligned) was performed on these 500 hits. Each gene sequence of the invention was 

30 subsequently globally aligned to each of the top three FASTA hits, using the GAP 
' program in the GCG software package (using standard parameters). In order to obtain 
correct results, the length of the sequences extracted from Genbank were adjusted to the 
length of the query sequences by methods well-known in the art. The results of this 
analysis are set forth in Table 4. The resulting data is identical to that which would have 

35 been obtained had a GAP (global) analysis alone been performed on each of the genes of 
the invention in comparison with each of the references in Genbank, but required 
significantly reduced computational time as compared to such a database-wide GAP 
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(global) analysis. Sequences of the invention for which no alignments above the cutoff 
values were obtained are indicated on Table 4 by the absence of alignment information. 
It will further be understood by one of ordinary skill in the art that the GAP alignment 
homology percentages set forth in Table 4 under the heading "% homology (GAP)" are 
5 listed in the European numerical format, wherein a y represents a decimal point. For 
example, a value of "40,345" in this column represents "40.345%". 

Example 12: Construction and Operation of DNA Microarrays 

The sequences of the invention may additionally be used in the construction and 

1 0 application of DNA microarrays (the design, methodology, and uses of DNA arrays are 
well known in the art, and are described, for example, in Schena, M. et al (1995) 
Science 270: 467-470; Wodicka, L. et al (1997) Nature Biotechnology 15: 1359-1367; 
DeSaizieu, A. et al (1998) Nature Biotechnology 16: 45-48; and DeRisi, J.L. et al 
(1997) Science 278: 680-686). 

15 DNA microarrays are solid or flexible supports consisting of nitrocellulose, 

nylon, glass, silicone, or other materials. Nucleic acid molecules may be attached to the 
surface in an ordered manner. After appropriate labeling, other nucleic acids or nucleic 
acid mixtures can be hybridized to the immobilized nucleic acid molecules, and the label 
may be used to monitor and measure the individual signal intensities of the hybridized 

20 molecules at defined regions. This methodology allows the simultaneous quantification 
of the relative or absolute amount of all or selected nucleic acids in the applied nucleic 
acid sample or mixture. DNA microarrays, therefore, permit an analysis of the 
expression of multiple (as many as 6800 or more) nucleic acids in parallel (see, e.g., 
Schena, M. (1996) BioEssays 18(5): 427-431). 

25 The sequences of the invention may be used to design oligonucleotide primers 

which are able to amplify defined regions of one or more C. glutamicum genes by a 
nucleic acid amplification reaction such as the polymerase chain reaction. The choice 
and design of the 5' or 3' oligonucleotide primers or of appropriate linkers allows the 
covalent attachment of the resulting PCR products to the surface of a support medium 

30 described above (and also described, for example, Schena, M. et al (1995) Science 270: 
467-470). 

Nucleic acid microarrays may also be constructed by in situ oligonucleotide 
synthesis as described by Wodicka, L. et al. (1997) Nature Biotechnology 15: 1359- 
1367. By photolithographic methods, precisely defined regions of the matrix are 
35 exposed to light. Protective groups which are photolabile are thereby activated and 

undergo nucleotide addition, whereas regions that are masked from light do not undergo 
any modification. Subsequent cycles of protection and light activation permit the 
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synthesis of different oligonucleotides at defined positions. Small, defined regions of 
the genes of the invention may be synthesized on microarrays by solid phase 
oligonucleotide synthesis. 

The nucleic acid molecules of the invention present in a sample or mixture of 
5 nucleotides may be hybridized to the microarrays. These nucleic acid molecules can be 
labeled according to standard methods. In brief, nucleic acid molecules (e.g., mRNA 
molecules or DNA molecules) are labeled by the incorporation of isotopically or 
fluorescently labeled nucleotides, e.g., during reverse transcription or DNA synthesis. 
Hybridization of labeled nucleic acids to microarrays is described (e.g., in Schena, M. et 

10 al. (1995) supra; Wodicka, L. et al. (1997), supra; and DeSaizieu A. et al (1998), 

supra). The detection and quantification of the hybridized molecule are tailored to the 
specific incorporated label. Radioactive labels can be detected, for example, as 
described in Schena, M. et al (1995) supra) and fluorescent labels may be detected, for 
example, by the method of Shalon et al. (1996) Genome Research 6: 639-645). 

15 The application of the sequences of the invention to DNA microarray 

technology, as described above, permits comparative analyses of different strains of C. 
glutamicum or other Corynebacteria. For example, studies of inter-strain variations 
based on individual transcript profiles and the identification of genes that are important 
for specific and/or desired strain properties such as pathogenicity, productivity and 

20 stress tolerance are facilitated by nucleic acid array methodologies. Also, comparisons 
of the profile of expression of genes of the invention during the course of a fermentation 
reaction are possible using nucleic acid array technology. 

Example 13: Analysis of the Dynamics of Cellular Protein Populations 
25 (Proteomics) 

The genes, compositions, and methods of the invention may be applied to study 
the interactions and dynamics of populations of proteins, termed 'proteomics'. Protein 
populations of interest include, but are not limited to, the total protein population of C 
glutamicum (e.g., in comparison with the protein populations of other organisms), those 

30 proteins which are active under specific environmental or metabolic conditions (e.g., 

during fermentation, at high or low temperature, or at high or low pH), or those proteins 
which are active during specific phases of growth and development. 

Protein populations can be analyzed by various well-known techniques, such as 
gel electrophoresis. Cellular proteins may be obtained, for example, by lysis or 

35 extraction, and may be separated from one another using a variety of electrophoretic 
techniques. Sodium dodecyl sulfate polyacrylamide gel electrophoresis (SDS-PAGE) 
separates proteins largely on the basis of their molecular weight. Isoelectric focusing 
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polyacrylamide gel electrophoresis (IEF-PAGE) separates proteins by their isoelectric 
point (which reflects not only the amino acid sequence but also posttranslational 
modifications of the protein). Another, more preferred method of protein analysis is the 
consecutive combination of both IEF-PAGE and SDS-PAGE, known as 2-D-gel 
5 electrophoresis (described, for example, in Hermann et al (1998) Electrophoresis 19: 
3217-3221; Fountoulakis et al (1998) Electrophoresis 19: 1 193-1202; Langen et al 
(1997) Electrophoresis 18: 1184-1192; Antelmanne/ al (1997) Electrophoresis 18: 
1451-1463). Other separation techniques may also be utilized for protein separation, 
such as capillary gel electrophoresis; such techniques are well known in the art. 

1 0 Proteins separated by these methodologies can be visualized by standard 

techniques, such as by staining or labeling. Suitable stains are known in the art, and 
include Coomassie Brilliant Blue, silver stain, or fluorescent dyes such as Sypro Ruby 
(Molecular Probes). The inclusion of radioactively labeled amino acids or other protein 
precursors {e.g., 35 S-methionine, 3:> S-cysteine, 14 C-labelled amino acids, l3 N-amino 

15 acids, 1:> N03 or lD NH4 + or 13 C-labelled amino acids) in the medium of C glutamicum 
permits the labeling of proteins from these cells prior to their separation. Similarly, 
fluorescent labels may be employed. These labeled proteins can be extracted, isolated 
and separated according to the previously described techniques. 

Proteins visualized by these techniques can be further analyzed by measuring the 

20 amount of dye or label used. The amount of a given protein can be determined 

quantitatively using, for example, optical methods and can be compared to the amount 
of other proteins in the same gel or in other gels. Comparisons of proteins on gels can 
be made, for example, by optical comparison, by spectroscopy, by image scanning and 
analysis of gels, or through the use of photographic films and screens. Such techniques 

25 are well-known in the art. 

To determine the identity of any given protein, direct sequencing or other 
standard techniques may be employed. For example, N- and/or C-terminal amino acid 
sequencing (such as Edman degradation) may be used, as may mass spectrometry (in 
particular MALDI or ESI techniques (see, e.g., Langen et al (1997) Electrophoresis 18: 

30 1 1 84-1 192)). The protein sequences provided herein can be used for the identification 
of C. glutamicum proteins by these techniques. 

The information obtained by these methods can be used to compare patterns of 
protein presence, activity, or modification between different samples from various 
biological conditions (e.g., different organisms, time points of fermentation, media 

35 conditions, or different biotopes, among others). Data obtained from such experiments 
alone, or in combination with other techniques, can be used for various applications, 
such as to compare the behavior of various organisms in a given (e.g., metabolic) 
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situation, to increase the productivity of strains which produce fine chemicals or to 
increase the efficiency of the production of fine chemicals. 

Equivalents 

Those of ordinary skill in the art will recognize, or will be able to ascertain using 
no more than routine experimentation, many equivalents to the specific embodiments of 
the invention described herein. Such equivalents are intended to be encompassed by the 
following claims. 
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What is claimed: 

1 . An isolated nucleic acid molecule from Corynebacterium glutamicum encoding an 
5 SMP protein, or a portion thereof, provided that the nucleic acid molecule does not 

consist of any of the F-designated genes set forth in Table 1 . 

2. The isolated nucleic acid molecule of claim 1, wherein said nucleic acid molecule 
encodes an SMP protein involved in the production of a fine chemical. 

10 

3. An isolated Corynebacterium glutamicum nucleic acid molecule selected from the 
group consisting of those sequences set forth in Appendix A, or a portion thereof, 
provided that the nucleic acid molecule does not consist of any of the F-designated 
genes set forth in Table 1 . 

15 

4. An isolated nucleic acid molecule which encodes a polypeptide sequence selected 
from the group consisting of those sequences set forth in Appendix B, provided that 
the nucleic acid molecule does not consist of any of the F-designated genes set forth 
in Table 1 . 

20 

5. An isolated nucleic acid molecule which encodes a naturally occurring allelic variant 
of a polypeptide selected from the group of amino acid sequences consisting of those 
sequences set forth in Appendix B, provided that the nucleic acid molecule does not 
consist of any of the F-designated genes set forth in Table 1 . 

25 

6. An isolated nucleic acid molecule comprising a nucleotide sequence which is at least 
50% homologous to a nucleotide sequence selected from the group consisting of 
those sequences set forth in Appendix A, or a portion thereof, provided that the 
nucleic acid molecule does not consist of any of the F-designated genes set forth in 

30 Table 1. 

7. An isolated nucleic acid molecule comprising a fragment of at least 15 nucleotides 
of a nucleic acid comprising a nucleotide sequence selected from the group 
consisting of those sequences set forth in Appendix A, provided that the nucleic acid 

35 molecule does not consist of any of the F-designated genes set forth in Table 1. 
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8. An isolated nucleic acid molecule which hybridizes to the nucleic acid molecule of 
any one of claims 1-7 under stringent conditions. 

9. An isolated nucleic acid molecule comprising the nucleic acid molecule of claim 1 

5 or a portion thereof and a nucleotide sequence encoding a heterologous polypeptide. 

10. A vector comprising the nucleic acid molecule of claim 1. 

11. The vector of claim 10, which is an expression vector. 

10 

12. A host cell transfected with the expression vector of claim 1 1 . 

13. The host cell of claim 12, wherein said cell is a microorganism. 

15 14. The host cell of claim 13, wherein said cell belongs to the genus Corynebacterium 
or Brevibacterium. 

15. The host cell of claim 12, wherein the expression of said nucleic acid molecule 
results in the modulation in production of a fine chemical from said cell. 

20 

16. The host cell of claim 15, wherein said fine chemical is selected from the group 
consisting of: organic acids, proteinogenic and nonproteinogenic amino acids, purine 
and pyrimidine bases, nucleosides, nucleotides, lipids, saturated and unsaturated 
fatty acids, diols, carbohydrates, aromatic compounds, vitamins, cofactors, 

25 polyketides, and enzymes. 

17. A method of producing a polypeptide comprising culturing the host cell of claim 12 
in an appropriate culture medium to, thereby, produce the polypeptide. 

30 1 8. An isolated SMP polypeptide from Corynebacterium glutamicum, or a portion 
thereof. 



35 



19. The polypeptide of claim 18, wherein said polypeptide is involved in the production 
of a fine chemical. 
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20. An isolated polypeptide comprising an amino acid sequence selected from the group 
consisting of those sequences set forth in Appendix B, provided that the amino acid 
sequence is not encoded by any of the F-designated genes set forth in Table 1 . 

5 21 . An isolated polypeptide comprising a naturally occurring allelic variant of a 

polypeptide comprising an amino acid sequence selected from the group consisting 
of those sequences set forth in Appendix B, or a portion thereof, provided that the 
amino acid sequence is not encoded by any of the F-designated genes set forth in 
Table 1. 

10 

22. The isolated polypeptide of claim 18, further comprising heterologous amino acid 
sequences. 

23. An isolated polypeptide which is encoded by a nucleic acid molecule comprising a 
1 5 nucleotide sequence which is at least 50% homologous to a nucleic acid selected 

from the group consisting of those sequences set forth in Appendix A, provided that 
the nucleic acid molecule does not consist of any of the F-designated nucleic acid 
molecules set forth in Table 1 . 

20 24. An isolated polypeptide comprising an amino acid sequence which is at least 50% 
homologous to an amino acid sequence selected from the group consisting of those 
sequences set forth in Appendix B, provided that the amino acid sequence is not 
encoded by any of the F-designated genes set forth in Table 1. 

25 25. A method for producing a fine chemical, comprising culturing a cell containing a 
vector of claim 12 such that the fine chemical is produced. 

26. The method of claim 25, wherein said method further comprises the step of 
recovering the fine chemical from said culture. 

30 

27. The method of claim 25, wherein said method further comprises the step of 
transfecting said cell with the vector of claim 1 1 to result in a cell containing said 
vector. 

35 28. The method of claim 25, wherein said cell belongs to the genus Coryne bacterium or 
Brevibacterium, 
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29. The method of claim 25, wherein said cell is selected from the group consisting of; 
Corynebacterium glutamicum, Corynebacterium herculis, Corynebacterium, lilium, 
Corynebacterium acetoacidophilum, Corynebacterium acetoglutamicum, 
Corynebacterium acetophilum, Corynebacterium ammoniagenes, Corynebacterium 

5 fujiokense, Corynebacterium nitrilophilus, Brevibacterium ammoniagenes, 

Brevibacterium butanicum, Brevibacterium divaricatum, Brevibacterium flavum, 
Brevibacterium healii, Brevibacterium ketoglutamicum, Brevibacterium 
ketosoreductum, Brevibacterium lactofermentum, Brevibacterium linens, 
Brevibacterium paraffinolyticum, and those strains set forth in Table 3. 

10 

30. The method of claim 25, wherein expression of the nucleic acid molecule from said 
vector results in modulation of production of said fine chemical. 

3 1 . The method of claim 25, wherein said fine chemical is selected from the group 

1 5 consisting of: organic acids, proteinogenic and nonproteinogenic amino acids, purine 
and pyrimidine bases, nucleosides, nucleotides, lipids, saturated and unsaturated 
fatty acids, diols, carbohydrates, aromatic compounds, vitamins, cofactors, 
polyketides, and enzymes. 

20 32. The method of claim 25, wherein said fine chemical is an amino acid. 

33. The method of claim 32, wherein said amino acid is drawn from the group consisting 
of: lysine, glutamate, glutamine, alanine, aspartate, glycine, serine, threonine, 
methionine, cysteine, valine, leucine, isoleucine, arginine, proline, histidine, 

25 tyrosine, phenylalanine, and tryptophan. 

34. A method for producing a fine chemical, comprising culturing a cell whose genomic 
DNA has been altered by the inclusion of a nucleic acid molecule of any one of 
claims 1-9. 

30 

35. A method for diagnosing the presence or activity of Corynebacterium 
diphtheriae in a subject, comprising detecting the presence of one or more of the 
sequences set forth in Appendix A or Appendix B in the subject, provided that the 
sequences are not or are not encoded by any of the F-designated sequences set forth in 
35 Table 1, thereby diagnosing the presence or activity of Corynebacterium diphtheriae in 
the subject. 



ATTORNEY DOCKET NO.: BGI-126CP 



-68 - 

36. A host cell comprising a nucleic acid molecule selected from the group 
consisting of the nucleic acid molecules set forth in Appendix A, wherein the nucleic 
acid molecule is disrupted. 

5 37. A host cell comprising a nucleic acid molecule selected from the group 

consisting of the nucleic acid molecules set forth in Appendix A, wherein the nucleic 
acid molecule comprises one or more nucleic acid modifications from the sequence set 
forth in Appendix A. 

10 38. A host cell comprising a nucleic acid molecule selected from the group 

consisting of the nucleic acid molecules set forth in Appendix A, wherein the regulatory 
region of the nucleic acid molecule is modified relative to the wild-type regulatory 
region of the molecule. 
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COR YNEBA CTERIUM GL UTAMICUM GENES ENCODING PROTEINS 
INVOLVED IN CARBON METABOLISM AND ENERGY PRODUCTION 

Abstract of the Disclosure 

5 

Isolated nucleic acid molecules, designated SMP nucleic acid molecules, which 
encode novel SMP proteins from Corynebacterium glutamicum are described. The 
invention also provides antisense nucleic acid molecules, recombinant expression 
vectors containing SMP nucleic acid molecules, and host cells into which the expression 
1 0 vectors have been introduced. The invention still further provides isolated SMP 

proteins, mutated SMP proteins, fusion proteins, antigenic peptides and methods for the 
improvement of production of a desired compound from C. glutamicum based on 
genetic engineering of SMP genes in this organism. 
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Customer Number: 000959 



Attorney's 

Docket No. BGI-126CP 



Declaration, Petition and Power of Attorney for Patent Application 

As a below named inventor, I hereby declare that: 

My residence, post office address and citizenship are as stated below next to my name, 

I believe I am the original, first and sole inventor (if only one name is listed below) or an 
original, first and joint inventor (if plural names are listed below) of the subject matter which 
is claimed and for which a patent is sought on the invention entitled 

Corynebacterium Glutamicum Genes Encoding Proteins Involved 
in Carbon Metabolismand Energy Production 



X is attached hereto. 

_ was filed on as 

Application Serial No. 



and was amended on . 

(if applicable) 

I do not know and do not believe that the subject matter of this application was known or 
used by others in the United States or patented or described in a printed publication in any 
country before my invention thereof, or patented or described in a printed publication in any 
country or in public use or on sale in the United States more than one year prior to the date of 
this application, or first patented or caused to be patented or made the subject of an inventor's 
certificate by me or my legal representatives or assigns in a country foreign to the United 
States prior to the date of this application on an application filed more than twelve months 
(six months if this application is for a design) before the filing of this application; and I 
acknowledge my duty to disclose information of which I am aware which is material to the 
examination of this application, that no application for patent or inventor's certificate on the 
subject matter of this application has been filed by me or my representatives or assigns in any 
country foreign to the United States, except those identified below, and that I have reviewed 
and understand the contents of the specification, including the claims as amended by any 
amendment referred to herein. 

I acknowledge the duty to disclose to the Office all information known to me to be material 
to patentability as defined in Title 37, Code of Federal Regulations, §1.56. 



BGI-126CP 



CLAIM OF BENEFIT OF EARLIER FOREIGN APPLICATION(S) 

I hereby claim priority benefits under Title 35, United States Code, §119 of any foreign 
application(s) for patent or inventor's certificate listed below, and have also identified below 
any foreign application(s) for patent or inventor's certificate filed by me on the same subject 
matter having a filing date before that of the application(s) from which priority is claimed. 

Check one: 

_ no such applications have been filed. 

X such applications have been filed as follows 

EARLIEST FOREIGN APPLICATION(S), IF ANY, FILED WITHIN 12 MONTHS 
(6 MONTHS FOR DESIGN) PRIOR TO THIS U.S. APPLICATION 



Country 
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Date of Filins 
(month,day,year) 


Priority Claimed 
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Yes No _ 
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DE 


19940765.7 


08/27/99 


XT" XT" XT 

X Yes No 
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X Yes No 
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ALL FOREIGN APPLICATION(S), IF ANY FILED MORE THAN 12 MONTHS 
(6 MONTHS FOR DESIGN) PRIOR TO THIS U.S. APPLICATION 



BGI-126CP 

CLAIM FOR BENEFIT OF U.S. PROVISIONAL APPLICATION(S) 
I hereby claim the benefit under 35 U.S.C. §1 19(e) of any United States provisional 



application(s) listed below. 




60/141,031 
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became available between the filing date(s) of the earlier application(s) and the national or 
PCT international filing date of this application. As to subject matter of this application which 
is common to my earlier application(s), if any, described below, I do not know and do not 
believe that the same was known or used by others in the United States or patented or 
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SEQUENCE LISTING 

<110> Pompejus, Markus 

Kroger, Burkhard 

Schroder, Hartwig 

Zelder, Oskar 

Haberhauer, Gregor 
<120> CORYNEBACTERIUM GLUTAMICUM GENES ENCODING PROTEINS 

INVOLVED IN CARBON METABOLISM AND ENERGY 

PRODUCTION 
<130> BGI-126CP 
<140> 
<141> 
<160> 782 

<210> 1 

<211> 828 

<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (805) 

<223> RXS02735 

<400> 1 

gaggagcttc gccacatgga tccagatttg ggctaccagc acgcactatc cggcttgtcc 60 

agcgtcaagc tggaaaccgt ctaaggagaa atacaacact atg gtt gat gta gta 11 

Met Val Asp Val Val 
1 5 

cgc gca cgc gat act gaa gat 
Arg Ala Arg Asp Thr Glu Asp 
10 

att gag gtt gtt gaa gca gca 
lie Glu Val Val Glu Ala Ala 

25 

gtg etc acc ggt ggt ggc gec 
Val Leu Thr Gly Gly Gly Ala 
40 

gtt gat gcg get gac ctt gec 
Val Asp Ala Ala Asp Leu Ala 
55 60 

gat gag cgc aat gtc cct gtc 
Asp Glu Arg Asn Val Pro Val 
70 75 

get cgt gag gca ctg ttg tec 

Ala Arg Glu Ala Leu Leu Ser 
90 

cac gga tat ggt etc ggc gac 

His Gly Tyr Gly Leu Gly Asp 
105 

tac gaa get gtg ttg gat gaa 



ttg gtt gca cag get gec tec aaa ttc 
Leu Val Ala Gin Ala Ala Ser Lys Phe 
15 20 



163 



act gec aat aat ggc acc gca cag gta 
Thr Ala Asn Asn Gly Thr Ala Gin Val 
30 35 



211 



ggc ate aag ttg ctg gaa aag etc age 
Gly lie Lys Leu Leu Glu Lys Leu Ser 
45 50 



259 



tgg gat cgc att cat gtg ttc ttc ggc 
Trp Asp Arg lie His Val Phe Phe Gly 
65 



307 



agt gat tct gag tec aat gag ggc cag 
Ser Asp Ser Glu Ser Asn Glu Gly Gin 
80 85 



355 



aag gtt tct ate cct gaa gee aac att 
Lys Val Ser He Pro Glu Ala Asn He 
95 100 



403 



gta gat ctt gca gag gca gee cgc get 
Val Asp Leu Ala Glu Ala Ala Arg Ala 
110 115 



451 



ttc gca cca aac ggc ttt gat ctt cac 



499 
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Tyr Glu Ala Val Leu Asp Glu Phe Ala Pro Asn Gly Phe Asp Leu His 
120 125 130 

ctg etc ggc atg ggt ggc gaa ggc cat ate aac tec ctg ttc cct cac 547 

Leu Leu Gly Met Gly Gly Glu Gly His lie Asn Ser Leu Phe Pro His 

135 140 145 

acc gat gca gtc aag gaa tec tec gca aag gtc ate gcg gtg ttt gat 595 

Thr Asp Ala Val Lys Glu Ser Ser Ala Lys Val lie Ala Val Phe Asp 
150 155 160 165 

tec cct aag cct cct tea gag cgt gca act eta acc ctt cct gcg gtt 643 

Ser Pro Lys Pro Pro Ser Glu Arg Ala Thr Leu Thr Leu Pro Ala Val 
170 175 180 

cac tec gca aag cgc gtg tgg ttg ctg gtt tct ggt gcg gag aag get 691 

His Ser Ala Lys Arg Val Trp Leu Leu Val Ser Gly Ala Glu Lys Ala 
185 190 195 

gag gca get gcg gcg ate gtc aac ggt gag cct get gtt gag tgg cct 739 

Glu Ala Ala Ala Ala lie Val Asn Gly Glu Pro Ala Val Glu Trp Pro 
200 205 210 

get get gga get acc gga tct gag gaa acg gta ttg ttc ttg get gat 787 

Ala Ala Gly Ala Thr Gly Ser Glu Glu Thr Val Leu Phe Leu Ala Asp 

215 220 225 

gat get gca gga aat etc taagcagege cagctctaac aag 828 
Asp Ala Ala Gly Asn Leu 
230 235 



<210> 2 
<211> 235 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 2 

Met Val Asp Val Val Arg Ala Arg Asp Thr Glu Asp Leu Val Ala Gin 
15 10 15 

Ala Ala Ser Lys Phe lie Glu Val Val Glu Ala Ala Thr Ala Asn Asn 
20 25 30 

Gly Thr Ala Gin Val Val Leu Thr Gly Gly Gly Ala Gly lie Lys Leu 
35 40 45 

Leu Glu Lys Leu Ser Val Asp Ala Ala Asp Leu Ala Trp Asp Arg lie 
50 55 60 

His Val Phe Phe Gly Asp Glu Arg Asn Val Pro Val Ser Asp Ser Glu 
65 70 75 80 

Ser Asn Glu Gly Gin Ala Arg Glu Ala Leu Leu Ser Lys Val Ser lie 
85 90 95 

Pro Glu Ala Asn lie His Gly Tyr Gly Leu Gly Asp Val Asp Leu Ala 
100 105 110 



Glu Ala Ala Arg Ala Tyr Glu Ala Val Leu Asp Glu Phe Ala Pro Asn 
115 120 125 
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Gly Phe Asp Leu His 
130 

Ser Leu Phe Pro His 
145 

lie Ala Val Phe Asp 
165 

Thr Leu Pro Ala Val 
180 

Gly Ala Glu Lys Ala 
195 

Ala Val Glu Trp Pro 
210 

Leu Phe Leu Ala Asp 
225 



Leu Leu Gly Met Gly 
135 

Thr Asp Ala Val Lys 
150 

Ser Pro Lys Pro Pro 
170 

His Ser Ala Lys Arg 
185 

Glu Ala Ala Ala Ala 
200 

Ala Ala Gly Ala Thr 
215 



Asp Ala Ala Gly Asn 
230 



Gly Glu Gly His He Asn 

140 

Glu Ser Ser Ala Lys Val 

155 160 

Ser Glu Arg Ala Thr Leu 
175 

Val Trp Leu Leu Val Ser 
190 

He Val Asn Gly Glu Pro 
205 

Gly Ser Glu Glu Thr Val 
220 

Leu 
235 



<210> 3 

<211> 468 

<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (445) 

<223> RXA01626 

<400> 3 

gcaatagcga atgcgtaatt aaccacactt caaacctagc ccctcaggtg gaggattccg 60 

acattaccgt ctgaaaaatt tcatccgtag gctaaagagc atg teg aaa acg ate 115 

Met Ser Lys Thr He 
1 5 

ate gtg cgc acc gaa att gaa ate cct gga cac cca acc gec ate cat 163 

He Val Arg Thr Glu He Glu lie Pro Gly His Pro Thr Ala He His 

10 15 20 

ate gca gag atg cag gag ctt cgc cca tct gag get caa ggc ggc gtg 211 
He Ala Glu Met Gin Glu Leu Pro Pro Ser Glu Ala Gin Gly Gly Val 
25 30 35 



eta gca gga act gec gaa 259 
Leu Ala Gly Thr Ala Glu 
50 



cag atg 
Gin Met 



ggg gat 
Gly Asp 
55 

ctg aat 
Leu Asn 
70 



tgc aaa atg 
Cys Lys Met 
40 

gtc gtt act 
Val Val Thr 



aac gag cca 
Asn Glu Pro 



cag cgc 
Gin Arg 



ggt gca 
Gly Ala 
60 

aat gaa 
Asn Glu 
75 



att att gaa 
He He Glu 
45 

ggt gtt att 
Gly Val He 



gtg gtt ccc 
Val Val Pro 



ggc gga 
Gly Gly 
65 



tct aat ttc 
Ser Asn Phe 



cag 307 
Gin 



cat cca gat acc tat gcg 355 
His Pro Asp Thr Tyr Ala 
80 85 



gat ttc ccc gat ate aag gcg gtt gtt ate tec gcg gag act ttt gaa 



403 
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Asp Phe Pro Asp lie Lys Ala Val Val lie Ser Ala Glu Thr Phe Glu 
90 95 100 

ggc ctg tgg ctg gaa gcg gga gcg aag ttc cct ggg tta aat 445 

Gly Leu Trp Leu Glu Ala Gly Ala Lys Phe Pro Gly Leu Asn 
105 110 115 

taaccacttg cagtataccc tag 468 



<210> 4 
<211> 115 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 4 

Met Ser Lys Thr lie lie Val Arg Thr Glu lie Glu lie Pro Gly His 
15 10 15 

Pro Thr Ala lie His lie Ala Glu Met Gin Glu Leu Pro Pro Ser Giu 
20 25 30 

Ala Gin Gly Gly Val Gin Met Cys Lys Met Gin Arg lie lie Glu Leu 
35 40 45 

Ala Gly Thr Ala Glu Gly Asp Val Val Thr Gly Ala Gly Val lie Gly 
50 55 60 

Gly Ser Asn Phe Gin Leu Asn Asn Glu Pro Asn Glu Val Val Pro His 
65 70 75 80 

Pro Asp Thr Tyr Ala Asp Phe Pro Asp lie Lys Ala Val Val lie Ser 
85 90 95 

Ala Glu Thr Phe Glu Gly Leu Trp Leu Glu Ala Gly Ala Lys Phe Pro 
100 105 110 

Gly Leu Asn 
115 



<210> 5 
<211> 780 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (757) 

<223> RXA02245 

<400> 5 

gccacaccgc cacggcaccg atgcgatgtt tgtggcagtg ctgcgaaaga agtagacctg 60 

tgagctaagt ggggtagaca agagggctat gatttagggc atg gca caa cgt act 115 

Met Ala Gin Arg Thr 
1 5 

cca eta ate gec cca tec att ctt get get gat ttc tec cgc tta ggg 163 
Pro Leu lie Ala Pro Ser lie Leu Ala Ala Asp Phe Ser Arg Leu Gly 
10 15 20 
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gag cag gtg ttg get gtt cct gat get gac tgg att cac gtc gac ate 211 

Glu Gin Val Leu Ala Val Pro Asp Ala Asp Trp He His Val Asp He 

25 30 35 

atg gac gga cac ttc gtt cca aac ttg age ttt ggc gcg gat ate aca 259 

Met Asp Gly His Phe Val Pro Asn Leu Ser Phe Gly Ala Asp He Thr 
40 45 50 

get gcg gtc aac cgc gtt acg gac aaa gaa eta gac gtc cac ctg atg 307 

Ala Ala Val Asn Arg Val Thr Asp Lys Glu Leu Asp Val His Leu Met 
55 60 65 

ate gaa aac cca gag aag tgg gtg gac aac tac ate gac get ggc gcg 355 

He Glu Asn Pro Glu Lys Trp Val Asp Asn Tyr He Asp Ala Gly Ala 

70 75 80 85 

gac tgc att gtt ttc cac gtt gaa gee ace gaa ggt cac gtt gag ttg 403 

Asp Cys He Val Phe His Val Glu Ala Thr Glu Gly His Val Glu Leu 

90 95 100 

get aag tac ate cgt tec aag ggt gtg cgt gca ggt ttc tec ctg cgc 451 

Ala Lys Tyr He Arg Ser Lys Gly Val Arg Ala Gly Phe Ser Leu Arg 

105 110 115 

cct gga act ccc ate gag gat tac ttg gat gac etc gag cac ttc gat 4 99 

Pro Gly Thr Pro He Glu Asp Tyr Leu Asp Asp Leu Glu His Phe Asp 
120 125 130 

gaa gtc ate gtc atg age gtc gag cct gga ttc ggt ggc caa age ttc 547 

Glu Val He Val Met Ser Val Glu Pro Gly Phe Gly Gly Gin Ser Phe 
135 140 145 

atg cct gaa caa ctg gaa aag gtt cgt ace ctg cgc aag gtc ate gat 595 

Met Pro Glu Gin Leu Glu Lys Val Arg Thr Leu Arg Lys Val He Asp 

150 155 160 165 

gag cgc ggt ctg aac ace gtc ate gag ate gac ggc ggc att age gee 643 

Glu Arg Gly Leu Asn Thr Val He Glu He Asp Gly Gly He Ser Ala 

170 175 180 

aag acc ate aag cag get gee gac get ggc gtg gat gee ttc gtt gca 691 

Lys Thr He Lys Gin Ala Ala Asp Ala Gly Val Asp Ala Phe Val Ala 

185 190 195 

ggt tec get gtg tac ggc get gag gat ccc aac aag gcg ate cag gag 739 

Gly Ser Ala Val Tyr Gly Ala Glu Asp Pro Asn Lys Ala He Gin Glu 
200 205 210 

ttg cga gca etc gcg cag taaatggatg ttgcgcacgc gtt 780 
Leu Arg Ala Leu Ala Gin 
215 



<210> 6 
<211> 219 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 6 

Met Ala Gin Arg Thr Pro Leu He Ala Pro Ser He Leu Ala Ala Asp 
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1 



10 



15 



Phe Ser Arg Leu Gly Glu Gin Val Leu Ala Val Pro Asp Ala Asp Trp 
20 25 30 

lie His Val Asp lie Met Asp Gly His Phe Val Pro Asn Leu Ser Phe 
35 40 45 

Gly Ala Asp lie Thr Ala Ala Val Asn Arg Val Thr Asp Lys Glu Leu 
50 55 60 

Asp Val His Leu Met lie Glu Asn Pro Glu Lys Trp Val Asp Asn Tyr 
65 70 75 80 

lie Asp Ala Gly Ala Asp Cys He Val Phe His Val Glu Ala Thr Glu 
85 90 95 

Gly His Val Glu Leu Ala Lys Tyr He Arg Ser Lys Gly Val Arg Ala 
100 105 110 

Gly Phe Ser Leu Arg Pro Gly Thr Pro He Glu Asp Tyr Leu Asp Asp 
115 120 125 

Leu Glu His Phe Asp Glu Val He Val Met Ser Val Glu Pro Gly Phe 
130 135 140 

Gly Gly Gin Ser Phe Met Pro Glu Gin Leu Glu Lys Val Arg Thr Leu 
145 150 155 160 

Arg Lys Val He Asp Glu Arg Gly Leu Asn Thr Val He Glu He Asp 
165 170 175 

Gly Gly lie Ser Ala Lys Thr He Lys Gin Ala Ala Asp Ala Gly Val 
180 185 190 

Asp Ala Phe Val Ala Gly Ser Ala Val Tyr Gly Ala Glu Asp Pro Asn 
195 200 205 



Lys Ala He Gin Glu Leu Arg Ala Leu Ala Gin 
210 215 



<210> 7 

<211> 442 

<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (442) 

<223> RXA01015 

<400> 7 

ccaagattga gtcgagctat tttgcgattt gtgaaccccc aaatagggga aaagtccggg 60 

tatccgccgt tgtgaaaatg cctgcagtaa actgacttcc atg cgc gta tac ctt 115 

Met Arg Val Tyr Leu 
1 5 

gga gca gac cac get ggt ttc gaa act aaa aat gca ate gca gaa cac 163 
Gly Ala Asp His Ala Gly Phe Glu Thr Lys Asn Ala He Ala Glu His 
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10 



15 



20 



ctt aag gcc cac ggc cac gaa gtg ate gac tgc gga gec cac acc tat 
Leu Lys Ala His Gly His Glu Val lie Asp Cys Gly Ala His Thr Tyr 
25 30 35 



211 



gat gca gaa gat gac tac cca gcc ttc tgc ate gaa gca get age cgc 
Asp Ala Glu Asp Asp Tyr Pro Ala Phe Cys lie Glu Ala Ala Ser Arg 
40 45 50 



259 



aca gta aac gac cca ggc tea etc ggc ate gtc ctg ggt gga tec gga 
Thr Val Asn Asp Pro Gly Ser Leu Gly lie Val Leu Gly Gly Ser Gly 
55 60 65 



307 



aac ggc gag cag ate gcc gcc aac aag gtc aag ggt gca cgt tgt gca 
Asn Gly Glu Gin lie Ala Ala Asn Lys Val Lys Gly Ala Arg Cys Ala 
70 75 80 85 



355 



ctt get tgg tct gtt gaa act gca cgc etc gcc cgc gag cac aac aat 
Leu Ala Trp Ser Val Glu Thr Ala Arg Leu Ala Arg Glu His Asn Asn 
90 95 100 



403 



gcg aac etc ate ggc ate ggc ggc cgc atg cac tea gag 
Ala Asn Leu lie Gly lie Gly Gly Arg Met His Ser Glu 
105 110 



442 



<210> 8 
<211> 114 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 8 

Met Arg Val Tyr Leu Gly Ala Asp His Ala Gly Phe Glu Thr Lys Asn 
15 10 15 

Ala lie Ala Glu His Leu Lys Ala His Gly His Glu Val lie Asp Cys 
20 25 30 

Gly Ala His Thr Tyr Asp Ala Glu Asp Asp Tyr Pro Ala Phe Cys lie 
35 40 45 

Glu Ala Ala Ser Arg Thr Val Asn Asp Pro Gly Ser Leu Gly lie Val 
50 55 60 

Leu Gly Gly Ser Gly Asn Gly Glu Gin lie Ala Ala Asn Lys Val Lys 
65 70 75 80 

Gly Ala Arg Cys Ala Leu Ala Trp Ser Val Glu Thr Ala Arg Leu Ala 
85 90 95 

Arg Glu His Asn Asn Ala Asn Leu lie Gly lie Gly Gly Arg Met His 
100 105 110 

Ser Glu 



<210> 9 
<211> 2142 
<212> DNA 
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<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (2119) 
<223> RXN01312 

<400> 9 

gcagttgcgt acatcgttcc tgcactggtc ctgatcggca acatcaccat tccgttcgcc 60 

atcgctgttg gttggattgc gtaaaggtta ggaagaattt atg age act cac tct 115 

Met Ser Thr His Ser 
1 5 

gaa acc acc cgc cca gag ttc ate cac cca gtc tea gtc etc cca gag 163 
Glu Thr Thr Arg Pro Glu Phe lie His Pro Val Ser Val Leu Pro Glu 
10 15 20 

gtc tea get ggt acg gtc ctt gac get gca gag cca gca ggc gtt ccc 211 
Val Ser Ala Gly Thr Val Leu Asp Ala Ala Glu Pro Ala Gly Val Pro 
25 30 35 

acc aaa gat atg tgg gaa tac caa aaa gac cac atg aac ctg gtc tec 259 
Thr Lys Asp Met Trp Glu Tyr Gin Lys Asp His Met Asn Leu Val Ser 
40 45 50 

cca ctg aac cga cgc aag ttc cgt gtc etc gtc gtt ggc acc ggc ctg 307 
Pro Leu Asn Arg Arg Lys Phe Arg Val Leu Val Val Gly Thr Gly Leu 
55 60 65 

tec ggt ggt get gca gca gca gee etc ggc gaa etc gga tac gac gtc 355 
Ser Gly Gly Ala Ala Ala Ala Ala Leu Gly Glu Leu Gly Tyr Asp Val 
70 75 80 85 

aag gcg ttc acc tac cac gac gca cct cgc cgt gcg cac tec att get 403 
Lys Ala Phe Thr Tyr His Asp Ala Pro Arg Arg Ala His Ser lie Ala 
90 95 100 

gca cag ggt ggc gtt aac tec gee cgc ggc aag aag gta gac aac gac 451 
Ala Gin Gly Gly Val Asn Ser Ala Arg Gly Lys Lys Val Asp Asn Asp 
105 110 115 

ggc gca tac cgc cac gtc aag gac acc gtc aag ggc ggc gac tac cgt 4 99 
Gly Ala Tyr Arg His Val Lys Asp Thr Val Lys Gly Gly Asp Tyr Arg 
120 125 130 

ggt cgc gag tec gac tgc tgg cgt etc gee gtc gag tec gtc cgc gtc 547 
Gly Arg Glu Ser Asp Cys Trp Arg Leu Ala Val Glu Ser Val Arg Val 
135 140 145 

ate gac cac atg aac gee ate ggt gca cca ttc gee cgc gaa tac ggt 595 
lie Asp His Met Asn Ala lie Gly Ala Pro Phe Ala Arg Glu Tyr Gly 
150 155 160 165 

ggc gee ttg gca acc cgt tec ttc ggt ggt gtg cag gtc tec cgt acc 643 
Gly Ala Leu Ala Thr Arg Ser Phe Gly Gly Val Gin Val Ser Arg Thr 
170 175 180 

tac tac acc cgt gga caa acc gga cag cag ctg cag ttc tec acc gca 691 
Tyr Tyr Thr Arg Gly Gin Thr Gly Gin Gin Leu Gin Phe Ser Thr Ala 
185 190 195 
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tcc gca eta cag cgc cag ate cac etc ggc tec gta gaa ate ttc ace 739 
Ser Ala Leu Gin Arg Gin lie His Leu Gly Ser Val Glu lie Phe Thr 
200 205 210 

cat aac gaa atg gtt gac gtc att gtc acc gaa cgt aac ggt gaa aag 787 
His Asn Glu Met Val Asp Val He Val Thr Glu Arg Asn Gly Glu Lys 
215 220 225 

cgc tgc gaa ggc ctg ate atg cgc aac ctg ate acc ggc gag etc acc 835 
Arg Cys Glu Gly Leu He Met Arg Asn Leu He Thr Gly Glu Leu Thr 
230 235 240 245 

gca cac acc ggc cat gec gtt ate ctg gca acc ggt ggc tac ggc aac 883 
Ala His Thr Gly His Ala Val He Leu Ala Thr Gly Gly Tyr Gly Asn 
250 255 260 

gtg tac cac atg tec acc ctg gec aag aac tec aac gec teg gec ate 931 
Val Tyr His Met Ser Thr Leu Ala Lys Asn Ser Asn Ala Ser Ala He 
265 270 275 

atg cgt gca tac gaa gee ggc gca tac ttc gcg tec cca teg ttc ate 979 
Met Arg Ala Tyr Glu Ala Gly Ala Tyr Phe Ala Ser Pro Ser Phe He 
280 285 290 

cag ttc cac cca acc ggc ctg cct gtg aac tec acc tgg cag tec aag 1027 
Gin Phe His Pro Thr Gly Leu Pro Val Asn Ser Thr Trp Gin Ser Lys 
295 300 305 

acc att ctg atg tec gag teg ctg cgt aac gac ggc cgc ate tgg tec 1075 
Thr He Leu Met Ser Glu Ser Leu Arg Asn Asp Gly Arg He Trp Ser 
310 315 320 325 

cct aag gaa ccg aac gat aac cgc gat cca aac acc ate cct gag gat 1123 
Pro Lys Glu Pro Asn Asp Asn Arg Asp Pro Asn Thr He Pro Glu Asp 
330 335 340 

gag cgc gac tac ttc ctg gag cgc cgc tac cca gca ttc ggt aac etc 1171 
Glu Arg Asp Tyr Phe Leu Glu Arg Arg Tyr Pro Ala Phe Gly Asn Leu 
345 350 355 

gtc cca cgt gac gtt get tec cgt gcg ate tec cag cag ate aat get 1219 
Val Pro Arg Asp Val Ala Ser Arg Ala He Ser Gin Gin He Asn Ala 
360 365 370 

ggt etc ggt gtt gga cct ctg aac aac get gca tac ctg gac ttc cgc 1267 
Gly Leu Gly Val Gly Pro Leu Asn Asn Ala Ala Tyr Leu Asp Phe Arg 
375 380 385 

gac gee acc gag cgc etc gga cag gac acc ate cgc gag cgt tac tec 1315 
Asp Ala Thr Glu Arg Leu Gly Gin Asp Thr He Arg Glu Arg Tyr Ser 
390 395 400 405 

aac etc ttc acc atg tac gaa gag gca att ggc gag gac cca tac tec 1363 
Asn Leu Phe Thr Met Tyr Glu Glu Ala He Gly Glu Asp Pro Tyr Ser 
410 415 420 

age cca atg cgt att gca ccg acc tgc cac ttc acc atg ggt ggc etc 1411 
Ser Pro Met Arg He Ala Pro Thr Cys His Phe Thr Met Gly Gly Leu 
425 430 435 
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tgg act gac ttc aac gaa atg acg tea etc cca ggt ctg ttc tgc gca 1459 
Trp Thr Asp Phe Asn Glu Met Thr Ser Leu Pro Gly Leu Phe Cys Ala 
440 445 450 

ggc gaa gca tec tgg ace tac cac ggt gca aac cgt ctg ggc gca aac 1507 
Gly Glu Ala Ser Trp Thr Tyr His Gly Ala Asn Arg Leu Gly Ala Asn 
455 460 465 

tec ctg etc tec get tec gtc gat ggc tgg ttc acc ctg cca ttc ace 1555 
Ser Leu Leu Ser Ala Ser Val Asp Gly Trp Phe Thr Leu Pro Phe Thr 
470 475 480 485 

ate cct aac tac etc ggc cca ttg ctt ggc tec gag cgt ctg tea gag 1603 
lie Pro Asn Tyr Leu Gly Pro Leu Leu Gly Ser Glu Arg Leu Ser Glu 
490 495 500 

gat gca cca gaa gca cag gca gcg att gcg cgt gca cag get cgc att 1651 
Asp Ala Pro Glu Ala Gin Ala Ala lie Ala Arg Ala Gin Ala Arg lie 
505 510 515 

gac cgc etc atg ggc aac cgc cca gag tgg gtc ggt gac aac gtt cac 1699 
Asp Arg Leu Met Gly Asn Arg Pro Glu Trp Val Gly Asp Asn Val His 
520 525 530 

gga cct gag tac tac cac cgc cag ctt ggc gat ate ctg tac ttc tec 1747 
Gly Pro Glu Tyr Tyr His Arg Gin Leu Gly Asp lie Leu Tyr Phe Ser 
535 540 545 

tgt ggc gtt tec cga aac gta gaa gac etc cag gat ggc ate aac aag 1795 
Cys Gly Val Ser Arg Asn Val Glu Asp Leu Gin Asp Gly He Asn Lys 
55 0 555 560 565 

ate cgt gee etc cgc gat gac ttc tgg aag aac atg cgc ate acc ggc 1843 
He Arg Ala Leu Arg Asp Asp Phe Trp Lys Asn Met Arg He Thr Gly 
570 575 580 

age acc gat gag atg aac cag gtt etc gaa tac gca gca cgc gta gee 1891 
Ser Thr Asp Glu Met Asn Gin Val Leu Glu Tyr Ala Ala Arg Val Ala 
585 590 595 

gac tac ate gac etc ggc gaa etc atg tgt gtc gac gee etc gac cgc 1939 
Asp Tyr He Asp Leu Gly Glu Leu Met Cys Val Asp Ala Leu Asp Arg 
600 605 610 

gac gag tec tgt ggc get cac ttc cgc gac gac cac etc tec gaa gat 1987 
Asp Glu Ser Cys Gly Ala His Phe Arg Asp Asp His Leu Ser Glu Asp 
615 620 625 



ggc gaa gca caa cgt gac gac caa aac 
Gly Glu Ala Gin Arg Asp Asp Gin Asn 
630 635 

gaa cca ggc gag aat gga acc ttc gtc 
Glu Pro Gly Glu Asn Gly Thr Phe Val 
650 

ttc gaa tct gtc cca ctg cag aca agg 
Phe Glu Ser Val Pro Leu Gin Thr Arg 
665 670 



tgg tgc ttc gtc tec gca tgg 2035 

Trp Cys Phe Val Ser Ala Trp 
640 645 

tgc cac gca gaa cca ctg ttc 2083 

Cys His Ala Glu Pro Leu Phe 
655 660 

aac tac aag taatgaaact 2129 
Asn Tyr Lys 



tacacttgag ate 



2142 
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<210> 10 
<211> 673 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 10 

Met Ser Thr His Ser Glu Thr Thr Arg Pro Glu Phe lie His Pro Val 
1 5 io 15 

Ser Val Leu Pro Glu Val Ser Ala Gly Thr Val Leu Asp Ala Ala Glu 
2 ° 25 30 

Pro Ala Gly Val Pro Thr Lys Asp Met Trp Glu Tyr Gin Lys Asp His 
35 40 45 

Met Asn Leu Val Ser Pro Leu Asn Arg Arg Lys Phe Arg Val Leu Val 
50 55 60 

Val Gly Thr Gly Leu Ser Gly Gly Ala Ala Ala Ala Ala Leu Gly Glu 
65 70 75 80 

Leu Gly Tyr Asp Val Lys Ala Phe Thr Tyr His Asp Ala Pro Arg Arg 
85 90 95 

Ala His Ser He Ala Ala Gin Gly Gly Val Asn Ser Ala Arg Gly Lys 
100 105 HQ 

Lys Val Asp Asn Asp Gly Ala Tyr Arg His Val Lys Asp Thr Val Lys 
115 120 125 

Gly Gly Asp Tyr Arg Gly Arg Glu Ser Asp Cys Trp Arg Leu Ala Val 
130 135 140 

Glu Ser Val Arg Val He Asp His Met Asn Ala He Gly Ala Pro Phe 
145 150 155 160 

Ala Arg Glu Tyr Gly Gly Ala Leu Ala Thr Arg Ser Phe Gly Gly Val 
165 170 175 

Gin Val Ser Arg Thr Tyr Tyr Thr Arg Gly Gin Thr Gly Gin Gin Leu 
180 185 190 

Gin Phe Ser Thr Ala Ser Ala Leu Gin Arg Gin He His Leu Gly Ser 
195 200 205 

Val Glu He Phe Thr His Asn Glu Met Val Asp Val He Val Thr Glu 
210 215 220 

Arg Asn Gly Glu Lys Arg Cys Glu Gly Leu He Met Arg Asn Leu He 
225 230 235 240 

Thr Gly Glu Leu Thr Ala His Thr Gly His Ala Val He Leu Ala Thr 
245 250 255 

Gly Gly Tyr Gly Asn Val Tyr His Met Ser Thr Leu Ala Lys Asn Ser 
2 60 265 270 

Asn Ala Ser Ala He Met Arg Ala Tyr Glu Ala Gly Ala Tyr Phe Ala 
275 280 285 
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Ser Pro Ser Phe 
290 

Thr Trp Gin Ser 
305 

Gly Arg lie Trp 



Thr lie Pro Glu 
340 

Ala Phe Gly Asn 
355 

Gin Gin lie Asn 
370 

Tyr Leu Asp Phe 
385 

Arg Glu Arg Tyr 



Glu Asp Pro Tyr 
420 

Thr Met Gly Gly 
435 

Gly Leu Phe Cys 
450 

Arg Leu Gly Ala 
465 

Thr Leu Pro Phe 



Glu Arg Leu Ser 
500 

Ala Gin Ala Arg 
515 

Gly Asp Asn Val 
530 

lie Leu Tyr Phe 
545 

Asp Gly lie Asn 



Met Arg lie Thr 
580 

Ala Ala Arg Val 
595 



lie Gin Phe His 

295 

Lys Thr lie Leu 
310 

Ser Pro Lys Glu 
325 

Asp Glu Arg Asp 



Leu Val Pro Arg 
360 

Ala Gly Leu Gly 
375 

Arg Asp Ala Thr 

390 

Ser Asn Leu Phe 
405 

Ser Ser Pro Met 



Leu Trp Thr Asp 
440 

Ala Gly Glu Ala 
455 

Asn Ser Leu Leu 
470 

Thr lie Pro Asn 
485 

Glu Asp Ala Pro 



lie Asp Arg Leu 
520 

His Gly Pro Glu 

535 

Ser Cys Gly Val 
550 

Lys lie Arg Ala 
565 

Gly Ser Thr Asp 



Ala Asp Tyr lie 
600 



Pro Thr Gly Leu 
300 

Met Ser Glu Ser 
315 

Pro Asn Asp Asn 
330 

Tyr Phe Leu Glu 
345 

Asp Val Ala Ser 



Val Gly Pro Leu 
380 

Glu Arg Leu Gly 

395 

Thr Met Tyr Glu 
410 

Arg lie Ala Pro 
425 

Phe Asn Glu Met 



Ser Trp Thr Tyr 
460 

Ser Ala Ser Val 
475 

Tyr Leu Gly Pro 
490 

Glu Ala Gin Ala 
505 

Met Gly Asn Arg 



Tyr Tyr His Arg 
540 

Ser Arg Asn Val 
555 

Leu Arg Asp Asp 
570 

Glu Met Asn Gin 
585 

Asp Leu Gly Glu 



Pro Val Asn Ser 



Leu Arg Asn Asp 
320 

Arg Asp Pro Asn 

335 

Arg Arg Tyr Pro 
350 

Arg Ala lie Ser 
365 

Asn Asn Ala Ala 



Gin Asp Thr lie 
400 

Glu Ala lie Gly 
415 

Thr Cys His Phe 

430 

Thr Ser Leu Pro 
445 

His Gly Ala Asn 



Asp Gly Trp Phe 
480 

Leu Leu Gly Ser 
495 

Ala lie Ala Arg 
510 

Pro Glu Trp Val 
525 

Gin Leu Gly Asp 



Glu Asp Leu Gin 
560 

Phe Trp Lys Asn 
575 

Val Leu Glu Tyr 
590 

Leu Met Cys Val 
605 
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Asp Ala Leu Asp 
610 

His Leu Ser Glu 
625 

Phe Val Ser Ala 



Ala Glu Pro Leu 
660 



Arg Asp Glu Ser 
615 

Asp Gly Glu Ala 
630 

Trp Glu Pro Gly 
645 

Phe Phe Glu Ser 



Cys Gly Ala His 
620 

Gin Arg Asp Asp 
635 

Glu Asn Gly Thr 
650 

Val Pro Leu Gin 
665 



Phe Arg Asp Asp 



Gin Asn Trp Cys 
640 

Phe Val Cys His 
655 

Thr Arg Asn Tyr 
670 



Lys 



<210> 11 
<211> 1100 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1077) 

<223> FRXA01312 

<400> 11 

gag teg ctg cgt aac gac ggc cgc ate tgg tec cct aag gaa ccg aac 48 
Glu Ser Leu Arg Asn Asp Gly Arg lie Trp Ser Pro Lys Glu Pro Asn 
15 10 15 

gat aac cgc gat cca aac acc ate cct gag gat gag cgc gac tac ttc 96 
Asp Asn Arg Asp Pro Asn Thr lie Pro Glu Asp Glu Arg Asp Tyr Phe 
20 25 30 

ctg gag cgc cgc tac cca gca ttc ggt aac etc gtc cca cgt gac gtt 144 
Leu Glu Arg Arg Tyr Pro Ala Phe Gly Asn Leu Val Pro Arg Asp Val 
35 40 45 

get tec cgt gcg ate tec cag cag ate aat get ggt etc ggt gtt gga 192 
Ala Ser Arg Ala lie Ser Gin Gin lie Asn Ala Gly Leu Gly Val Gly 
50 55 60 

cct ctg aac aac get gca tac ctg gac ttc cgc gac gec acc gag cgc 240 
Pro Leu Asn Asn Ala Ala Tyr Leu Asp Phe Arg Asp Ala Thr Glu Arg 
65 70 75 80 

etc gga cag gac acc ate cgc gag cgt tac tec aac etc ttc acc atg 288 
Leu Gly Gin Asp Thr lie Arg Glu Arg Tyr Ser Asn Leu Phe Thr Met 
85 90 95 

tac gaa gag gca att ggc gag gac cca tac tec age cca atg cgt att 336 
Tyr Glu Glu Ala lie Gly Glu Asp Pro Tyr Ser Ser Pro Met Arg lie 
100 105 110 

gca ccg acc tgc cac ttc acc atg ggt ggc etc tgg act gac ttc aac 384 
Ala Pro Thr Cys His Phe Thr Met Gly Gly Leu Trp Thr Asp Phe Asn 
115 120 125 

gaa atg acg tea etc cca ggt ctg ttc tgc gca ggc gaa gca tec tgg 432 
Glu Met Thr Ser Leu Pro Gly Leu Phe Cys Ala Gly Glu Ala Ser Trp 
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130 135 140 

acc tac cac ggt gca aac cgt ctg ggc gca aac tec ctg etc tec get 
Thr Tyr His Gly Ala Asn Arg Leu Gly Ala Asn Ser Leu Leu Ser Ala 
145 150 155 160 

tec gtc gat ggc tgg ttc acc ctg cca ttc acc ate cct aac tac etc 
Ser Val Asp Gly Trp Phe Thr Leu Pro Phe Thr He Pro Asn Tyr Leu 
165 170 175 

ggc cca ttg ctt ggc tec gag cgt ctg tea gag gat gca cca gaa gca 
Gly Pro Leu Leu Gly Ser Glu Arg Leu Ser Glu Asp Ala Pro Glu Ala 
180 185 190 

cag gca gcg att gcg cgt gca cag get cgc att gac cgc etc atg ggc 
Gin Ala Ala He Ala Arg Ala Gin Ala Arg He Asp Arg Leu Met Gly 
195 200 205 

aac cgc cca gag tgg gtc ggt gac aac gtt cac gga cct gag tac tac 
Asn Arg Pro Glu Trp Val Gly Asp Asn Val His Gly Pro Glu Tyr Tyr 
210 215 220 

cac cgc cag ctt ggc gat ate ctg tac ttc tec tgt ggc gtt tec cga 
His Arg Gin Leu Gly Asp He Leu Tyr Phe Ser Cys Gly Val Ser Arg 
225 230 235 240 

aac gta gaa gac etc cag gat ggc ate aac aag ate cgt gee etc cgc 
Asn Val Glu Asp Leu Gin Asp Gly He Asn Lys He Arg Ala Leu Arg 
245 250 255 

gat gac ttc tgg aag aac atg cgc ate acc ggc age acc gat gag atg 
Asp Asp Phe Trp Lys Asn Met Arg He Thr Gly Ser Thr Asp Glu Met 
260 265 270 

aac cag gtt etc gaa tac gca gca cgc gta gee gac tac ate gac etc 
Asn Gin Val Leu Glu Tyr Ala Ala Arg Val Ala Asp Tyr He Asp Leu 
275 280 285 

ggc gaa etc atg tgt gtc gac gee etc gac cgc gac gag tec tgt ggc 
Gly Glu Leu Met Cys Val Asp Ala Leu Asp Arg Asp Glu Ser Cys Gly 
290 295 300 

get cac ttc cgc gac gac cac etc tec gaa gat ggc gaa gca caa cgt 
Ala His Phe Arg Asp Asp His Leu Ser Glu Asp Gly Glu Ala Gin Arg 
305 310 315 320 

gac gac caa aac tgg tgc ttc gtc tec gca tgg gaa cca ggc gag aat 
Asp Asp Gin Asn Trp Cys Phe Val Ser Ala Trp Glu Pro Gly Glu Asn 
325 330 335 

gga acc ttc gtc tgc cac gca gaa cca ctg ttc ttc gaa tct gtc cca 
Gly Thr Phe Val Cys His Ala Glu Pro Leu Phe Phe Glu Ser Val Pro 
340 345 350 

ctg cag aca agg aac tac aag taatgaaact tacacttgag ate 
Leu Gin Thr Arg Asn Tyr Lys 
355 



480 



528 



576 



624 



672 



720 



768 



816 



864 



912 



960 



100E 



1056 



1100 



<210> 12 
<211> 359 
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<212> PRT 

<213> Corynebacterium glutamicum 
<400> 12 

Glu Ser Leu Arg Asn Asp Gly Arg lie Trp Ser Pro Lys Glu Pro Asn 
15 10 15 

Asp Asn Arg Asp Pro Asn Thr lie Pro Glu Asp Glu Arg Asp Tyr Phe 
20 25 30 

Leu Glu Arg Arg Tyr Pro Ala Phe Gly Asn Leu Val Pro Arg Asp Val 
35 40 45 

Ala Ser Arg Ala lie Ser Gin Gin He Asn Ala Gly Leu Gly Val Gly 
50 55 60 

Pro Leu Asn Asn Ala Ala Tyr Leu Asp Phe Arg Asp Ala Thr Glu Arg 
65 70 75 80 

Leu Gly Gin Asp Thr He Arg Glu Arg Tyr Ser Asn Leu Phe Thr Met 
85 90 95 

Tyr Glu Glu Ala He Gly Glu Asp Pro Tyr Ser Ser Pro Met Arg He 
100 105 HO 

Ala Pro Thr Cys His Phe Thr Met Gly Gly Leu Trp Thr Asp Phe Asn 
115 120 125 

Glu Met Thr Ser Leu Pro Gly Leu Phe Cys Ala Gly Glu Ala Ser Trp 
130 135 140 

Thr Tyr His Gly Ala Asn Arg Leu Gly Ala Asn Ser Leu Leu Ser Ala 
145 150 155 160 

Ser Val Asp Gly Trp Phe Thr Leu Pro Phe Thr He Pro Asn Tyr Leu 
165 170 175 

Gly Pro Leu Leu Gly Ser Glu Arg Leu Ser Glu Asp Ala Pro Glu Ala 
180 185 190 

Gin Ala Ala He Ala Arg Ala Gin Ala Arg He Asp Arg Leu Met Gly 
195 200 205 

Asn Arg Pro Glu Trp Val Gly Asp Asn Val His Gly Pro Glu Tyr Tyr 
210 215 220 

His Arg Gin Leu Gly Asp He Leu Tyr Phe Ser Cys Gly Val Ser Arg 
225 230 235 240 

Asn Val Glu Asp Leu Gin Asp Gly He Asn Lys He Arg Ala Leu Arg 
245 250 255 

Asp Asp Phe Trp Lys Asn Met Arg He Thr Gly Ser Thr Asp Glu Met 
260 265 270 

Asn Gin Val Leu Glu Tyr Ala Ala Arg Val Ala Asp Tyr He Asp Leu 
275 280 285 



Gly Glu Leu Met Cys Val Asp Ala Leu Asp Arg Asp Glu Ser Cys Gly 
290 295 300 
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Ala His Phe Arg Asp Asp His Leu 
305 310 

Asp Asp Gin Asn Trp Cys Phe Val 
325 

Gly Thr Phe Val Cys His Ala Glu 
340 



Ser Glu Asp Gly Glu Ala Gin Arg 
315 320 

Ser Ala Trp Glu Pro Gly Glu Asn 
330 335 

Pro Leu Phe Phe Glu Ser Val Pro 
345 350 



Leu Gin Thr Arg Asn Tyr Lys 
355 



<210> 13 
<211> 1593 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1570) 
<223> RXN00231 



<400> 13 

caggactacc tcgacgccgg cgccaacttt gtccgagtcg gtgccgatgt ccagcaactc 60 

aacgctgctg gatacgaaaa gtgaaggaaa ataacgcatc atg act att aat gtt 11 

Met Thr He Asn Val 
1 5 



ttc gaa eta ctt gtc aaa agt ccc acg ggt eta ctg att ggt gat tec 163 
Phe Glu Leu Leu Val Lys Ser Pro Thr Gly Leu Leu He Gly Asp Ser 
10 15 20 

tgg gtg gaa gca tec gac ggc ggt act ttc gat gtg gaa aac cca gcg 211 
Trp Val Glu Ala Ser Asp Gly Gly Thr Phe Asp Val Glu Asn Pro Ala 
25 30 35 

acg ggt gaa aca ate gca acg etc gcg tct get act tec gag gat gca 259 
Thr Gly Glu Thr He Ala Thr Leu Ala Ser Ala Thr Ser Glu Asp Ala 
40 45 50 



ctg get get ctt gat get gca tgc get gtt cag gee gag tgg get agg 
Leu Ala Ala Leu Asp Ala Ala Cys Ala Val Gin Ala Glu Trp Ala Arg 
55 60 65 



gta gca gaa cgt gca gaa gag ttc gee acc etc atg acc ttg gaa atg 

Val Ala Glu Arg Ala Glu Glu Phe Ala Thr Leu Met Thr Leu Glu Met 

90 95 100 

ggc aag cct ttg get gaa get cgc ggc gaa gtc acc tac ggc aac gaa 

Gly Lys Pro Leu Ala Glu Ala Arg Gly Glu Val Thr Tyr Gly Asn Glu 

105 110 115 

ttc ctg cgc tgg ttc tct gag gaa gca gtt cgt ctg tat ggc cgt tac 

Phe Leu Arg Trp Phe Ser Glu Glu Ala Val Arg Leu Tyr Gly Arg Tyr 

120 125 130 



307 



atg cca gcg cgc gag cgt tct aat att tta cgc cgc ggt ttt gag etc 355 
Met Pro Ala Arg Glu Arg Ser Asn He Leu Arg Arg Gly Phe Glu Leu 
70 75 80 85 



403 



451 



499 
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gga acc aca cca gaa ggc aac ttg egg atg ctg acc gec etc aag cca 547 
Gly Thr Thr Pro Glu Gly Asn Leu Arg Met Leu Thr Ala Leu Lys Pro 
135 140 145 

gtt ggc ccg tgc etc ctg ate acc cca tgg aac ttc cca eta gca atg 595 
Val Gly Pro Cys Leu Leu He Thr Pro Trp Asn Phe Pro Leu Ala Met 
150 155 160 165 

get acc cgc aag gtc gca cct gcg ate get gca ggt tgt gtc atg gtg 643 
Ala Thr Arg Lys Val Ala Pro Ala He Ala Ala Gly Cys Val Met Val 
170 175 180 

etc aag cca get cga ctt acc ccg ctg acc tec cag tat ttt get cag 691 
Leu Lys Pro Ala Arg Leu Thr Pro Leu Thr Ser Gin Tyr Phe Ala Gin 
185 190 195 

acc atg ctt gat gee ggt ctt cca gca ggt gtc etc aat gtg gtc tec 739 
Thr Met Leu Asp Ala Gly Leu Pro Ala Gly Val Leu Asn Val Val Ser 
200 205 210 

ggt get tec gee tct gcg att tec aac ccg att atg gaa gac gat cgc 787 
Gly Ala Ser Ala Ser Ala He Ser Asn Pro He Met Glu Asp Asp Arg 
215 220 225 

ctt cgt aaa gtc tec ttc acc ggc tec acc cca gtt ggc cag cag ctg 835 
Leu Arg Lys Val Ser Phe Thr Gly Ser Thr Pro Val Gly Gin Gin Leu 
230 235 240 245 

etc aaa aag get gee gat aaa gtt ctg cgc acc tec atg gaa ctt ggt 883 
Leu Lys Lys Ala Ala Asp Lys Val Leu Arg Thr Ser Met Glu Leu Gly 
250 255 260 

ggc aac gca cct ttc att gtc ttc gag gac gee gac eta gat etc gcg 931 
Gly Asn Ala Pro Phe He Val Phe Glu Asp Ala Asp Leu Asp Leu Ala 
265 270 275 

ate gaa ggt gee atg ggt gee aaa atg cgc aac ate ggc gaa get tgc 97 9 
He Glu Gly Ala Met Gly Ala Lys Met Arg Asn He Gly Glu Ala Cys 
280 285 290 

acc gca gee aac cgt ttc tta gtc cac gaa tec gtc gec gat gaa ttc 1027 
Thr Ala Ala Asn Arg Phe Leu Val His Glu Ser Val Ala Asp Glu Phe 
295 300 305 

ggc cgt cgc ttc get gec cgc ctt gaa gag caa gtc eta ggc aac ggc 1075 
Gly Arg Arg Phe Ala Ala Arg Leu Glu Glu Gin Val Leu Gly Asn Gly 
310 315 320 325 

etc gac gaa ggc gtc acc gtg ggc ccc ctg gtt gag gaa aaa gca cga 1123 
Leu Asp Glu Gly Val Thr Val Gly Pro Leu Val Glu Glu Lys Ala Arg 
330 335 340 

gac age gtt gca teg ctt gtc gac gee gee gtc gee gaa ggt gec acc 1171 
Asp Ser Val Ala Ser Leu Val Asp Ala Ala Val Ala Glu Gly Ala Thr 
345 350 355 

gtc etc acc ggc ggc aag gee ggc aca ggt gca ggc tac ttc tac gaa 1219 
Val Leu Thr Gly Gly Lys Ala Gly Thr Gly Ala Gly Tyr Phe Tyr Glu 
360 365 370 
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cca acg gtg etc acg gga gtt tea aca gat gcg get ate ctg aac gaa 1267 
Pro Thr Val Leu Thr Gly Val Ser Thr Asp Ala Ala lie Leu Asn Glu 
375 380 385 

gag ate ttc ggt ccc gtc gca ccg ate gtc acc ttc caa acc gag gaa 1315 
Glu lie Phe Gly Pro Val Ala Pro lie Val Thr Phe Gin Thr Glu Glu 
390 395 400 405 

gaa gec ctg cgt eta gec aac tec acc gaa tac gga ctg gec tec tat 1363 
Glu Ala Leu Arg Leu Ala Asn Ser Thr Glu Tyr Gly Leu Ala Ser Tyr 
410 415 420 

gtg ttc acc cag gac acc tea cgt att ttc cgc gtc tec gat ggt etc 1411 
Val Phe Thr Gin Asp Thr Ser Arg Tie Phe Arg Val Ser Asp Gly Leu 
425 430 435 

gag ttc ggc eta gtg ggc gtc aat tec ggt gtc ate tct aac get get 1459 
Glu Phe Gly Leu Val Gly Val Asn Ser Gly Val lie Ser Asn Ala Ala 
440 445 450 

gca cct ttt ggt ggc gta aaa caa tec gga atg ggc cgc gaa ggt ggt 1507 
Ala Pro Phe Gly Gly Val Lys Gin Ser Gly Met Gly Arg Glu Gly Gly 
455 460 465 

etc gaa gga ate gag gag tac acc tec gtg cag tac ate ggt ate egg 1555 
Leu Glu Gly He Glu Glu Tyr Thr Ser Val Gin Tyr He Gly He Arg 
470 475 480 485 

gat cct tac gec ggc tagcatctgc ccctttacaa ate 1593 
Asp Pro Tyr Ala Gly 
490 



<210> 14 
<211> 490 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 14 

Met Thr He Asn Val Phe Glu Leu Leu Val Lys Ser Pro Thr Gly Leu 
15 10 15 

Leu He Gly Asp Ser Trp Val Glu Ala Ser Asp Gly Gly Thr Phe Asp 
20 25 30 

Val Glu Asn Pro Ala Thr Gly Glu Thr He Ala Thr Leu Ala Ser Ala 
35 40 45 

Thr Ser Glu Asp Ala Leu Ala Ala Leu Asp Ala Ala Cys Ala Val Gin 
50 55 60 

Ala Glu Trp Ala Arg Met Pro Ala Arg Glu Arg Ser Asn He Leu Arg 
65 70 75 80 

Arg Gly Phe Glu Leu Val Ala Glu Arg Ala Glu Glu Phe Ala Thr Leu 
85 90 95 

Met Thr Leu Glu Met Gly Lys Pro Leu Ala Glu Ala Arg Gly Glu Val 
100 105 110 



Thr Tyr Gly Asn Glu Phe Leu Arg Trp Phe Ser Glu Glu Ala Val Arg 
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115 120 125 

Leu Tyr Gly Arg Tyr Gly Thr Thr Pro Glu Gly Asn Leu Arg Met Leu 
130 135 140 

Thr Ala Leu Lys Pro Val Gly Pro Cys Leu Leu lie Thr Pro Trp Asn 
145 150 155 160 

Phe Pro Leu Ala Met Ala Thr Arg Lys Val Ala Pro Ala lie Ala Ala 
165 170 175 

Gly Cys Val Met Val Leu Lys Pro Ala Arg Leu Thr Pro Leu Thr Ser 
180 185 190 

Gin Tyr Phe Ala Gin Thr Met Leu Asp Ala Gly Leu Pro Ala Gly Val 
195 200 205 

Leu Asn Val Val Ser Gly Ala Ser Ala Ser Ala lie Ser Asn Pro lie 
210 215 220 

Met Glu Asp Asp Arg Leu Arg Lys Val Ser Phe Thr Gly Ser Thr Pro 
225 230 235 240 

Val Gly Gin Gin Leu Leu Lys Lys Ala Ala Asp Lys Val Leu Arg Thr 
245 250 255 

Ser Met Glu Leu Gly Gly Asn Ala Pro Phe lie Val Phe Glu Asp Ala 
260 265 270 

Asp Leu Asp Leu Ala lie Glu Gly Ala Met Gly Ala Lys Met Arg Asn 
275 280 285 

lie Gly Glu Ala Cys Thr Ala Ala Asn Arg Phe Leu Val His Glu Ser 
290 295 300 

Val Ala Asp Glu Phe Gly Arg Arg Phe Ala Ala Arg Leu Glu Glu Gin 
305 310 315 320 

Val Leu Gly Asn Gly Leu Asp Glu Gly Val Thr Val Gly Pro Leu Val 
325 330 335 

Glu Glu Lys Ala Arg Asp Ser Val Ala Ser Leu Val Asp Ala Ala Val 
340 345 350 

Ala Glu Gly Ala Thr Val Leu Thr Gly Gly Lys Ala Gly Thr Gly Ala 
355 360 365 

Gly Tyr Phe Tyr Glu Pro Thr Val Leu Thr Gly Val Ser Thr Asp Ala 
370 375 380 

Ala lie Leu Asn Glu Glu lie Phe Gly Pro Val Ala Pro lie Val Thr 
385 390 395 400 

Phe Gin Thr Glu Glu Glu Ala Leu Arg Leu Ala Asn Ser Thr Glu Tyr 
405 410 415 

Gly Leu Ala Ser Tyr Val Phe Thr Gin Asp Thr Ser Arg lie Phe Arg 
420 425 430 

Val Ser Asp Gly Leu Glu Phe Gly Leu Val Gly Val Asn Ser Gly Val 
435 440 445 
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Ile Ser Asn Ala Ala Ala Pro Phe Gly Gly Val Lys Gin Ser Gly Met 
450 455 460 

Gly Arg Glu Gly Gly Leu Glu Gly lie Glu Glu Tyr Thr Ser Val Gin 
465 470 475 480 

Tyr lie Gly lie Arg Asp Pro Tyr Ala Gly 

485 490 



<210> 15 
<211> 870 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (847) 

<223> RXA01311 

<400> 15 

tcgtctccgc atgggaacca ggcgagaatg gaaccttcgt ctgccacgca gaaccactgt 60 

tcttcgaatc tgtcccactg cagacaagga actacaagta atg aaa ctt aca ctt 115 

Met Lys Leu Thr Leu 
1 5 

gag ate tgg cgt caa gca ggc cca act gcg gaa ggc aag ttc gaa acc 163 
Glu lie Trp Arg Gin Ala Gly Pro Thr Ala Glu Gly Lys Phe Glu Thr 
10 15 20 

gtc cag gtt gac gac gec gtc gcg cag atg tec ate ctg gag ctg ctt 211 
Val Gin Val Asp Asp Ala Val Ala Gin Met Ser lie Leu Glu Leu Leu 
25 30 35 

gac cac gta aac aac aag ttc ate gaa gaa ggc aaa gaa cca ttc gcg 259 
Asp His Val Asn Asn Lys Phe lie Glu Glu Gly Lys Glu Pro Phe Ala 
40 45 50 

ttc gec tct gac tgc cgc gaa ggc att tgt ggt acc tgt ggt etc etc 307 
Phe Ala Ser Asp Cys Arg Glu Gly lie Cys Gly Thr Cys Gly Leu Leu 
55 60 65 

gtg aac ggt cgc cct cac ggc gec gac cag aac aag cct gec tgt gcg 355 
Val Asn Gly Arg Pro His Gly Ala Asp Gin Asn Lys Pro Ala Cys Ala 
70 75 80 85 

cag cgc ctg gtc age tac aag gaa ggc gac acc etc aag ate gaa cca 403 
Gin Arg Leu Val Ser Tyr Lys Glu Gly Asp Thr Leu Lys lie Glu Pro 
90 95 100 

ctg cgt tec gec gca tac cca gtg ate aag gac atg gtc gtc gac cgc 451 
Leu Arg Ser Ala Ala Tyr Pro Val lie Lys Asp Met Val Val Asp Arg 
105 110 115 

tec gca ctg gac cgt gtc atg gaa cag ggt ggc tac gtg acc ate aac 499 
Ser Ala Leu Asp Arg Val Met Glu Gin Gly Gly Tyr Val Thr lie Asn 
120 125 130 



gca ggt acc gca cct gac get gat acc etc cac gtc aac cac gaa acc 



547 
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Ala Gly Thr Ala Pro Asp Ala Asp Thr Leu His Val Asn His Glu Thr 
135 140 145 

gca gaa etc gca ctt gac cac gca gec tgc ate ggc tgt ggc gca tgt 595 
Ala Glu Leu Ala Leu Asp His Ala Ala Cys lie Gly Cys Gly Ala Cys 
150 155 160 165 

gtt get gee tgc cct aac ggc gca gca cac ctg ttc acc ggc gca aag 643 
Val Ala Ala Cys Pro Asn Gly Ala Ala His Leu Phe Thr Gly Ala Lys 
170 175 180 

ctt gtt cac etc tec etc etc cca ctg ggt aag gaa gag cgc gga ctg 691 
Leu Val His Leu Ser Leu Leu Pro Leu Gly Lys Glu Glu Arg Gly Leu 

185 190 195 

cgt gca cgt aag atg gtt gat gaa atg gaa acc aac ttc gga cac tgc 739 
Arg Ala Arg Lys Met Val Asp Glu Met Glu Thr Asn Phe Gly His Cys 
200 205 210 

tec etc tac ggc gag tgc gca gat gtc tgc ccc gca ggc ate cca ctg 787 
Ser Leu Tyr Gly Glu Cys Ala Asp Val Cys Pro Ala Gly lie Pro Leu 
215 220 225 

acc get gtg gca get gtc acc aag gaa cgt gcg cgt gca get ttc cga 835 
Thr Ala Val Ala Ala Val Thr Lys Glu Arg Ala Arg Ala Ala Phe Arg 
230 235 240 245 

ggc aaa gac gac tagtctttaa tccaagtaag tac 870 
Gly Lys Asp Asp 



<210> 16 
<211> 249 
<212> PRT 

<213> Corynebacterium glut amicum 
<400> 16 

Met Lys Leu Thr Leu Glu lie Trp Arg Gin Ala Gly Pro Thr Ala Glu 
15 10 15 

Gly Lys Phe Glu Thr Val Gin Val Asp Asp Ala Val Ala Gin Met Ser 
20 25 30 

lie Leu Glu Leu Leu Asp His Val Asn Asn Lys Phe He Glu Glu Gly 
35 40 45 

Lys Glu Pro Phe Ala Phe Ala Ser Asp Cys Arg Glu Gly He Cys Gly 
50 55 60 

Thr Cys Gly Leu Leu Val Asn Gly Arg Pro His Gly Ala Asp Gin Asn 
65 70 75 80 

Lys Pro Ala Cys Ala Gin Arg Leu Val Ser Tyr Lys Glu Gly Asp Thr 
85 90 95 

Leu Lys He Glu Pro Leu Arg Ser Ala Ala Tyr Pro Val He Lys Asp 
100 105 110 



Met Val Val Asp Arg Ser Ala Leu Asp Arg Val Met Glu Gin Gly Gly 
115 120 125 
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Tyr Val Thr lie 
130 

Val Asn His Glu 
145 

Gly Cys Gly Ala 



Phe Thr Gly Ala 
180 

Glu Glu Arg Gly 
195 

Asn Phe Gly His 
210 

Ala Gly He Pro 
225 

Arg Ala Ala Phe 



Asn Ala Gly Thr 
135 

Thr Ala Glu Leu 
150 

Cys Val Ala Ala 
165 

Lys Leu Val His 



Leu Arg Ala Arg 
200 

Cys Ser Leu Tyr 
215 

Leu Thr Ala Val 

230 

Arg Gly Lys Asp 
245 



Ala Pro Asp Ala 
140 

Ala Leu Asp His 
155 

Cys Pro Asn Gly 
170 

Leu Ser Leu Leu 
185 

Lys Met Val Asp 



Gly Glu Cys Ala 
220 

Ala Ala Val Thr 
235 



Asp 



Asp Thr Leu His 



Ala Ala Cys He 
160 

Ala Ala His Leu 
175 

Pro Leu Gly Lys 
190 

Glu Met Glu Thr 
205 

Asp Val Cys Pro 



Lys Glu Arg Ala 
240 



<210> 17 
<211> 1530 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1507) 

<223> RXA01535 

<400> 17 

acccacctca ctctaggggt ggactccagt gtttcgcgac aacacaatga gtaagcttgt 60 



gacagccgta tttaattctc agtaagaaat gagtgatttc atg acc gag cag gaa 

Met Thr Glu Gin Glu 
1 5 



tct ggt cgt ggt ctg gaa tec gca cag ate cgc gca atg ggt ctg ctg 
Ser Gly Arg Gly Leu Glu Ser Ala Gin He Arg Ala Met Gly Leu Leu 
40 45 50 

aag gca get tgt gcg cag gta aac aag gac tec ggt gcg ctg gat gca 
Lys Ala Ala Cys Ala Gin Val Asn Lys Asp Ser Gly Ala Leu Asp Ala 
55 60 65 



115 



ttc cgt att gag cac gac acc atg ggt gaa gtg aag gtt cca gca aag 163 
Phe Arq He Glu His Asp Thr Met Gly Glu Val Lys Val Pro Ala Lys 
10 15 20 

get ctg tgg cag gca cag acc cag cgc get gtt gag aac ttc cct ate 211 
Ala Leu Trp Gin Ala Gin Thr Gin Arg Ala Val Glu Asn Phe Pro He 
25 30 35 



259 



307 



gag aag gca gat gee ate att gca get ggt aag gag ate gcg tec ggt 355 
Glu Lys Ala Asp Ala He He Ala Ala Gly Lys Glu He Ala Ser Gly 
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70 75 80 85 

aag cat gac get gag ttc cca att gat gtg ttc cag act ggt tec ggt 403 
Lys His Asp Ala Glu Phe Pro He Asp Val Phe Gin Thr Gly Ser Gly 
90 95 100 

act tec tec aac atg aac ace aat gag gtt ate get tec ate gcg aag 451 
Thr Ser Ser Asn Met Asn Thr Asn Glu Val He Ala Ser He Ala Lys 
105 110 115 

get aac ggc gtt gag gtt cac cca aat gac cac gtc aac atg ggt cag 4 99 
Ala Asn Gly Val Glu Val His Pro Asn Asp His Val Asn Met Gly Gin 
120 125 130 

tec tec aat gac acc ttc cct act gca act cac gtt get gca acc gaa 547 
Ser Ser Asn Asp Thr Phe Pro Thr Ala Thr His Val Ala Ala Thr Glu 
135 140 145 

get get gtc aat gac etc ate cca ggc ctg aag gtt ctg cac gag tct 595 
Ala Ala Val Asn Asp Leu He Pro Gly Leu Lys Val Leu His Glu Ser 
150 155 160 165 

ttg gcg aag aag get aac gag tgg tct gag gtt gtt aag tec ggc cgc 643 
Leu Ala Lys Lys Ala Asn Glu Trp Ser Glu Val Val Lys Ser Gly Arg 
170 175 180 

acc cac ctg atg gac get gtt cca gta acc ctg ggc cag gag ttc ggt 691 
Thr His Leu Met Asp Ala Val Pro Val Thr Leu Gly Gin Glu Phe Gly 
185 190 195 

ggc tac get cgc cag ate cag etc ggc ate gag cgc gtt gag get act 739 
Gly Tyr Ala Arg Gin He Gin Leu Gly He Glu Arg Val Glu Ala Thr 
200 205 210 

ctt cct cgc ctt ggt gag ctg get att ggt ggc acc get get ggt acc 787 
Leu Pro Arg Leu Gly Glu Leu Ala He Gly Gly Thr Ala Ala Gly Thr 
215 220 225 

ggt ate aac acc tec get gat ttc ggc ggc aag gtt gtt get gaa ctg 835 
Gly He Asn Thr Ser Ala Asp Phe Gly Gly Lys Val Val Ala Glu Leu 
230 235 240 245 

ate aac ttg acc gac gtc aag gag etc aag gaa get gag aac cac ttc 883 
He Asn Leu Thr Asp Val Lys Glu Leu Lys Glu Ala Glu Asn His Phe 
250 255 260 

gag get cag get gca cgc gac get ctt gtt gag ttc tec ggc gca atg 931 
Glu Ala Gin Ala Ala Arg Asp Ala Leu Val Glu Phe Ser Gly Ala Met 
265 270 275 

cgc gtt ate get gtc tec ttg tac aag ate get aac gat ate cgc etc 979 
Arg Val He Ala Val Ser Leu Tyr Lys He Ala Asn Asp He Arg Leu 
280 285 290 

atg ggc tec ggc cca ctg acc ggt ctt ggc gag ate cgt etc cca gac 1027 
Met Gly Ser Gly Pro Leu Thr Gly Leu Gly Glu He Arg Leu Pro Asp 
295 300 305 



ctg cag cca ggt tec tec ate atg cca ggc aag gtc aac cca gtt etc 
Leu Gin Pro Gly Ser Ser He Met Pro Gly Lys Val Asn Pro Val Leu 
310 315 320 325 



1075 
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tgt gag acc get acc cag gtt tec get cag gtt ate ggc aat gac gca 1123 
Cys Glu Thr Ala Thr Gin Val Ser Ala Gin Val He Gly Asn Asp Ala 
330 335 340 

get gtt gcg ttc tec ggc ace cag ggc cag ttc gag etc aac gtg ttc 
Ala Val Ala Phe Ser Gly Thr Gin Gly Gin Phe Glu Leu Asn Val Phe 
345 35Q 355 

ate cca gtg atg get cgc aac gtg ctt gag tec get cgc ctg ctg get 
He Pro Val Met Ala Arg Asn Val Leu Glu Ser Ala Arg Leu Leu Ala 
360 365 370 

aac act tec cgc gtg ttc gca acc cgt etc gtt gat ggc att gag cca 
Asn Thr Ser Arg Val Phe Ala Thr Arg Leu Val Asp Gly He Glu Pro 
375 380 385 

aac gag gca cac atg aag gag etc get gag tct tea cct tec ate gtt 1315 
Asn Glu Ala His Met Lys Glu Leu Ala Glu Ser Ser Pro Ser He Val 
390 395 400 405 



acc cca ctg aac tct gca ate ggc tac gaa get get gca aag gtg get 

Thr Pro Leu Asn Ser Ala He Gly Tyr Glu Ala Ala Ala Lys Val Ala 

410 415 420 

aag act get ttg get gag ggc aag acc ate cgc cag act gtc ate gat 

Lys Thr Ala Leu Ala Glu Gly Lys Thr He Arg Gin Thr Val He Asp 
425 430 435 

ttg ggc ttg gtt gat ggc gag aag etc acc gag gaa gag ctg gac aag 

Leu Gly Leu Val Asp Gly Glu Lys Leu Thr Glu Glu Glu Leu Asp Lys 
440 445 450 

cgc etc gac gtt ctt get atg get cac acc gag cgc gag aac aag ttc 
Arg Leu Asp Val Leu Ala Met Ala His Thr Glu Arg Glu Asn Lys Phe 
455 460 465 

taaaactaga acccgataaa taa 



1171 



1219 



1267 



1363 



1411 



1459 



1507 



1530 



<210> 18 
<211> 469 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 18 

Met Thr Glu Gin Glu Phe Arg He Glu His Asp Thr Met Gly Glu Val 
15 10 15 

Lys Val Pro Ala Lys Ala Leu Trp Gin Ala Gin Thr Gin Arg Ala Val 
20 25 30 

Glu Asn Phe Pro He Ser Gly Arg Gly Leu Glu Ser Ala Gin He Arg 
35 40 45 

Ala Met Gly Leu Leu Lys Ala Ala Cys Ala Gin Val Asn Lys Asp Ser 
50 55 60 

Gly Ala Leu Asp Ala Glu Lys Ala Asp Ala He He Ala Ala Gly Lys 
65 70 75 80 
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Glu He Ala Ser 



Gin Thr Gly Ser 
100 

Ala Ser He Ala 
115 

Val Asn Met Gly 
130 

Val Ala Ala Thr 
145 

Val Leu His Glu 



Val Lys Ser Gly 
180 

Gly Gin Glu Phe 
195 

Arg Val Glu Ala 
210 

Thr Ala Ala Gly 
225 

Val Val Ala Glu 



Ala Glu Asn His 
260 

Phe Ser Gly Ala 
275 

Asn Asp He Arg 
290 

He Arg Leu Pro 
305 

Val Asn Pro Val 



He Gly Asn Asp 
340 

Glu Leu Asn Val 
355 

Ala Arg Leu Leu 
370 

Asp Gly He Glu 
385 

Ser Pro Ser He 



Gly Lys His Asp 
85 

Gly Thr Ser Ser 



Lys Ala Asn Gly 
120 

Gin Ser Ser Asn 
135 

Glu Ala Ala Val 
150 

Ser Leu Ala Lys 
165 

Arg Thr His Leu 



Gly Gly Tyr Ala 
200 

Thr Leu Pro Arg 
215 

Thr Gly He Asn 
230 

Leu He Asn Leu 
245 

Phe Glu Ala Gin 



Met Arg Val He 
280 

Leu Met Gly Ser 
295 

Asp Leu Gin Pro 
310 

Leu Cys Glu Thr 
325 

Ala Ala Val Ala 



Phe lie Pro Val 
360 

Ala Asn Thr Ser 
375 

Pro Asn Glu Ala 
390 

Val Thr Pro Leu 



Ala Glu Phe Pro 
90 

Asn Met Asn Thr 
105 

Val Glu Val His 



Asp Thr Phe Pro 
140 

Asn Asp Leu lie 
155 

Lys Ala Asn Glu 
170 

Met Asp Ala Val 
185 

Arg Gin He Gin 



Leu Gly Glu Leu 
220 

Thr Ser Ala Asp 
235 

Thr Asp Val Lys 
250 

Ala Ala Arg Asp 
265 

Ala Val Ser Leu 



Gly Pro Leu Thr 
300 

Gly Ser Ser He 
315 

Ala Thr Gin Val 
330 

Phe Ser Gly Thr 
345 

Met Ala Arg Asn 



Arg Val Phe Ala 
380 

His Met Lys Glu 
395 

Asn Ser Ala lie 



lie Asp Val Phe 
95 

Asn Glu Val He 
110 

Pro Asn Asp His 
125 

Thr Ala Thr His 



Pro Gly Leu Lys 
160 

Trp Ser Glu Val 
175 

Pro Val Thr Leu 
190 

Leu Gly He Glu 
205 

Ala He Gly Gly 



Phe Gly Gly Lys 
240 

Glu Leu Lys Glu 
255 

Ala Leu Val Glu 
270 

Tyr Lys He Ala 
285 

Gly Leu Gly Glu 



Met Pro Gly Lys 
320 

Ser Ala Gin Val 
335 

Gin Gly Gin Phe 
350 

Val Leu Glu Ser 
365 

Thr Arg Leu Val 



Leu Ala Glu Ser 
400 

Gly Tyr Glu Ala 
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Ala Ala Lys Val 
420 

Gin Thr Val lie 
435 

Glu Glu Leu Asp 
450 

Arg Glu Asn Lys 
465 



405 

Ala Lys Thr Ala 

Asp Leu Gly Leu 
440 

Lys Arg Leu Asp 
455 

Phe 



410 

Leu Ala Glu Gly 
425 

Val Asp Gly Glu 

Val Leu Ala Met 
460 



415 

Lys Thr He Arg 
430 

Lys Leu Thr Glu 
445 

Ala His Thr Glu 



<210> 19 
<211> 1164 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1141) 
<223> RXA00517 



<400> 19 

ggtcttagaa ccagcgtgca ctgatggcga ttaaaggggg ttgcgcctat acctattgct 60 

ggtatacatt tcggtatacc taaaccgaat tgagggattc atg cca gaa gtc act 115 

Met Pro Glu Val Thr 
1 5 



gtc aac gcc caa caa etc act gtt etc tgc aca gac ate etc ace aaa 
Val Asn Ala Gin Gin Leu Thr Val Leu Cys Thr Asp He Leu Thr Lys 
10 15 20 



163 



act gga gta cct gca gca gac gcc cat ctt gtc ggt gat agt ttg gtg 211 
Thr Gly Val Pro Ala Ala Asp Ala His Leu Val Gly Asp Ser Leu Val 
25 30 35 



cag get gat ctt tgg ggt cac ccc tec cac ggt gtg ctt cga ctg cct 259 
Gin Ala Asp Leu Trp Gly His Pro Ser His Gly Val Leu Arg Leu Pro 
40 45 50 



tgg tat gtg cgc aga etc cac agt ggc gcg atg act aca cat gca cac 307 
Trp Tyr Val Arg Arg Leu His Ser Gly Ala Met Thr Thr His Ala His 
55 60 65 



gtg gag gtt etc aat gat ttg ggt gcc gtg ttg gcg ttg gat gga cac 355 
Val Glu Val Leu Asn Asp Leu Gly Ala Val Leu Ala Leu Asp Gly His 
70 75 80 85 



aat gga ate ggc caa gtt tta get gat cat get cgt aaa gaa gca gtg 
Asn Gly He Gly Gin Val Leu Ala Asp His Ala Arg Lys Glu Ala Val 
90 95 100 



403 



act agg gca atg atg ttc ggc ate ggt gcg gtg teg gtg cgc aac tec 
Thr Arg Ala Met Met Phe Gly He Gly Ala Val Ser Val Arg Asn Ser 
105 110 115 



451 



aat cat ttt gga act gcc atg tac tac ace egg aaa gcg gca gcg caa 



499 
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Asn His Phe Gly Thr Ala Met Tyr Tyr Thr Arg Lys Ala Ala Ala Gin 
120 125 130 

gga tgt gtt tec att etc acc acc aat gca tct ccg gcg atg gcg ccc 
Gly Cys Val Ser lie Leu Thr Thr Asn Ala Ser Pro Ala Met Ala Pro 
135 140 145 

tgg ggt ggc aga gaa aaa egg ate ggt acc aac cca tgg tct att gcg 
Trp Gly Gly Arg Glu Lys Arg He Gly Thr Asn Pro Trp Ser He Ala 
150 155 160 165 

gca cct ttt gga gaa acg get acg gta gtc gat ata gec aat act gcg 
Ala Pro Phe Gly Glu Thr Ala Thr Val Val Asp He Ala Asn Thr Ala 
170 175 180 

gtt gcg cgc gga aag ate tac cac gca cga cag aca aac atg ccc att 
Val Ala Arg Gly Lys He Tyr His Ala Arg Gin Thr Asn Met Pro He 
185 190 155 

cct gag act tgg gcg ate acg agt gag ggc gca ccc acc acg gat cct 
Pro Glu Thr Trp Ala He Thr Ser Glu Gly Ala Pro Thr Thr Asp Pro 
200 205 210 

get gag gca ate aac ggt gtc gtc ctt ccc atg get ggt cac aaa ggt 
Ala Glu Ala He Asn Gly Val Val Leu Pro Met Ala Gly His Lys Gly 
215 220 225 

tat gcg att age ttc atg atg gat gtg ctt tct gga gtt etc act ggt 
Tyr Ala He Ser Phe Met Met Asp Val Leu Ser Gly Val Leu Thr Gly 
230 235 240 245 

tec cag cac age acc aag gta cat ggt ccg tat gat ccc act ccc cca 883 
Ser Gin His Ser Thr Lys Val His Gly Pro Tyr Asp Pro Thr Pro Pro 
250 255 260 

ggt gga get ggc cac ttg ttc ate gcg ttg gat gtt gca gcg ttt cgc 931 
Gly Gly Ala Gly His Leu Phe He Ala Leu Asp Val Ala Ala Phe Arg 
265 270 275 

gat cca caa gat ttc gat gac gca etc age gat ctg gtt ggg gaa gtt 979 
Asp Pro Gin Asp Phe Asp Asp Ala Leu Ser Asp Leu Val Gly Glu Val 
280 285 290 

aaa tec act ccg aaa gca caa aac acc gag gag att ttc tac ccc ggt 
Lys Ser Thr Pro Lys Ala Gin Asn Thr Glu Glu He Phe Tyr Pro Gly 
295 300 305 

gaa teg gaa gac cgt gcg cat egg aaa aac tct gcg cac ggt att tea 
Glu Ser Glu Asp Arg Ala His Arg Lys Asn Ser Ala His Gly He Ser 
310 315 320 325 

ttg cct gaa aaa acg tgg atg gaa ctg caa gaa ctg gca ate gag aac 1123 
Leu Pro Glu Lys Thr Trp Met Glu Leu Gin Glu Leu Ala He Glu Asn 
330 335 340 



547 



595 



643 



691 



739 



787 



835 



1027 



1075 



cat gtt gta act cac cgt tgatctgege gttaaacctg gec 
His Val Val Thr His Arg 
345 



1164 



<210> 20 
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<211> 347 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 20 

Met Pro Glu Val Thr Val Asn Ala Gin Gin Leu Thr Val Leu Cys Thr 
15 10 15 

Asp lie Leu Thr Lys Thr Gly Val Pro Ala Ala Asp Ala His Leu Val 
20 25 30 

Gly Asp Ser Leu Val Gin Ala Asp Leu Trp Gly His Pro Ser His Gly 
35 40 45 

Val Leu Arg Leu Pro Trp Tyr Val Arg Arg Leu His Ser Gly Ala Met 
50 55 60 

Thr Thr His Ala His Val Glu Val Leu Asn Asp Leu Gly Ala Val Leu 
65 70 75 80 

Ala Leu Asp Gly His Asn Gly lie Gly Gin Val Leu Ala Asp His Ala 
85 90 95 

Arg Lys Glu Ala Val Thr Arg Ala Met Met Phe Gly lie Gly Ala Val 
100 105 110 

Ser Val Arg Asn Ser Asn His Phe Gly Thr Ala Met Tyr Tyr Thr Arg 
115 120 125 

Lys Ala Ala Ala Gin Gly Cys Val Ser lie Leu Thr Thr Asn Ala Ser 
130 135 140 

Pro Ala Met Ala Pro Trp Gly Gly Arg Glu Lys Arg lie Gly Thr Asn 
145 150 155 160 

Pro Trp Ser lie Ala Ala Pro Phe Gly Glu Thr Ala Thr Val Val Asp 
165 170 175 

lie Ala Asn Thr Ala Val Ala Arg Gly Lys lie Tyr His Ala Arg Gin 
180 185 190 

Thr Asn Met Pro lie Pro Glu Thr Trp Ala lie Thr Ser Glu Gly Ala 
195 200 205 

Pro Thr Thr Asp Pro Ala Glu Ala lie Asn Gly Val Val Leu Pro Met 
210 215 220 

Ala Gly His Lys Gly Tyr Ala lie Ser Phe Met Met Asp Val Leu Ser 
225 230 235 240 

Gly Val Leu Thr Gly Ser Gin His Ser Thr Lys Val His Gly Pro Tyr 
245 250 255 

Asp Pro Thr Pro Pro Gly Gly Ala Gly His Leu Phe lie Ala Leu Asp 
260 265 270 

Val Ala Ala Phe Arg Asp Pro Gin Asp Phe Asp Asp Ala Leu Ser Asp 
275 280 285 



Leu Val Gly Glu Val Lys Ser Thr Pro Lys Ala Gin Asn Thr Glu Glu 
290 295 300 
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Ile Phe Tyr Pro Gly Glu Ser Glu Asp Arg Ala His Arg Lys Asn Ser 
305 310 315 320 

Ala His Gly lie Ser Leu Pro Glu Lys Thr Trp Met Glu Leu Gin Glu 
325 330 335 

Leu Ala lie Glu Asn His Val Val Thr His Arg 
340 345 



<210> 21 
<211> 1107 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1084) 
<223> RXA01350 



<400> 21 

tgcagtatcg tcaagatcac ccaaaactgg tggctgttct cttttaagcg ggatagcatg 60 

ggttcttaga ggacccccta caaggattga ggattgttta atg aat tec ccg cag 11 

Met Asn Ser Pro Gin 
1 5 



aac gtc tec acc aag aag gtc acc gtc acc ggc gca get ggt caa ate 163 
Asn Val Ser Thr Lys Lys Val Thr Val Thr Gly Ala Ala Gly Gin lie 
10 15 20 

tct tat tea ctg ttg tgg cgc ate gec aac ggt gaa gta ttc ggc acc 211 
Ser Tyr Ser Leu Leu Trp Arg lie Ala Asn Gly Glu Val Phe Gly Thr 
25 30 35 



gac acc cct gta gaa ctg aaa ctt ctg gag ate cct cag get ctt ggc 
Asp Thr Pro Val Glu Leu Lys Leu Leu Glu lie Pro Gin Ala Leu Gly 
40 45 50 



259 



ggg gca gag ggt gtg get atg gaa ctt ctg gat tct gee ttc ccc etc 307 
Gly Ala Glu Gly Val Ala Met Glu Leu Leu Asp Ser Ala Phe Pro Leu 
55 60 65 



ctg cga aac ate acc ate acc gcg gat gee aat gag gca ttc gac ggc 
Leu Arg Asn lie Thr lie Thr Ala Asp Ala Asn Glu Ala Phe Asp Gly 
70 75 80 85 



get aat gcg gcg ttt ttg gtc ggt gcg aag cct cgc gga aaa ggc gaa 
Ala Asn Ala Ala Phe Leu Val Gly Ala Lys Pro Arg Gly Lys Gly Glu 
90 95 100 



403 



gag cgc gca gat ttg ctg get aac aac ggc aag att ttc gga cct caa 
Glu Arg Ala Asp Leu Leu Ala Asn Asn Gly Lys lie Phe Gly Pro Gin 
105 110 115 



451 



ggt aaa get ate aat gac aac gec gca gat gac att cgt gtc eta gtt 4 99 
Gly Lys Ala lie Asn Asp Asn Ala Ala Asp Asp lie Arg Val Leu Val 
120 125 130 



gtt gga aac cca gcg aac acc aac gcg ttg att get tea get gcg gee 



547 
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Val Gly Asn Pro Ala Asn Thr Asn Ala Leu He Ala Ser Ala Ala Ala 
135 140 145 

cca gat gtt cca gca tec cgc ttc aac gca atg atg cgc ctt gat cac 595 
Pro Asp Val Pro Ala Ser Arg Phe Asn Ala Met Met Arg Leu Asp His 
150 155 160 165 

aac cgt gcg ate tec cag ctg gec acc aag ctt ggc cgt gga tct gcg 643 
Asn Arg Ala He Ser Gin Leu Ala Thr Lys Leu Gly Arg Gly Ser Ala 
170 175 180 



gaa ttt aac aac att gtg gtc tgg gga aat cac tec gca acc cag ttc 
Glu Phe Asn Asn He Val Val Trp Gly Asn His Ser Ala Thr Gin Phe 
185 190 195 

cca gac ate acc tac gca acc gtt ggt gga gaa aag gtc act gac ctg 
Pro Asp He Thr Tyr Ala Thr Val Gly Gly Glu Lys Val Thr Asp Leu 
200 205 210 



cgt ggc get gaa ate att gag gtc cgt gga aag tct tct gca get tct 
Arg Gly Ala Glu He He Glu Val Arg Gly Lys Ser Ser Ala Ala Ser 
230 235 240 245 

gca gca tec tct gcg att gat cac atg cgc gat tgg gta cag ggc acc 
Ala Ala Ser Ser Ala He Asp His Met Arg Asp Trp Val Gin Gly Thr 
250 255 260 

gag gcg tgg tec tct gcg gca att cct tec acc ggt gca tac ggc att 
Glu Ala Trp Ser Ser Ala Ala He Pro Ser Thr Gly Ala Tyr Gly He 
265 270 275 

cct gag ggc att ttt gtc ggt ctg cca acc gta tec cgc aac ggt gag 
Pro Glu Gly He Phe Val Gly Leu Pro Thr Val Ser Arg Asn Gly Glu 
280 285 290 

tgg gaa ate gtt gaa ggc ctg gag att tec gat ttc cag cgc gee cgc 
Trp Glu He Val Glu Gly Leu Glu He Ser Asp Phe Gin Arg Ala Arg 
295 300 305 

ate gac gcg aat get cag gaa ttg cag gee gag cgc gag gca gtg cgc 
He Asp Ala Asn Ala Gin Glu Leu Gin Ala Glu Arg Glu Ala Val Arg 
310 315 320 325 

gac ttg etc taatctttaa egcatgaett cgc 
Asp Leu Leu 



691 



739 



gtt gat cac gat tgg tat gtg gag gag ttc att cct cgc gtg get aac 787 
Val Asp His Asp Trp Tyr Val Glu Glu Phe He Pro Arg Val Ala Asn 
215 220 225 



835 



883 



931 



979 



1027 



1075 



1107 



<210> 22 
<211> 328 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 22 

Met Asn Ser Pro Gin Asn Val Ser Thr Lys Lys Val Thr Val Thr Gly 
15 10 15 
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Ala Ala Gly Gin He Ser Tyr Ser Leu Leu Trp Arg He Ala Asn Gly 
20 25 30 

Glu Val Phe Gly Thr Asp Thr Pro Val Glu Leu Lys Leu Leu Glu He 
35 40 45 

Pro Gin Ala Leu Gly Gly Ala Glu Gly Val Ala Met Glu Leu Leu Asp 
50 55 60 

Ser Ala Phe Pro Leu Leu Arg Asn He Thr He Thr Ala Asp Ala Asn 
65 70 75 80 

Glu Ala Phe Asp Gly Ala Asn Ala Ala Phe Leu Val Gly Ala Lys Pro 
85 90 95 

Arg Gly Lys Gly Glu Glu Arg Ala Asp Leu Leu Ala Asn Asn Gly Lys 
100 105 HO 

He Phe Gly Pro Gin Gly Lys Ala He Asn Asp Asn Ala Ala Asp Asp 
115 120 125 

He Arg Val Leu Val Val Gly Asn Pro Ala Asn Thr Asn Ala Leu He 
130 135 140 

Ala Ser Ala Ala Ala Pro Asp Val Pro Ala Ser Arg Phe Asn Ala Met 
145 150 155 160 

Met Arg Leu Asp His Asn Arg Ala He Ser Gin Leu Ala Thr Lys Leu 
165 170 175 

Gly Arg Gly Ser Ala Glu Phe Asn Asn He Val Val Trp Gly Asn His 
180 185 190 

Ser Ala Thr Gin Phe Pro Asp He Thr Tyr Ala Thr Val Gly Gly Glu 
195 200 205 

Lys Val Thr Asp Leu Val Asp His Asp Trp Tyr Val Glu Glu Phe He 
210 215 220 

Pro Arg Val Ala Asn Arg Gly Ala Glu He He Glu Val Arg Gly Lys 
225 230 235 240 

Ser Ser Ala Ala Ser Ala Ala Ser Ser Ala He Asp His Met Arg Asp 
245 250 255 

Trp Val Gin Gly Thr Glu Ala Trp Ser Ser Ala Ala He Pro Ser Thr 
260 265 270 

Gly Ala Tyr Gly He Pro Glu Gly He Phe Val Gly Leu Pro Thr Val 
275 280 285 

Ser Arg Asn Gly Glu Trp Glu He Val Glu Gly Leu Glu He Ser Asp 
290 295 300 

Phe Gin Arg Ala Arg He Asp Ala Asn Ala Gin Glu Leu Gin Ala Glu 
305 310 315 320 

Arg Glu Ala Val Arg Asp Leu Leu 
325 
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<210> 23 
<211> 1092 
<212> DNA 

<213> Corynebacterium glutairticum 



<220> 
<221> CDS 

<222> (101) . . (1069) 
<223> RXA02149 



<400> 23 

ttgcagagtg aaccacgatg atggttggac agctgttgat agctaatctt tgaaagatta 60 



aattcaccta aatcctgtgt agaacgcgag gggcactctt atg cca caa aaa ccg 

Met Pro Gin Lys Pro 
1 5 



115 



gcc agt ttc gcg gtg ggc ttt gac ate ggc ggc acc aac atg cga gec 
Ala Ser Phe Ala Val Gly Phe Asp He Gly Gly Thr Asn Met Arg Ala 
10 15 20 

ggg ctt gtc gac gaa tec ggg cgc ate gtg acc agt ttg teg gcg ccg 
Gly Leu Val Asp Glu Ser Gly Arg He Val Thr Ser Leu Ser Ala Pro 
25 30 35 

teg ccg cgc acg acg cag gca atg gaa cag ggg att ttt gat eta gtc 
Ser Pro Arg Thr Thr Gin Ala Met Glu Gin Gly He Phe Asp Leu Val 
40 45 50 

gaa cag etc aag gcc gaa tac ccg gtt ggt get gtg gga ctt gcc gtc 
Glu Gin Leu Lys Ala Glu Tyr Pro Val Gly Ala Val Gly Leu Ala Val 
55 60 65 

gcg gga ttt ttg gat cct gag tgc gag gtt gtt cga ttt gcc ccg cac 
Ala Gly Phe Leu Asp Pro Glu Cys Glu Val Val Arg Phe Ala Pro His 
70 75 80 85 

ctt cct tgg cgc gat gag cca gtg cgt gaa aag ttg gaa aac ctt ttg 
Leu Pro Trp Arg Asp Glu Pro Val Arg Glu Lys Leu Glu Asn Leu Leu 
90 95 100 

ggc ctg cct gtt cgt ttg gaa cat gat gcc aac tea gca gcg tgg ggt 
Gly Leu Pro Val Arg Leu Glu His Asp Ala Asn Ser Ala Ala Trp Gly 
105 HO H5 

gag cat cgt ttt ggt gca get caa ggc get gac aac tgg gtt ttg ttg 
Glu His Arg Phe Gly Ala Ala Gin Gly Ala Asp Asn Trp Val Leu Leu 
120 125 130 

gca etc ggc act gga att ggt gca gcg ctg att gaa aaa ggc gaa att 
Ala Leu Gly Thr Gly He Gly Ala Ala Leu He Glu Lys Gly Glu He 
135 140 145 

tac cgt ggt gca tat ggc acg gca cca gaa ttt ggt cat ttg cgt gtt 
Tyr Arg Gly Ala Tyr Gly Thr Ala Pro Glu Phe Gly His Leu Arg Val 
150 155 160 165 

gtt cgt ggc gga cgc gca tgt gcg tgt ggc aaa gaa ggc tgc ctg gag 
Val Arg Gly Gly Arg Ala Cys Ala Cys Gly Lys Glu Gly Cys Leu Glu 
170 175 180 



163 



211 



259 



307 



355 



403 



451 



499 



547 



595 



643 
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cgt tac tgt tec ggt act gec ttg gtt tac act gcg cgt gaa ttg get 
Arg Tyr Cys Ser Gly Thr Ala Leu Val Tyr Thr Ala Arg Glu Leu Ala 
185 190 195 

teg cat ggc tea ttc cgc aac age ggg ctg ttt gac aag ate aaa gee 
Ser His Gly Ser Phe Arg Asn Ser Gly Leu Phe Asp Lys He Lys Ala 
200 205 210 

gat ccg aat tec ate aat gga aaa acg ate act gcg gca gcg cgc caa 
Asp Pro Asn Ser He Asn Gly Lys Thr He Thr Ala Ala Ala Arg Gin 
215 220 225 

gaa gac cca ctt get etc gee gtt ctg gaa gat ttc age gag tgg ctg 
Glu Asp Pro Leu Ala Leu Ala Val Leu Glu Asp Phe Ser Glu Trp Leu 
230 235 240 245 

ggc gaa act ttg gcg ate att get gat gtc ctt gac cca ggc atg ate 
Gly Glu Thr Leu Ala He He Ala Asp Val Leu Asp Pro Gly Met He 
250 255 260 

ate att ggt ggc gga ctg tec aat get gee gac ctt tat ttg gat cgc 
He He Gly Gly Gly Leu Ser Asn Ala Ala Asp Leu Tyr Leu Asp Arg 
265 270 275 

teg gtc aac cac tat tec ace cgc ate gtc ggc gca gga tat cgc cct 
Ser Val Asn His Tyr Ser Thr Arg He Val Gly Ala Gly Tyr Arg Pro 
280 285 290 

ttg gca cgc gtt gee aca get cag ttg ggt gcg gat get ggc atg ate 
Leu Ala Arg Val Ala Thr Ala Gin Leu Gly Ala Asp Ala Gly Met He 
295 300 305 

ggt gtc get gat eta get cga cgc tct gta gtg gaa gec aac 
Gly Val Ala Asp Leu Ala Arg Arg Ser Val Val Glu Ala Asn 
310 315 320 

taggtgtttt tcggtgggct gcg 



691 



739 



787 



835 



883 



931 



97 9 



1027 



1069 



1092 



<210> 24 
<211> 323 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 24 

Met Pro Gin Lys Pro Ala Ser Phe Ala Val Gly Phe Asp He Gly Gly 
15 10 15 

Thr Asn Met Arg Ala Gly Leu Val Asp Glu Ser Gly Arg He Val Thr 
20 25 30 

Ser Leu Ser Ala Pro Ser Pro Arg Thr Thr Gin Ala Met Glu Gin Gly 
35 40 45 

He Phe Asp Leu Val Glu Gin Leu Lys Ala Glu Tyr Pro Val Gly Ala 
50 55 60 

Val Gly Leu Ala Val Ala Gly Phe Leu Asp Pro Glu Cys Glu Val Val 
65 70 75 80 

Arg Phe Ala Pro His Leu Pro Trp Arg Asp Glu Pro Val Arg Glu Lys 
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85 90 95 

Leu Glu Asn Leu Leu Gly Leu Pro Val Arg Leu Glu His Asp Ala Asn 
100 105 110 

Ser Ala Ala Trp Gly Glu His Arg Phe Gly Ala Ala Gin Gly Ala Asp 
115 120 125 

Asn Trp Val Leu Leu Ala Leu Gly Thr Gly lie Gly Ala Ala Leu lie 
130 135 140 

Glu Lys Gly Glu lie Tyr Arg Gly Ala Tyr Gly Thr Ala Pro Glu Phe 
145 150 155 160 

Gly His Leu Arg Val Val Arg Gly Gly Arg Ala Cys Ala Cys Gly Lys 
165 170 175 

Glu Gly Cys Leu Glu Arg Tyr Cys Ser Gly Thr Ala Leu Val Tyr Thr 
180 185 190 

Ala Arg Glu Leu Ala Ser His Gly Ser Phe Arg Asn Ser Gly Leu Phe 
195 200 205 

Asp Lys Tie Lys Ala Asp Pro Asn Ser lie Asn Gly Lys Thr lie Thr 
210 215 220 

Ala Ala Ala Arg Gin Glu Asp Pro Leu Ala Leu Ala Val Leu Glu Asp 
225 230 235 240 

Phe Ser Glu Trp Leu Gly Glu Thr Leu Ala lie lie Ala Asp Val Leu 
245 250 255 

Asp Pro Gly Met lie lie lie Gly Gly Gly Leu Ser Asn Ala Ala Asp 
260 265 270 

Leu Tyr Leu Asp Arg Ser Val Asn His Tyr Ser Thr Arg lie Val Gly 
275 280 285 

Ala Gly Tyr Arg Pro Leu Ala Arg Val Ala Thr Ala Gin Leu Gly Ala 
290 295 300 

Asp Ala Gly Met lie Gly Val Ala Asp Leu Ala Arg Arg Ser Val Val 
305 310 315 320 



Glu Ala Asn 



<210> 25 
<211> 1785 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1762) 
<223> RXA01814 

<400> 25 

tgttaagcca ccctactccg tgaattttgc cgtatctcgt gcgcacaatt gcttttgagg 
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ggaagatgaa gagaaagtat tggtgtttta aggagcaaac atg gca cat gaa cgc 115 

Met Ala His Glu Arg 

1 5 

gcc ggg caa etc gec caa cca gaa gat etc ate gat gtt gcg gaa ctg 163 

Ala Gly Gin Leu Ala Gin Pro Glu Asp Leu lie Asp Val Ala Glu Leu 

10 15 20 

gtc acc gca tat ttc acc cgc aag ccg gac gtg aac aac cct gat cag 211 
Val Thr Ala Tyr Phe Thr Arg Lys Pro Asp Val Asn Asn Pro Asp Gin 
25 30 35 

cag gtc get ttc ggc acc tec gga cac cgt ggc ttc gcg ctg gac age 259 
Gin Val Ala Phe Gly Thr Ser Gly His Arg Gly Phe Ala Leu Asp Ser 
40 45 50 

get ttc aac gag gac cac ate ctg gca acc acc cag gcg ate gtc gac 307 
Ala Phe Asn Glu Asp His lie Leu Ala Thr Thr Gin Ala lie Val Asp 
55 60 65 

tac cgc aac cag cag cca aaa aac tgg gtc ggc ccg ctg ttt ate ggc 355 
Tyr Arg Asn Gin Gin Pro Lys Asn Trp Val Gly Pro Leu Phe He Gly 
70 75 80 85 

cgc gat acg cac gcg ctg tec gaa cca gcg atg ate age gcg ctt gag 403 
Arg Asp Thr His Ala Leu Ser Glu Pro Ala Met He Ser Ala Leu Glu 
90 95 100 

gtc etc att gcc aac gac gtc gaa gtg ctt gtc gac gcc gac ggc cgc 451 
Val Leu He Ala Asn Asp Val Glu Val Leu Val Asp Ala Asp Gly Arg 
105 110 115 

tac acc ccg acg ccc gca gtg tec cac gcg ate eta cga cac aac gat 499 
Tyr Thr Pro Thr Pro Ala Val Ser His Ala He Leu Arg His Asn Asp 
120 125 130 

ggc ate ate ctt ggc acc gca gga ccc tec cgc ccc tac gcc gac ggc 547 
Gly He He Leu Gly Thr Ala Gly Pro Ser Arg Pro Tyr Ala Asp Gly 
135 140 145 

ate gtg ate acc cca tec cac aac cct cct cgt gat ggc gga ttc aaa 595 
He Val He Thr Pro Ser His Asn Pro Pro Arg Asp Gly Gly Phe Lys 
150 155 160 165 

tac aac cca gcc aac ggt ggc cct gca gat acc gac gcc acc gac tgg 643 
Tyr Asn Pro Ala Asn Gly Gly Pro Ala Asp Thr Asp Ala Thr Asp Trp 
170 175 180 

ate gcc aac cgc gcc aac gat att ctg cgc ggc gac ctt gca gac gtg 691 
He Ala Asn Arg Ala Asn Asp He Leu Arg Gly Asp Leu Ala Asp Val 
185 190 195 

aag cga gtt cca gtt tec ggt gtc etc gac gag cgc acc act gcc tac 739 
Lys Arg Val Pro Val Ser Gly Val Leu Asp Glu Arg Thr Thr Ala Tyr 
200 205 210 

gac ttc aag ggc att tac ate get gac ctg cca aac gtg gtc aac ate 787 
Asp Phe Lys Gly He Tyr He Ala Asp Leu Pro Asn Val Val Asn He 
215 220 225 



gat gcc ate cgc gaa get ggt gtt cga ate ggc gca gac cca atg ggt 



835 
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Asp Ala lie Arg Glu Ala Gly Val Arg lie Gly Ala Asp Pro Met Gly 
230 235 240 245 

ggc gca tec gtg gat tac tgg ggt gec ate gca gaa ace cat ggc etc 

Gly Ala Ser Val Asp Tyr Trp Gly Ala lie Ala Glu Thr His Gly Leu 

250 255 260 



acc etc gtt gag gtt cca gtc gga ttc aag tgg ttt gtc cca ggt ttg 
Thr Leu Val Glu Val Pro Val Gly Phe Lys Trp Phe Val Pro Gly Leu 
375 380 385 



883 



aac etc acc gtg gtc aac cca cac gtt gat tec acc ttc cgc ttc atg 931 
Asn Leu Thr Val Val Asn Pro His Val Asp Ser Thr Phe Arg Phe Met 
265 270 275 

aca ttg gac acc gac ggc aag ate cgc atg gac tgc tec age cca cac 979 
Thr Leu Asp Thr Asp Gly Lys lie Arg Met Asp Cys Ser Ser Pro His 
280 285 290 

gca atg gca teg ctg att gac aac cga gac aag ttc gat gtg gca acc 1027 
Ala Met Ala Ser Leu lie Asp Asn Arg Asp Lys Phe Asp Val Ala Thr 
295 300 305 

ggc aac gac gee gac gee gac cgc cac ggc ate gtc acc cca gac get 1075 
Gly Asn Asp Ala Asp Ala Asp Arg His Gly lie Val Thr Pro Asp Ala 
310 315 320 325 

ggc ttg atg aac ccc aac cac tac etc gca gta gca att gag tac etc 1123 
Gly Leu Met Asn Pro Asn His Tyr Leu Ala Val Ala lie Glu Tyr Leu 
330 335 340 

ttt get cac cgc cca ggt tgg tec gca gat acc gca gtg ggc aaa acc 1171 
Phe Ala His Arg Pro Gly Trp Ser Ala Asp Thr Ala Val Gly Lys Thr 
345 350 355 

ctg gtc age tec tec atg ate gac cgc gtt gtg gcg cag ctt ggc cgc 1219 
Leu Val Ser Ser Ser Met lie Asp Arg Val Val Ala Gin Leu Gly Arg 
360 365 370 



1267 



ate tec ggc gaa ate gga ttc ggt ggt gaa gaa tec gca ggt gca tec 1315 
lie Ser Gly Glu lie Gly Phe Gly Gly Glu Glu Ser Ala Gly Ala Ser 
390 395 400 405 

ttc etc cgc atg gac ggc acc acc tgg tec acc gac aag gac ggc etc 1363 
Phe Leu Arg Met Asp Gly Thr Thr Trp Ser Thr Asp Lys Asp Gly Leu 
410 415 420 

ate ctt gac etc ctg gca get gag ate att gca gta acc ggc aag acc 1411 
lie Leu Asp Leu Leu Ala Ala Glu lie lie Ala Val Thr Gly Lys Thr 
425 430 435 

cca tea cag cgc tac gca gaa etc gec gaa gaa ttc ggt gca cct gee 1459 
Pro Ser Gin Arg Tyr Ala Glu Leu Ala Glu Glu Phe Gly Ala Pro Ala 
440 445 450 

tac gee cgc acc gat gca gaa gec aac cga gaa caa aag gec ate ctg 1507 
Tyr Ala Arg Thr Asp Ala Glu Ala Asn Arg Glu Gin Lys Ala lie Leu 
455 460 465 

aag gca ctg tec cca gaa cag gtc acc gec acc gaa eta gec ggc gaa 1555 
Lys Ala Leu Ser Pro Glu Gin Val Thr Ala Thr Glu Leu Ala Gly Glu 
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470 475 480 485 

gca ate acc get aag etc acc gaa get ccc ggc aat ggc gca gee ate 
Ala lie Thr Ala Lys Leu Thr Glu Ala Pro Gly Asn Gly Ala Ala lie 
490 495 500 

gga gga eta aaa gtg acc acc gaa aac gee tgg ttc gca gca cgc cca 
Gly Gly Leu Lys Val Thr Thr Glu Asn Ala Trp Phe Ala Ala Arg Pro 
505 510 515 

tec ggc acc gaa gac aag tac aag ate tac gca gaa tec ttc aag ggc 
Ser Gly Thr Glu Asp Lys Tyr Lys He Tyr Ala Glu Ser Phe Lys Gly 
520 525 530 



1603 



1651 



1699 



gaa gag cac etc gee cag gtt cag aag gaa gee caa gcg ttg gtc age 1747 
Glu Glu His Leu Ala Gin Val Gin Lys Glu Ala Gin Ala Leu Val Ser 
535 540 545 

gaa gta etc gga cag taaaactgcg gaettgetga caa 1785 

Glu Val Leu Gly Gin 

550 



<210> 26 
<211> 554 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 26 

Met Ala His Glu Arg 
1 5 

Asp Val Ala Glu Leu 
20 

Asn Asn Pro Asp Gin 
35 

Phe Ala Leu Asp Ser 
50 

Gin Ala He Val Asp 
65 

Pro Leu Phe He Gly 
85 

He Ser Ala Leu Glu 
100 

Asp Ala Asp Gly Arg 
115 

Leu Arg His Asn Asp 
130 



Ala Gly Gin Leu Ala Gin 
10 

Val Thr Ala Tyr Phe Thr 
25 

Gin Val Ala Phe Gly Thr 
40 

Ala Phe Asn Glu Asp His 
55 

Tyr Arg Asn Gin Gin Pro 
70 75 

Arg Asp Thr His Ala Leu 
90 

Val Leu He Ala Asn Asp 
105 

Tyr Thr Pro Thr Pro Ala 
120 

Gly He He Leu Gly Thr 
135 



Pro Glu Asp Leu He 
15 

Arg Lys Pro Asp Val 
30 

Ser Gly His Arg Gly 
45 

He Leu Ala Thr Thr 
60 

Lys Asn Trp Val Gly 
80 

Ser Glu Pro Ala Met 
95 

Val Glu Val Leu Val 
110 

Val Ser His Ala He 
125 

Ala Gly Pro Ser Arg 
140 



Pro Tyr Ala Asp Gly He Val He Thr Pro Ser His Asn Pro Pro Arg 

145 150 155 160 

Asp Gly Gly Phe Lys Tyr Asn Pro Ala Asn Gly Gly Pro Ala Asp Thr 
165 170 175 
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Asp Ala Thr Asp Trp He Ala Asn Arg Ala Asn Asp He Leu Arg Gly 
180 185 190 

Asp Leu Ala Asp Val Lys Arg Val Pro Val Ser Gly Val Leu Asp Glu 
195 200 205 

Arg Thr Thr Ala Tyr Asp Phe Lys Gly He Tyr He Ala Asp Leu Pro 
210 215 220 

Asn Val Val Asn He Asp Ala He Arg Glu Ala Gly Val Arg He Gly 
225 230 235 240 

Ala Asp Pro Met Gly Gly Ala Ser Val Asp Tyr Trp Gly Ala He Ala 
245 250 255 

Glu Thr His Gly Leu Asn Leu Thr Val Val Asn Pro His Val Asp Ser 
260 265 270 

Thr Phe Arg Phe Met Thr Leu Asp Thr Asp Gly Lys He Arg Met Asp 
275 280 285 

Cys Ser Ser Pro His Ala Met Ala Ser Leu He Asp Asn Arg Asp Lys 
290 295 300 

Phe Asp Val Ala Thr Gly Asn Asp Ala Asp Ala Asp Arg His Gly He 
305 310 315 320 

Val Thr Pro Asp Ala Gly Leu Met Asn Pro Asn His Tyr Leu Ala Val 
325 330 335 

Ala He Glu Tyr Leu Phe Ala His Arg Pro Gly Trp Ser Ala Asp Thr 
340 345 350 

Ala Val Gly Lys Thr Leu Val Ser Ser Ser Met He Asp Arg Val Val 
355 360 365 

Ala Gin Leu Gly Arg Thr Leu Val Glu Val Pro Val Gly Phe Lys Trp 
370 375 380 

Phe Val Pro Gly Leu He Ser Gly Glu He Gly Phe Gly Gly Glu Glu 
385 390 395 400 

Ser Ala Gly Ala Ser Phe Leu Arg Met Asp Gly Thr Thr Trp Ser Thr 
405 410 415 

Asp Lys Asp Gly Leu He Leu Asp Leu Leu Ala Ala Glu He He Ala 
420 425 430 

Val Thr Gly Lys Thr Pro Ser Gin Arg Tyr Ala Glu Leu Ala Glu Glu 
435 440 445 

Phe Gly Ala Pro Ala Tyr Ala Arg Thr Asp Ala Glu Ala Asn Arg Glu 
450 455 460 

Gin Lys Ala He Leu Lys Ala Leu Ser Pro Glu Gin Val Thr Ala Thr 
465 470 475 480 

Glu Leu Ala Gly Glu Ala He Thr Ala Lys Leu Thr Glu Ala Pro Gly 
485 490 495 
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Asn Gly Ala Ala He Gly Gly Leu Lys Val Thr Thr Glu Asn Ala Trp 
500 505 510 

Phe Ala Ala Arg Pro Ser Gly Thr Glu Asp Lys Tyr Lys He Tyr Ala 
515 520 525 

Glu Ser Phe Lys Gly Glu Glu His Leu Ala Gin Val Gin Lys Glu Ala 
530 535 540 

Gin Ala Leu Val Ser Glu Val Leu Gly Gin 
545 550 



<210> 27 
<211> 680 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (657) 

<223> RXN02803 

<400> 27 

gtc tct gga gag atg etc gcg gca gca ctt tea gca ggc atg gec age 

Val Ser Gly Glu Met Leu Ala Ala Ala Leu Ser Ala Gly Met Ala Ser 
15 10 15 

cag ggt gtt gat gtc att cgt gtt ggt gtc ate cca acc cca get gtt 
Gin Gly Val Asp Val He Arg Val Gly Val He Pro Thr Pro Ala Val 
20 25 30 

gca ttc etc acc gat gat tat ggc get gac atg ggc gtg atg att tct 
Ala Phe Leu Thr Asp Asp Tyr Gly Ala Asp Met Gly Val Met He Ser 
35 40 45 

gca tec cac aac cca atg ccg gac aac gga ate aag ttc ttt tct gca 
Ala Ser His Asn Pro Met Pro Asp Asn Gly He Lys Phe Phe Ser Ala 
50 55 60 

ggt gga cac aag ctt cca gac cat gtg gaa gac gag att gag cgt gtt 
Gly Gly His Lys Leu Pro Asp His Val Glu Asp Glu He Glu Arg Val 

70 75 80 



65 



atg gac age ttg cca gca gaa ggc cca aca ggg cat gga gtt ggc cgt 
Met Asp Ser Leu Pro Ala Glu Gly Pro Thr Gly His Gly Val Gly Arg 
85 90 95 

gtc ate gaa gaa gca acc gat gca cag gac cgt tac eta gag cac ctg 
Val He Glu Glu Ala Thr Asp Ala Gin Asp Arg Tyr Leu Glu His Leu 
100 105 HO 



aag gaa get gtt cct acg tea ctt gaa ggc ate aag att gtt gtg gat 
Lvs Glu Ala Val Pro Thr Ser Leu Glu Gly He Lys He Val Val Asp 
115 120 125 



48 



96 



144 



192 



240 



288 



336 



384 



gca gec aat ggt gcg gca agt gtt gta get cca acg get tat gag get 432 
Ala Ala Asn Gly Ala Ala Ser Val Val Ala Pro Thr Ala Tyr Glu Ala 
130 135 140 



gcg 



ggt gca act gta att get att cat aac aag cca gac tea tac aac 



480 
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Ala Gly Ala Thr Val lie Ala lie His Asn Lys Pro Asp Ser Tyr Asn 
145 150 155 160 

ate aac atg gac tgc ggt tec acc cac att gat cag gcg cag ccg cca 528 
He Asn Met Asp Cys Gly Ser Thr His He Asp Gin Ala Gin Pro Pro 
165 170 175 

gtc ttg aag cac ggt get gac ctt gga etc gcg cat gac ggt gat get 57 6 
Val Leu Lys His Gly Ala Asp Leu Gly Leu Ala His Asp Gly Asp Ala 
180 185 190 

gac cgt tgt ttg get gtg aac aag gat gec aac ctt gtt gat ggt gac 624 
Asp Arg Cys Leu Ala Val Asn Lys Asp Ala Asn Leu Val Asp Gly Asp 
195 200 205 

caa ate atg gcg ctg tta gec att gcg atg aaa taaaacggcg agetgegcaa 677 
Gin He Met Ala Leu Leu Ala He Ala Met Lys 
210 215 

gaa 680 



<210> 28 
<211> 219 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 28 

Val Ser Gly Glu Met Leu Ala Ala Ala Leu Ser Ala Gly Met Ala Ser 
15 10 15 

Gin Gly Val Asp Val He Arg Val Gly Val He Pro Thr Pro Ala Val 
20 25 30 

Ala Phe Leu Thr Asp Asp Tyr Gly Ala Asp Met Gly Val Met He Ser 
35 40 45 

Ala Ser His Asn Pro Met Pro Asp Asn Gly He Lys Phe Phe Ser Ala 
50 55 60 

Gly Gly His Lys Leu Pro Asp His Val Glu Asp Glu He Glu Arg Val 
65 70 75 80 

Met Asp Ser Leu Pro Ala Glu Gly Pro Thr Gly His Gly Val Gly Arg 
85 90 95 

Val He Glu Glu Ala Thr Asp Ala Gin Asp Arg Tyr Leu Glu His Leu 
100 105 110 

Lys Glu Ala Val Pro Thr Ser Leu Glu Gly He Lys He Val Val Asp 
115 120 125 

Ala Ala Asn Gly Ala Ala Ser Val Val Ala Pro Thr Ala Tyr Glu Ala 
130 135 140 

Ala Gly Ala Thr Val He Ala He His Asn Lys Pro Asp Ser Tyr Asn 
145 150 155 160 



He Asn Met Asp Cys Gly Ser Thr His He Asp Gin Ala Gin Pro Pro 
165 170 175 
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Val Leu Lys His Gly Ala Asp Leu Gly Leu Ala His Asp Gly Asp Ala 
180 185 190 

Asp Arg Cys Leu Ala Val Asn Lys Asp Ala Asn Leu Val Asp Gly Asp 
195 200 205 



Gin lie Met Ala Leu Leu Ala lie Ala Met Lys 
210 215 



<210> 29 
<211> 399 
<212> DNA 

<213> Corynebact erium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (399) 
<223> FRXA02803 

<400> 29 

tct gga gag atg etc gcg gca gca ctt tea gca ggc atg gec age cag 48 
Ser Gly Glu Met Leu Ala Ala Ala Leu Ser Ala Gly Met Ala Ser Gin 
15 10 15 

ggt gtt gat gtc att cgt gtt ggt gtc ate cca ace cca get gtt gca 96 
Gly Val Asp Val lie Arg Val Gly Val lie Pro Thr Pro Ala Val Ala 
20 25 30 

ttc etc acc gat gat tat ggc get gac atg ggc gtg atg att tct gca 144 
Phe Leu Thr Asp Asp Tyr Gly Ala Asp Met Gly Val Met He Ser Ala 
35 40 45 

tec cac aac cca atg ccg gac aac gga ate aag ttc ttt tct gca ggt 192 
Ser His Asn Pro Met Pro Asp Asn Gly He Lys Phe Phe Ser Ala Gly 
50 55 60 

gga cac aag ctt cca gac cat gtg gaa gac gag att gag cgt gtt atg 240 
Gly His Lys Leu Pro Asp His Val Glu Asp Glu He Glu Arg Val Met 
65 70 75 80 

gac age ttg cca gca gaa ggc cca aca ggg cat gga gtt ggc cgt gtc 288 
Asp Ser Leu Pro Ala Glu Gly Pro Thr Gly His Gly Val Gly Arg Val 
85 90 95 

ate gaa gaa gca acc gat gca cag gac cgc tac eta gag cac ctg aag 336 
He Glu Glu Ala Thr Asp Ala Gin Asp Arg Tyr Leu Glu His Leu Lys 
100 105 110 

gaa get gtt cct acg tea ctt gaa ggc ate aag att gtt gtg gat gca 384 
Glu Ala Val Pro Thr Ser Leu Glu Gly He Lys He Val Val Asp Ala 
115 120 125 

gee aat ggt gcg gca 399 
Ala Asn Gly Ala Ala 
130 



<210> 30 
<211> 133 
<212> PRT 
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<213> Corynebacterium glutamicum 
<400> 30 

Ser Gly Glu Met Leu Ala Ala Ala Leu Ser Ala Gly Met Ala Ser Gin 
1 5 10 15 

Glv Val Asp Val He Arg Val Gly Val He Pro Thr Pro Ala Val Ala 
20 25 30 

Phe Leu Thr Asp Asp Tyr Gly Ala Asp Met Gly Val Met He Ser Ala 
35 40 45 

Ser His Asn Pro Met Pro Asp Asn Gly He Lys Phe Phe Ser Ala Gly 
50 55 60 

Glv His Lys Leu Pro Asp His Val Glu Asp Glu He Glu Arg Val Met 
65 70 75 80 

Asp Ser Leu Pro Ala Glu Gly Pro Thr Gly His Gly Val Gly Arg Val 
85 90 95 

He Glu Glu Ala Thr Asp Ala Gin Asp Arg Tyr Leu Glu His Leu Lys 
100 105 HO 

Glu Ala Val Pro Thr Ser Leu Glu Gly He Lys He Val Val Asp Ala 
115 120 125 

Ala Asn Gly Ala Ala 
130 



<210> 31 
<211> 1713 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1690) 
<223> RXN03076 

<400> 31 t t „ 

aatacctttc tgttttgtcc gcaggcgtat caggaaaacc tgcagcgcgg tagagtcgag 60 

tctaatagtg atcccacgaa aacaaaggat cggggtgttc atg gac gag tct cgt 115 

Met Asp Glu Ser Arg 
1 5 

cag ctt agt ttc ggc aca gca ggg ttg cgt gca cca gtt ggc ccg gcg 163 
Gin Leu Ser Phe Gly Thr Ala Gly Leu Arg Ala Pro Val Gly Pro Ala 
10 15 20 

cgc cat cag atg aat gtt ttg cag gta acc aga act aca gca ggt gtt 211 
Arg His Gin Met Asn Val Leu Gin Val Thr Arg Thr Thr Ala Gly Val 
25 30 35 

get agt tgg ttg gca gaa cgt gcg gca eta aat cca gtg ccg cat ttg 259 
Ala Ser Trp Leu Ala Glu Arg Ala Ala Leu Asn Pro Val Pro His Leu 
40 45 50 



gtt cct gag gat gaa aca gga ate ggc agg 



gcg ttg tat ccc caa gat 307 
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Val Pro Glu Asp Glu Thr Gly lie Gly Arg Ala Leu Tyr Pro Gin Asp 
55 60 65 

ggt ccg ttg egg gtc gtt gtg ggg tat gac get cgc tat ggt teg cat 355 
Gly Pro Leu Arg Val Val Val Gly Tyr Asp Ala Arg Tyr Gly Ser His 
70 75 80 85 

act ttt get gca ace act gcg gag gtg ttc gcg ggt get ggt ttt gag 403 
Thr Phe Ala Ala Thr Thr Ala Glu Val Phe Ala Gly Ala Gly Phe Glu 
90 95 100 

gtg acg ttg etc ccc acg cct age cct acg ccg ttg att ccg tgg ttg 451 
Val Thr Leu Leu Pro Thr Pro Ser Pro Thr Pro Leu lie Pro Trp Leu 
105 110 115 

gtg aac aag cat ggg ttg gat gcg ggc gtt cag ate acg get teg cat 4 99 
Val Asn Lys His Gly Leu Asp Ala Gly Val Gin lie Thr Ala Ser His 
120 125 130 

aat ggt gcg gcg gac aat ggc tac aag gtg ttt ttg tct aat ggt cgc 547 
Asn Gly Ala Ala Asp Asn Gly Tyr Lys Val Phe Leu Ser Asn Gly Arg 
135 140 145 

cag ctt tat tct gaa ctg gag cct gag ctt gag gcg cat ate aat get 595 
Gin Leu Tyr Ser Glu Leu Glu Pro Glu Leu Glu Ala His lie Asn Ala 
150 155 160 165 



gtg gaa gat ccg att egg gtt cct egg gtg acg gtg cgc ccc act get 
Val Glu Asp Pro lie Arg Val Pro Arg Val Thr Val Arg Pro Thr Ala 



170 175 180 



643 



gat cag ctg cgt cga tat gtt gat gag atg gtg teg ttg gtg act cct 691 

Asp Gin Leu Arg Arg Tyr Val Asp Glu Met Val Ser Leu Val Thr Pro 

185 190 195 

gat cag get gat ttg ttg egg gtg aat tct gag egg ggc aat ctt cgc 739 

Asp Gin Ala Asp Leu Leu Arg Val Asn Ser Glu Arg Gly Asn Leu Arg 

200 205 210 

gtg gtg tat acc get ctg cat ggt gtg ggt ggc cgc gcg atg gec aat 787 

Val Val Tyr Thr Ala Leu His Gly Val Gly Gly Arg Ala Met Ala Asn 

215 220 225 

get ttc caa ttt get ggt ttt ccc cat act cat ggc gtg aag get cag 835 

Ala Phe Gin Phe Ala Gly Phe Pro His Thr His Gly Val Lys Ala Gin 

230 235 240 245 

cag tat cct gat ccc acc ttc ccc act gtg gcg ttc ccc aat ccg gaa 883 

Gin Tyr Pro Asp Pro Thr Phe Pro Thr Val Ala Phe Pro Asn Pro Glu 

250 255 260 

gag cct tct gcg att gag ttg ttg ttg gaa cgc gca aag gaa aag aac 931 

Glu Pro Ser Ala lie Glu Leu Leu Leu Glu Arg Ala Lys Glu Lys Asn 

265 270 275 

get gac att ttg ttt gcg ctt gat cct gat gec gat cgt tgt get gtg 979 

Ala Asp lie Leu Phe Ala Leu Asp Pro Asp Ala Asp Arg Cys Ala Val 

280 285 290 



ggt att cgt acc get gat ggc ggc cac cga atg etc tct ggc gat gag 
Gly lie Arg Thr Ala Asp Gly Gly His Arg Met Leu Ser Gly Asp Glu 



1027 
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295 300 305 

gtg ggc aca ctt ttg get act cgt ttg gtt ccg gag tat tec ggt gaa 
Val Gly Thr Leu Leu Ala Thr Arg Leu Val Pro Glu Tyr Ser Gly Glu 
310 315 320 325 



ggc 



get att ggt cga gtc tct gga act gag gcg aaa gec aag etc tat ttg 
Ala He Gly Arg Val Ser Gly Thr Glu Ala Lys Ala Lys Leu Tyr Leu 
490 495 500 



1075 



cca cgt ccc gtg gtt gec acc acg gtg gtg tct teg cag ctt ctg 1123 
Gly Pro Arg Pro Val Val Ala Thr Thr Val Val Ser Ser Gin Leu Leu 
330 335 340 

ggt ate ate gec gag gat aaa ggg tgg gat tat tec gag aca ctg acg 1171 
Gly He He Ala Glu Asp Lys Gly Trp Asp Tyr Ser Glu Thr Leu Thr 
345 350 355 

gga ttc aaa aat ctg teg agg get gec gat ggt etc gac gga ccg ctt 1219 
Gly Phe Lys Asn Leu Ser Arg Ala Ala Asp Gly Leu Asp Gly Pro Leu 
360 365 370 



1267 



1315 



get ttc get tat gag gaa get gtg ggc acc tgc ccg gtt cca gat gtc 
Ala Phe Ala Tyr Glu Glu Ala Val Gly Thr Cys Pro Val Pro Asp Val 
375 380 385 

gtg ccg gat aag gac ggc ate tct aca gcg ttg ttc atg gcg teg tgg 
Val Pro Asp Lys Asp Gly He Ser Thr Ala Leu Phe Met Ala Ser Trp 
390 395 400 405 

get gee gaa ctg aag get cag ggc gca age ctg cag caa aaa etc aat 1363 
Ala Ala Glu Leu Lys Ala Gin Gly Ala Ser Leu Gin Gin Lys Leu Asn 
410 415 420 

gag ttg tat cgc cga tat ggg tat ttt gcg tec teg caa att get gtg 1411 
Glu Leu Tyr Arg Arg Tyr Gly Tyr Phe Ala Ser Ser Gin He Ala Val 
425 430 435 

cgc acg age agt cca cgc gag tta gtt gat cac tgg att gcg cat cct 
Arg Thr Ser Ser Pro Arg Glu Leu Val Asp His Trp He Ala His Pro 
440 445 450 

cag caa gaa etc att gga gtg tct gtc acc cca cat att ctt cct gaa 
Gin Gin Glu Leu He Gly Val Ser Val Thr Pro His lie Leu Pro Glu 
455 460 465 

aaa cag ggc att get ttg cat ggc cag gtg ggg cat gtg cat ate cgt 1555 
Lys Gin Gly He Ala Leu His Gly Gin Val Gly His Val His He Arg 
470 475 480 485 



1459 



1507 



1603 



gaa gtt ggt cag gee age tec cat gat gaa gca get cag ttg ttg cat 1651 
Glu Val Gly Gin Ala Ser Ser His Asp Glu Ala Ala Gin Leu Leu His 
505 510 515 

cag ctg gag gat gaa gtc caa age tgg ttg age aag ctt tagtttcctg 
Gin Leu Glu Asp Glu Val Gin Ser Trp Leu Ser Lys Leu 
520 525 530 

gctgctcccg gtt 



1700 



1713 
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<210> 32 
<211> 530 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 32 

Met Asp Glu Ser Arg Gin Leu Ser Phe Gly Thr Ala Gly Leu Arg Ala 
15 10 15 

Pro Val Gly Pro Ala Arg His Gin Met Asn Val Leu Gin Val Thr Arg 
20 25 30 

Thr Thr Ala Gly Val Ala Ser Trp Leu Ala Glu Arg Ala Ala Leu Asn 
35 40 45 

Pro Val Pro His Leu Val Pro Glu Asp Glu Thr Gly lie Gly Arg Ala 
50 55 60 

Leu Tyr Pro Gin Asp Gly Pro Leu Arg Val Val Val Gly Tyr Asp Ala 
65 70 75 80 

Arg Tyr Gly Ser His Thr Phe Ala Ala Thr Thr Ala Glu Val Phe Ala 
85 90 95 

Gly Ala Gly Phe Glu Val Thr Leu Leu Pro Thr Pro Ser Pro Thr Pro 
100 105 110 

Leu lie Pro Trp Leu Val Asn Lys His Gly Leu Asp Ala Gly Val Gin 
115 120 125 

lie Thr Ala Ser His Asn Gly Ala Ala Asp Asn Gly Tyr Lys Val Phe 
130 135 140 

Leu Ser Asn Gly Arg Gin Leu Tyr Ser Glu Leu Glu Pro Glu Leu Glu 
145 150 155 160 

Ala His He Asn Ala Val Glu Asp Pro He Arg Val Pro Arg Val Thr 
165 170 175 

Val Arg Pro Thr Ala Asp Gin Leu Arg Arg Tyr Val Asp Glu Met Val 
180 185 190 

Ser Leu Val Thr Pro Asp Gin Ala Asp Leu Leu Arg Val Asn Ser Glu 
195 200 205 

Arg Gly Asn Leu Arg Val Val Tyr Thr Ala Leu His Gly Val Gly Gly 
210 215 220 

Arg Ala Met Ala Asn Ala Phe Gin Phe Ala Gly Phe Pro His Thr His 
225 230 235 240 

Gly Val Lys Ala Gin Gin Tyr Pro Asp Pro Thr Phe Pro Thr Val Ala 
245 250 255 

Phe Pro Asn Pro Glu Glu Pro Ser Ala He Glu Leu Leu Leu Glu Arg 
260 265 270 

Ala Lys Glu Lys Asn Ala Asp He Leu Phe Ala Leu Asp Pro Asp Ala 
275 280 285 



Asp Arg Cys Ala Val Gly He Arg Thr Ala Asp Gly Gly His Arg Met 
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290 295 300 

Leu Ser Gly Asp Glu Val Gly Thr Leu Leu Ala Thr Arg Leu Val Pro 
305 310 315 320 

Glu Tyr Ser Gly Glu Gly Pro Arg Pro Val Val Ala Thr Thr Val Val 
325 330 335 

Ser Ser Gin Leu Leu Gly lie lie Ala Glu Asp Lys Gly Trp Asp Tyr 
340 345 350 

Ser Glu Thr Leu Thr Gly Phe Lys Asn Leu Ser Arg Ala Ala Asp Gly 
355 360 365 

Leu Asp Gly Pro Leu Ala Phe Ala Tyr Glu Glu Ala Val Gly Thr Cys 
370 375 380 

Pro Val Pro Asp Val Val Pro Asp Lys Asp Gly lie Ser Thr Ala Leu 
385 390 395 400 

Phe Met Ala Ser Trp Ala Ala Glu Leu Lys Ala Gin Gly Ala Ser Leu 
405 410 415 

Gin Gin Lys Leu Asn Glu Leu Tyr Arg Arg Tyr Gly Tyr Phe Ala Ser 
420 425 430 

Ser Gin lie Ala Val Arg Thr Ser Ser Pro Arg Glu Leu Val Asp His 
435 440 445 

Trp lie Ala His Pro Gin Gin Glu Leu lie Gly Val Ser Val Thr Pro 
450 455 460 

His lie Leu Pro Glu Lys Gin Gly lie Ala Leu His Gly Gin Val Gly 
465 470 475 480 

His Val His lie Arg Ala lie Gly Arg Val Ser Gly Thr Glu Ala Lys 
485 490 495 

Ala Lys Leu Tyr Leu Glu Val Gly Gin Ala Ser Ser His Asp Glu Ala 
500 505 510 

Ala Gin Leu Leu His Gin Leu Glu Asp Glu Val Gin Ser Trp Leu Ser 
515 520 525 

Lys Leu 
530 



<210> 33 
<211> 1684 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1684 ) 
<223> FRXA02854 

<400> 33 

aatacctttc tgttttgtcc gcaggcgtat caggaaaacc tgcagcgcgg tagagtcgag 
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tctaatagtg atcccacgaa aacaaaggat cggggtgttc atg gac gag tct cgt 115 

Met Asp Glu Ser Arg 
1 5 

cag ctt agt ttc ggc aca gca ggg ttg cgt gca cca gtt ggc ccg gcg 163 
Gin Leu Ser Phe Gly Thr Ala Gly Leu Arg Ala Pro Val Gly Pro Ala 
10 15 20 



cgc cat cag atg aat gtt ttg cag gta acc aga act aca gca ggt gtt 

Arg His Gin Met Asn Val Leu Gin Val Thr Arg Thr Thr Ala Gly Val 

25 30 35 

get agt tgg ttg gca gaa cgt gcg gca eta aat cca gtg ccg cat ttg 

Ala Ser Trp Leu Ala Glu Arg Ala Ala Leu Asn Pro Val Pro His Leu 

40 45 50 

gtt cct gag gat gaa aca gga ate ggc agg gcg ttg tat ccc caa gat 

Val Pro Glu Asp Glu Thr Gly He Gly Arg Ala Leu Tyr Pro Gin Asp 

55 60 65 



gtg aac aag cat ggg ttg gat gcg ggc gtt cag ate acg get teg cat 
Val Asn Lys His Gly Leu Asp Ala Gly Val Gin He Thr Ala Ser His 
120 125 130 

aat ggt gcg gcg gac aat ggc tac aag gtg ttt ttg tct aat ggt cgc 
Asn Gly Ala Ala Asp Asn Gly Tyr Lys Val Phe Leu Ser Asn Gly Arg 
135 140 145 

cag ctt tat tct gaa ctg gag cct gag ctt gag gcg cat ate aat get 
Gin Leu Tyr Ser Glu Leu Glu Pro Glu Leu Glu Ala His He Asn Ala 
150 155 160 165 

gtg gaa gat ccg att egg gtt cct egg gtg acg gtg cgc ccc act get 
Val Glu Asp Pro He Arg Val Pro Arg Val Thr Val Arg Pro Thr Ala 
170 175 180 

gat cag ctg cgt cga tat gtt gat gag atg gtg teg ttg gtg act cct 
Asp Gin Leu Arg Arg Tyr Val Asp Glu Met Val Ser Leu Val Thr Pro 
185 190 195 

gat cag get gat ttg ttg egg gtg aat tct gag egg ggc aat ctt cgc 
Asp Gin Ala Asp Leu Leu Arg Val Asn Ser Glu Arg Gly Asn Leu Arg 
200 205 210 



211 



259 



307 



ggt ccg ttg egg gtc gtt gtg ggg tat gac get cgc tat ggt teg cat 355 
Gly Pro Leu Arg Val Val Val Gly Tyr Asp Ala Arg Tyr Gly Ser His 
70 75 80 85 

act ttt get gca acc act gcg gag gtg ttc gcg ggt get ggt ttt gag 
Thr Phe Ala Ala Thr Thr Ala Glu Val Phe Ala Gly Ala Gly Phe Glu 
90 95 100 



403 



gtg acg ttg etc ccc acg cct age cct acg ccg ttg att ccg tgg ttg 451 
Val Thr Leu Leu Pro Thr Pro Ser Pro Thr Pro Leu He Pro Trp Leu 
105 HO H5 



499 



547 



595 



643 



691 



739 



gtg gtg tat acc get ctg cat ggt gtg ggt ggc cgc gcg atg gee aat 787 
Val Val Tyr Thr Ala Leu His Gly Val Gly Gly Arg Ala Met Ala Asn 
215 220 225 



get ttc caa ttt get ggt ttt ccc cat act cat ggc gtg aag get cag 



835 
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Ala Phe Gin Phe Ala Gly Phe Pro His Thr His Gly Val Lys Ala Gin 
230 235 240 245 

cag tat cct gat ccc acc ttc ccc act gtg gcg ttc ccc aat ccg gaa 
Gin Tyr Pro Asp Pro Thr Phe Pro Thr Val Ala Phe Pro Asn Pro Glu 
250 255 260 



get gac att ttg ttt gcg ctt gat cct gat gec gat cgt tgt get gtg 
Ala Asp He Leu Phe Ala Leu Asp Pro Asp Ala Asp Arg Cys Ala Val 
280 285 290 



gtg ggc aca ctt ttg get act cgt ttg gtt ccg gag tat tec ggt gaa 
Val Gly Thr Leu Leu Ala Thr Arg Leu Val Pro Glu Tyr Ser Gly Glu 
310 315 320 325 



cgc acg age agt cca cgc gag tta gtt gat cac tgg att gcg cat cct 

Arg Thr Ser Ser Pro Arg Glu Leu Val Asp His Trp He Ala His Pro 

440 445 450 

cag caa gaa etc att gga gtg tct gtc acc cca cat att ctt cct gaa 

Gin Gin Glu Leu He Gly Val Ser Val Thr Pro His He Leu Pro Glu 

455 460 465 



883 



gag cct tct gcg att gag ttg ttg ttg gaa cgc gca aag gaa aag aac 931 
Glu Pro Ser Ala He Glu Leu Leu Leu Glu Arg Ala Lys Glu Lys Asn 
265 270 275 



97 9 



ggt att cgt acc get gat ggc ggc cac cga atg etc tct ggc gat gag 1027 
Gly He Arg Thr Ala Asp Gly Gly His Arg Met Leu Ser Gly Asp Glu 
295 300 305 



1075 



ggc cca cgt ccc gtg gtt gee acc acg gtg gtg tct teg cag ctt ctg 1123 
Gly Pro Arg Pro Val Val Ala Thr Thr Val Val Ser Ser Gin Leu Leu 
330 335 340 

ggt ate ate gee gag gat aaa ggg tgg gat tat tec gag aca ctg acg 1171 
Gly He He Ala Glu Asp Lys Gly Trp Asp Tyr Ser Glu Thr Leu Thr 
345 350 355 

gga ttc aaa aat ctg teg agg get gec gat ggt etc gac gga ccg ctt 1219 
Gly Phe Lys Asn Leu Ser Arg Ala Ala Asp Gly Leu Asp Gly Pro Leu 
360 365 370 

get ttc get tat gag gaa get gtg ggc acc tgc ccg gtt cca gat gtc 1267 
Ala Phe Ala Tyr Glu Glu Ala Val Gly Thr Cys Pro Val Pro Asp Val 
375 380 385 

gtg ccg gat aag gac ggc ate tct aca gcg ttg ttc atg gcg teg tgg 1315 
Val Pro Asp Lys Asp Gly He Ser Thr Ala Leu Phe Met Ala Ser Trp 
390 395 400 405 

get gee gaa ctg aag get cag ggc gca age ctg cag caa aaa etc aat 1363 
Ala Ala Glu Leu Lys Ala Gin Gly Ala Ser Leu Gin Gin Lys Leu Asn 
410 415 420 

gag ttg tat cgc cga tat ggg tat ttt gcg tec teg caa att get gtg 1411 
Glu Leu Tyr Arg Arg Tyr Gly Tyr Phe Ala Ser Ser Gin He Ala Val 
425 430 435 



1459 



1507 



aaa cag ggc att get ttg cat ggc cag gtg ggg cat gtg cat ate cgt 1555 
Lys Gin Gly He Ala Leu His Gly Gin Val Gly His Val His He Arg 
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470 



475 480 485 



get att ggt cga gtc tct gga act gag gcg aaa gec aag etc tat ttg 
Ala lie Gly Arg Val Ser Gly Thr Glu Ala Lys Ala Lys Leu Tyr Leu 
490 495 500 

gaa gtt ggt cag gec age tec cat gat gaa gca get cag ttg ttg cat 
Glu Val Gly Gin Ala Ser Ser His Asp Glu Ala Ala Gin Leu Leu His 
505 510 515 

cag ctg gag gat gaa gtc caa age tgg ttg age 
Gin Leu Glu Asp Glu Val Gin Ser Trp Leu Ser 
520 525 



1603 



1651 



1684 



<210> 34 
<211> 528 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 34 

Met Asp Glu Ser Arg Gin Leu Ser Phe Gly Thr Ala Gly Leu Arg Ala 
15 10 15 

Pro Val Gly Pro Ala Arg His Gin Met Asn Val Leu Gin Val Thr Arg 
20 25 30 

Thr Thr Ala Gly Val Ala Ser Trp Leu Ala Glu Arg Ala Ala Leu Asn 
35 40 45 

Pro Val Pro His Leu Val Pro Glu Asp Glu Thr Gly He Gly Arg Ala 
50 55 60 

Leu Tyr Pro Gin Asp Gly Pro Leu Arg Val Val Val Gly Tyr Asp Ala 
65 70 75 80 

Arq Tyr Gly Ser His Thr Phe Ala Ala Thr Thr Ala Glu Val Phe Ala 
85 90 95 

Gly Ala Gly Phe Glu Val Thr Leu Leu Pro Thr Pro Ser Pro Thr Pro 
100 105 HO 

Leu He Pro Trp Leu Val Asn Lys His Gly Leu Asp Ala Gly Val Gin 
115 120 125 

He Thr Ala Ser His Asn Gly Ala Ala Asp Asn Gly Tyr Lys Val Phe 
130 135 140 

Leu Ser Asn Gly Arg Gin Leu Tyr Ser Glu Leu Glu Pro Glu Leu Glu 
145 150 155 160 

Ala His He Asn Ala Val Glu Asp Pro He Arg Val Pro Arg Val Thr 
165 170 175 

Val Arg Pro Thr Ala Asp Gin Leu Arg Arg Tyr Val Asp Glu Met Val 
180 185 190 

Ser Leu Val Thr Pro Asp Gin Ala Asp Leu Leu Arg Val Asn Ser Glu 
195 200 205 



Arg 



Gly Asn Leu Arg Val Val Tyr Thr Ala Leu His Gly Val Gly Gly 
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210 215 220 

Arg Ala Met Ala Asn Ala Phe Gin Phe Ala Gly Phe Pro His Thr His 
225 230 235 240 

Gly Val Lys Ala Gin Gin Tyr Pro Asp Pro Thr Phe Pro Thr Val Ala 
245 250 255 

Phe Pro Asn Pro Glu Glu Pro Ser Ala lie Glu Leu Leu Leu Glu Arg 
260 265 270 

Ala Lys Glu Lys Asn Ala Asp lie Leu Phe Ala Leu Asp Pro Asp Ala 
275 280 285 

Asp Arg Cys Ala Val Gly He Arg Thr Ala Asp Gly Gly His Arg Met 
290 295 300 

Leu Ser Gly Asp Glu Val Gly Thr Leu Leu Ala Thr Arg Leu Val Pro 
305 310 315 320 

Glu Tyr Ser Gly Glu Gly Pro Arg Pro Val Val Ala Thr Thr Val Val 
325 330 335 

Ser Ser Gin Leu Leu Gly He He Ala Glu Asp Lys Gly Trp Asp Tyr 
340 345 350 

Ser Glu Thr Leu Thr Gly Phe Lys Asn Leu Ser Arg Ala Ala Asp Gly 
355 360 365 

Leu Asp Gly Pro Leu Ala Phe Ala Tyr Glu Glu Ala Val Gly Thr Cys 
370 375 380 

Pro Val Pro Asp Val Val Pro Asp Lys Asp Gly He Ser Thr Ala Leu 
385 390 395 400 

Phe Met Ala Ser Trp Ala Ala Glu Leu Lys Ala Gin Gly Ala Ser Leu 
405 410 415 

Gin Gin Lys Leu Asn Glu Leu Tyr Arg Arg Tyr Gly Tyr Phe Ala Ser 
420 425 430 

Ser Gin He Ala Val Arg Thr Ser Ser Pro Arg Glu Leu Val Asp His 
435 440 445 

Trp He Ala His Pro Gin Gin Glu Leu He Gly Val Ser Val Thr Pro 
450 455 460 

His He Leu Pro Glu Lys Gin Gly He Ala Leu His Gly Gin Val Gly 
465 470 475 480 

His Val His He Arg Ala He Gly Arg Val Ser Gly Thr Glu Ala Lys 
485 490 495 

Ala Lys Leu Tyr Leu Glu Val Gly Gin Ala Ser Ser His Asp Glu Ala 
500 505 510 

Ala Gin Leu Leu His Gin Leu Glu Asp Glu Val Gin Ser Trp Leu Ser 
515 520 525 
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<210> 35 
<211> 536 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (513) 
<223> RXA00511 

<400> 35 

gag ctg cgc aag aac acc etc gtg ggc act gtc atg age aac ctg gga 

Glu Leu Arg Lys Asn Thr Leu Val Gly Thr Val Met Ser Asn Leu Gly 
15 10 15 

ttg aag att get atg gat gaa gec gga att aca ctg cgt acc acc aag 
Leu Lys lie Ala Met Asp Glu Ala Gly lie Thr Leu Arg Thr Thr Lys 
20 25 30 

gta gga gac cgc tac gtg ctg gaa gac etc aat gca ggt gga ttc age 
Val Gly Asp Arg Tyr Val Leu Glu Asp Leu Asn Ala Gly Gly Phe Ser 
35 40 45 

ctg ggc ggc gag caa tct ggc cac att gtt ctt cca gat cat ggc acc 
Leu Gly Gly Glu Gin Ser Gly His lie Val Leu Pro Asp His Gly Thr 
50 55 60 

act ggc gat gga act ttg act ggt ctt tec ate atg gcg cgc atg get 
Thr Gly Asp Gly Thr Leu Thr Gly Leu Ser lie Met Ala Arg Met Ala 
65 70 75 80 

gaa acc gga aag tec ttg ggc gag ttg gca caa get atg acg gtg ctg 
Glu Thr Gly Lys Ser Leu Gly Glu Leu Ala Gin Ala Met Thr Val Leu 
85 90 95 

cca cag gtt ctg ate aat gtg cca gtt teg gat aag tec acc ate gtg 
Pro Gin Val Leu lie Asn Val Pro Val Ser Asp Lys Ser Thr lie Val 
100 105 HO 

age cac cca age gtt gtg get gcg ate gcg gaa gca gaa get gag ttg 
Ser His Pro Ser Val Val Ala Ala lie Ala Glu Ala Glu Ala Glu Leu 
115 120 125 

ggc gee acc ggt cgc gtt ctt ctt cgt get tct ggc acc gaa gag ctt 
Gly Ala Thr Gly Arg Val Leu Leu Arg Ala Ser Gly Thr Glu Glu Leu 
130 135 140 

ttc cgc gtg atg gtt gag get gga gac aag gaa caa get cgt cgt ate 
Phe Arg Val Met Val Glu Ala Gly Asp Lys Glu Gin Ala Arg Arg lie 
145 150 155 160 



48 



96 



144 



192 



240 



288 



336 



384 



432 



480 



gcg gga cgt ctt get gca gtg gtt gca gaa gtc taattcactt cagtcacagc 533 
Ala Gly Arg Leu Ala Ala Val Val Ala Glu Val 
165 170 



gca 



536 



<210> 36 
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<211> 171 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 36 

Glu Leu Arg Lys Asn Thr Leu Val Gly Thr Val Met Ser Asn Leu Gly 
15 10 15 

Leu Lys lie Ala Met Asp Glu Ala Gly He Thr Leu Arg Thr Thr Lys 
20 25 30 

Val Gly Asp Arg Tyr Val Leu Glu Asp Leu Asn Ala Gly Gly Phe Ser 
35 40 45 

Leu Gly Gly Glu Gin Ser Gly His He Val Leu Pro Asp His Gly Thr 
50 55 60 

Thr Gly Asp Gly Thr Leu Thr Gly Leu Ser He Met Ala Arg Met Ala 
65 70 75 80 

Glu Thr Gly Lys Ser Leu Gly Glu Leu Ala Gin Ala Met Thr Val Leu 
85 90 95 

Pro Gin Val Leu He Asn Val Pro Val Ser Asp Lys Ser Thr He Val 
100 105 HO 

Ser His Pro Ser Val Val Ala Ala He Ala Glu Ala Glu Ala Glu Leu 
115 120 125 

Gly Ala Thr Gly Arg Val Leu Leu Arg Ala Ser Gly Thr Glu Glu Leu 
130 135 140 

Phe Arg Val Met Val Glu Ala Gly Asp Lys Glu Gin Ala Arg Arg He 
145 150 155 160 

Ala Gly Arg Leu Ala Ala Val Val Ala Glu Val 
165 170 



<210> 37 
<211> 1497 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1474) 
<223> RXN01365 



<400> 37 

cctgatcagg acgaatcata aggtttgcta ttcggattgg atcctttggc aggggtagga 60 

ttgcaagcgt tattttgttc cctaacccct tcgaggattt atg cgt acc cgt gaa 11 

Met Arg Thr Arg Glu 
1 5 



tct gtc aca get gta att aag gcg tat gac gtc cgt ggt gtt gtt ggt 
Ser Val Thr Ala Val He Lys Ala Tyr Asp Val Arg Gly Val Val Gly 
10 15 20 



163 



gtc gat att gat get gat ttc att tct gag act ggc get gec ttt ggt 



211 
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Val Asp He Asp Ala Asp Phe He Ser Glu Thr Gly Ala Ala Phe Gly 

25 30 35 

egg etc atg cgt agt gag ggt gaa ace acc gtt get att ggc cat gac 

Arg Leu Met Arg Ser Glu Gly Glu Thr Thr Val Ala He Gly His Asp 

40 45 50 

atg cgt gat tec tec cct gaa ttg gec aag gcg ttt gec gat ggc gtg 

Met Arg Asp Ser Ser Pro Glu Leu Ala Lys Ala Phe Ala Asp Gly Val 

55 60 65 

act gca cag ggt ttg gat gtt gtt cat ttg gga ctg act tct act gat 

Thr Ala Gin Gly Leu Asp Val Val His Leu Gly Leu Thr Ser Thr Asp 

70 75 80 85 



aac cat gag gec aat cct ctg gag cct gee aac ctg gtt gat ttg cag 
Asn His Glu Ala Asn Pro Leu Glu Pro Ala Asn Leu Val Asp Leu Gin 
215 220 225 

aag ttt acc gta gag acc gga tct gat ate ggt ttg gcg ttc gac ggc 
Lys Phe Thr Val Glu Thr Gly Ser Asp He Gly Leu Ala Phe Asp Gly 
230 235 240 245 

gat gcg gat cgt tgc ttc gtg gtc gat gag aag ggc cag cca gtc age 
Asp Ala Asp Arg Cys Phe Val Val Asp Glu Lys Gly Gin Pro Val Ser 
250 255 260 

cct teg gcg ate tgt gcg ate gta gcg gag cgt tac ttg gag aag ctt 
Pro Ser Ala He Cys Ala He Val Ala Glu Arg Tyr Leu Glu Lys Leu 



259 



307 



355 



403 



451 



499 



gag ctg tac ttt gcg tec gga acc ttg aag tgt get ggt gcg atg ttt 
Glu Leu Tyr Phe Ala Ser Gly Thr Leu Lys Cys Ala Gly Ala Met Phe 
90 95 100 

act gcg teg cat aac ccc get gag tac aac ggc ate aag ttg tgt cgt 
Thr Ala Ser His Asn Pro Ala Glu Tyr Asn Gly He Lys Leu Cys Arg 
105 HO H5 

gcg ggt get cgt ccg gtc ggt cag gat tct ggt ttg gec aac ate att 
Ala Gly Ala Arg Pro Val Gly Gin Asp Ser Gly Leu Ala Asn He He 
120 125 130 

gat gat ctg gtt gag ggt gtt cca gcg ttt gat ggt gag tea ggt teg 547 
Asp Asp Leu Val Glu Gly Val Pro Ala Phe Asp Gly Glu Ser Gly Ser 
135 140 145 

gtt tct gag cag gat ttg ctg age gca tat gec gag tac etc aat gag 595 
Val Ser Glu Gin Asp Leu Leu Ser Ala Tyr Ala Glu Tyr Leu Asn Glu 
150 155 160 165 

ctt gtt gat ctg aag aac ate cgc ccg atg aag gtt get gtg gat gcg 
Leu Val Asp Leu Lys Asn He Arg Pro Met Lys Val Ala Val Asp Ala 
170 175 180 

gca aac ggc atg ggt ggg ttc act gtc cct gag gta ttc aag ggt ctg 
Ala Asn Gly Met Gly Gly Phe Thr Val Pro Glu Val Phe Lys Gly Leu 
185 190 195 

cca ctt gat gtt gcg cca ctg tat ttt gag ctt gac ggc aat ttc ccc 739 
Pro Leu Asp Val Ala Pro Leu Tyr Phe Glu Leu Asp Gly Asn Phe Pro 
200 205 210 



643 



691 



787 



835 



931 
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265 270 275 

ccg ggt tec acc ate ate cac aac ctg att acc tct aag get gtg cct 

Pro Gly Ser Thr He He His Asn Leu He Thr Ser Lys Ala Val Pro 
280 285 290 



gac acc ctt gac ggc gtg act gtg gaa etc aag gac acc tec gcg tgg 
Asp Thr Leu Asp Gly Val Thr Val Glu Leu Lys Asp Thr Ser Ala Trp 
410 415 420 



979 



gag gtg att get gaa aac ggt ggc act gcg gtg cgt act cgc gtg ggt 1027 
Glu Val He Ala Glu Asn Gly Gly Thr Ala Val Arg Thr Arg Val Gly 
295 300 305 

cac tec ttc ate aag gcg aag atg gca gag acc ggt gcg gee ttt ggt 
His Ser Phe He Lys Ala Lys Met Ala Glu Thr Gly Ala Ala Phe Gly 
310 315 320 325 



1075 



ggc gag cac tct gcg cac tac tac ttc act gag ttc ttc aat gcg gac 1123 
Gly Glu His Ser Ala His Tyr Tyr Phe Thr Glu Phe Phe Asn Ala Asp 
330 335 340 

tec ggc att ttg get gcg atg cac gtg ctg get gcg ctg gga age cag 1171 
Ser Gly He Leu Ala Ala Met His Val Leu Ala Ala Leu Gly Ser Gin 
345 350 355 

gac cag cca etc agt gag atg atg get agg tat aac egg tac gtt get 1219 
Asp Gin Pro Leu Ser Glu Met Met Ala Arg Tyr Asn Arg Tyr Val Ala 
360 365 370 

tea ggc gag ttg aac tec cgt ttg get aat gca gag gcg cag caa gag 
Ser Gly Glu Leu Asn Ser Arg Leu Ala Asn Ala Glu Ala Gin Gin Glu 
375 380 385 

cgc acc cag get gtg etc gat gcg ttc get gat cgc acc gag tec gtg 1315 
Arg Thr Gin Ala Val Leu Asp Ala Phe Ala Asp Arg Thr Glu Ser Val 
390 395 400 405 



1267 



1363 



ttc aac gtg cgt gcg tec aac acc gag ccg ctg ctt cgc etc aat gtt 1411 
Phe Asn Val Arg Ala Ser Asn Thr Glu Pro Leu Leu Arg Leu Asn Val 
425 430 435 

gaa get gca teg aag gaa gaa gtc gat gcg ttg gta gcg gag att eta 1459 
Glu Ala Ala Ser Lys Glu Glu Val Asp Ala Leu Val Ala Glu He Leu 
440 445 450 

ggg att ate cgc gca taatcccatt ttccggcggg cat 1497 
Gly He He Arg Ala 
455 



<210> 38 
<211> 458 
<212> PRT 

<213> Corynebacterium glutamicum 



<4UU> 

Met Arg Thr Arg Glu Ser Val Thr Ala Val He Lys Ala Tyr Asp Val 
15 10 15 

Arg Gly Val Val Gly Val Asp He Asp Ala Asp Phe He Ser Glu Thr 
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20 25 30 

Gly Ala Ala Phe Gly Arg Leu Met Arg Ser Glu Gly Glu Thr Thr Val 
35 40 45 

Ala lie Gly His Asp Met Arg Asp Ser Ser Pro Glu Leu Ala Lys Ala 
50 55 60 

Phe Ala Asp Gly Val Thr Ala Gin Gly Leu Asp Val Val His Leu Gly 
65 70 75 80 

Leu Thr Ser Thr Asp Glu Leu Tyr Phe Ala Ser Gly Thr Leu Lys Cys 
85 90 95 

Ala Gly Ala Met Phe Thr Ala Ser His Asn Pro Ala Glu Tyr Asn Gly 
100 105 HO 

He Lys Leu Cys Arg Ala Gly Ala Arg Pro Val Gly Gin Asp Ser Gly 
115 120 125 

Leu Ala Asn He He Asp Asp Leu Val Glu Gly Val Pro Ala Phe Asp 
130 135 140 

Gly Glu Ser Gly Ser Val Ser Glu Gin Asp Leu Leu Ser Ala Tyr Ala 
145 150 155 160 

Glu Tyr Leu Asn Glu Leu Val Asp Leu Lys Asn He Arg Pro Met Lys 
165 170 175 

Val Ala Val Asp Ala Ala Asn Gly Met Gly Gly Phe Thr Val Pro Glu 
180 185 190 

Val Phe Lys Gly Leu Pro Leu Asp Val Ala Pro Leu Tyr Phe Glu Leu 
195 200 205 

Asp Gly Asn Phe Pro Asn His Glu Ala Asn Pro Leu Glu Pro Ala Asn 
210 215 220 

Leu Val Asp Leu Gin Lys Phe Thr Val Glu Thr Gly Ser Asp He Gly 
225 230 235 240 

Leu Ala Phe Asp Gly Asp Ala Asp Arg Cys Phe Val Val Asp Glu Lys 
245 250 255 

Gly Gin Pro Val Ser Pro Ser Ala He Cys Ala He Val Ala Glu Arg 
260 265 270 

Tyr Leu Glu Lys Leu Pro Gly Ser Thr He He His Asn Leu He Thr 
275 280 285 

Ser Lys Ala Val Pro Glu Val He Ala Glu Asn Gly Gly Thr Ala Val 
290 295 300 

Arg Thr Arg Val Gly His Ser Phe He Lys Ala Lys Met Ala Glu Thr 
305 310 315 320 

Gly Ala Ala Phe Gly Gly Glu His Ser Ala His Tyr Tyr Phe Thr Glu 
325 330 335 

Phe Phe Asn Ala Asp Ser Gly He Leu Ala Ala Met His Val Leu Ala 
340 345 350 
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Ala Leu Gly Ser Gin 
355 

Asn Arg Tyr Val Ala 
370 

Glu Ala Gin Gin Glu 
385 

Arg Thr Glu Ser Val 
405 

Asp Thr Ser Ala Trp 
420 

Leu Arg Leu Asn Val 
435 

Val Ala Glu lie Leu 
450 



Asp Gin Pro Leu Ser Glu 
360 

Ser Gly Glu Leu Asn Ser 
375 

Arg Thr Gin Ala Val Leu 
390 395 

Asp Thr Leu Asp Gly Val 
410 

Phe Asn Val Arg Ala Ser 
425 

Glu Ala Ala Ser Lys Glu 
440 

Gly lie He Arg Ala 
455 



Met Met Ala Arg Tyr 
365 

Arg Leu Ala Asn Ala 
380 

Asp Ala Phe Ala Asp 
400 

Thr Val Glu Leu Lys 
415 

Asn Thr Glu Pro Leu 
430 

Glu Val Asp Ala Leu 
445 



<210> 39 
<211> 994 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (994) 

<223> FRXA01365 

<400> 39 

cctgatcagg acgaatcata aggtttgcta ttcggattgg atcctttggc aggggtagga 60 

ttgcaagcgt tattttgttc cctaacccct tcgaggattt atg cgt acc cgt gaa 115 

Met Arg Thr Arg Glu 

1 5 

tct gtc aca get gta att aag gcg tat gac gtc cgt ggt gtt gtt ggt 163 

Ser Val Thr Ala Val He Lys Ala Tyr Asp Val Arg Gly Val Val Gly 

10 15 20 

gtc gat att gat get gat ttc att tct gag act ggc get gec ttt ggt 211 
Val Asp He Asp Ala Asp Phe He Ser Glu Thr Gly Ala Ala Phe Gly 
25 30 35 



egg etc atg cgt agt gag ggt gaa acc acc gtt get att ggc cat gac 

Arg Leu Met Arg Ser Glu Gly Glu Thr Thr Val Ala He Gly His Asp 

40 45 50 

atg cgt gat tec tec cct gaa ttg gee aag gcg ttt gec gat ggc gtg 

Met Arg Asp Ser Ser Pro Glu Leu Ala Lys Ala Phe Ala Asp Gly Val 

55 60 65 

act gca cag ggt ttg gat gtt gtt cat ttg gga ctg act tct act gat 

Thr Ala Gin Gly Leu Asp Val Val His Leu Gly Leu Thr Ser Thr Asp 

70 75 80 85 



gag 



ctg tac ttt gcg tec gga acc ttg aag tgt get ggt gcg atg ttt 



259 



307 



355 



403 
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Glu Leu Tyr Phe Ala Ser Gly Thr Leu Lys Cys Ala Gly Ala Met Phe 
90 95 100 

act gcg teg cat aac ccc get gag tac aac ggc ate aag ttg tgt cgt 
Thr Ala Ser His Asn Pro Ala Glu Tyr Asn Gly lie Lys Leu Cys Arg 
105 HO H5 

gcg ggt get cgt ccg gtc ggt cag gat tct ggt ttg gee aac ate att 
Ala Gly Ala Arg Pro Val Gly Gin Asp Ser Gly Leu Ala Asn He He 
120 125 130 

gat gat ctg gtt gag ggt gtt cca gcg ttt gat ggt gag tea ggt teg 547 
Asp Asp Leu Val Glu Gly Val Pro Ala Phe Asp Gly Glu Ser Gly Ser 
135 140 145 



gtt tct gag cag gat ttg ctg age gca tat gee gag tac etc aat gag 
Val Ser Glu Gin Asp Leu Leu Ser Ala Tyr Ala Glu Tyr Leu Asn Glu 
150 155 160 165 

ctt gtt gat ctg aag aac ate cgc ccg atg aag gtt get gtg gat gcg 
Leu Val Asp Leu Lys Asn He Arg Pro Met Lys Val Ala Val Asp Ala 
170 175 180 

gca aac ggc atg ggt ggg ttc act gtc cct gag gta ttc aag ggt ctg 
Ala Asn Gly Met Gly Gly Phe Thr Val Pro Glu Val Phe Lys Gly Leu 
185 190 195 

cca ctt gat gtt gcg cca ctg tat ttt gag ctt gac ggc aat ttc ccc 
Pro Leu Asp Val Ala Pro Leu Tyr Phe Glu Leu Asp Gly Asn Phe Pro 
200 205 210 

aac cat gag gee aat cct ctg gag cct gee aac ctg gtt gat ttg cag 
Asn His Glu Ala Asn Pro Leu Glu Pro Ala Asn Leu Val Asp Leu Gin 
215 220 225 

aag ttt ace gta gag acc gga tct gat ate ggt ttg gcg ttc gac ggc 
Lys Phe Thr Val Glu Thr Gly Ser Asp He Gly Leu Ala Phe Asp Gly 
230 235 240 245 

gat gcg gat cgt tgc ttc gtg gtc gat gag aag ggc cag cca gtc age 
Asp Ala Asp Arg Cys Phe Val Val Asp Glu Lys Gly Gin Pro Val Ser 
250 255 260 

cct teg gcg ate tgt gcg ate gta gcg gag cgt tac ttg gag aag ctt 
Pro Ser Ala He Cys Ala He Val Ala Glu Arg Tyr Leu Glu Lys Leu 
265 270 275 

ccg ggt tec acc ate ate cac aac ctg att acc tct aag get gtg cct 
Pro Gly Ser Thr He He His Asn Leu He Thr Ser Lys Ala Val Pro 
280 285 290 

gag gtg att get gaa 
Glu Val lie Ala Glu 
295 



451 



499 



595 



643 



691 



739 



787 



835 



883 



931 



979 



994 



<210> 40 
<211> 298 
<212> PRT 

<213> Corynebacterium glutamicum 
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<400> 40 

Met Arg Thr Arg Glu Ser Val Thr Ala Val lie Lys Ala Tyr Asp Val 
15 10 15 

Arg Gly Val Val Gly Val Asp lie Asp Ala Asp Phe lie Ser Glu Thr 
20 25 30 

Gly Ala Ala Phe Gly Arg Leu Met Arg Ser Glu Gly Glu Thr Thr Val 
35 40 45 

Ala lie Gly His Asp Met Arg Asp Ser Ser Pro Glu Leu Ala Lys Ala 
50 55 60 

Phe Ala Asp Gly Val Thr Ala Gin Gly Leu Asp Val Val His Leu Gly 
65 70 75 80 

Leu Thr Ser Thr Asp Glu Leu Tyr Phe Ala Ser Gly Thr Leu Lys Cys 
85 90 95 

Ala Gly Ala Met Phe Thr Ala Ser His Asn Pro Ala Glu Tyr Asn Gly 
100 105 HO 

lie Lys Leu Cys Arg Ala Gly Ala Arg Pro Val Gly Gin Asp Ser Gly 
115 120 125 

Leu Ala Asn lie lie Asp Asp Leu Val Glu Gly Val Pro Ala Phe Asp 
130 135 140 

Gly Glu Ser Gly Ser Val Ser Glu Gin Asp Leu Leu Ser Ala Tyr Ala 
145 150 155 160 

Glu Tyr Leu Asn Glu Leu Val Asp Leu Lys Asn lie Arg Pro Met Lys 
165 170 175 

Val Ala Val Asp Ala Ala Asn Gly Met Gly Gly Phe Thr Val Pro Glu 
180 185 190 

Val Phe Lys Gly Leu Pro Leu Asp Val Ala Pro Leu Tyr Phe Glu Leu 
195 200 205 

Asp Gly Asn Phe Pro Asn His Glu Ala Asn Pro Leu Glu Pro Ala Asn 
210 215 220 

Leu Val Asp Leu Gin Lys Phe Thr Val Glu Thr Gly Ser Asp lie Gly 
225 230 235 240 

Leu Ala Phe Asp Gly Asp Ala Asp Arg Cys Phe Val Val Asp Glu Lys 
245 250 255 

Gly Gin Pro Val Ser Pro Ser Ala lie Cys Ala lie Val Ala Glu Arg 
260 265 270 

Tyr Leu Glu Lys Leu Pro Gly Ser Thr He He His Asn Leu He Thr 
275 280 285 

Ser Lys Ala Val Pro Glu Val He Ala Glu 
290 295 



<210> 41 
<211> 1743 
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<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1720) 
<223> RXA00098 



<400> 41 

taaatttgtc gtgtttccca ctttgaacac tcttcgatgc gcttggccac aaaagcaagc 60 

taacctgaag atgttattta acgacaataa aggagttttc atg gcg gac att teg 11 

Met Ala Asp lie Ser 

1 5 



acc acc cag gtt 
Thr Thr Gin Val 



gca acc act ctg 
Ala Thr Thr Leu 
25 

tac acc ttc tec 
Tyr Thr Phe Ser 
40 

ctt gac gac gec 
Leu Asp Asp Ala 
55 

ggc ctt cgc gaa 
Gly Leu Arg Glu 
70 

aac acc gaa gac 
Asn Thr Glu Asp 



gaa get gat ctg 
Glu Ala Asp Leu 
105 

gaa gtt ttg gga 
Glu Val Leu Gly 
120 

aac tgg ttg gga 
Asn Trp Leu Gly 
135 

ggt ate ggt ggc 
Gly lie Gly Gly 
150 

cgt gca tac gcg 
Arg Ala Tyr Ala 



gac cca gca gac 
Asp Pro Ala Asp 



tgg caa gac 
Trp Gin Asp 
10 

cgt gaa ctt 
Arg Glu Leu 



gcg get ggc 
Ala Ala Gly 



acc etc acc 
Thr Leu Thr 
60 

cgc att gac 
Arg lie Asp 
75 

cgc get gtc 
Arg Ala Val 
90 

tea gta gat 
Ser Val Asp 



cgc atg cgt 
Arg Met Arg 



cac acc ggc 
His Thr Gly 
140 

tct gac etc 
Ser Asp Leu 
155 

acc get ggt 
Thr Ala Gly 
170 

etc gtt tct 
Leu Val Ser 



ctg acc gat 
Leu Thr Asp 
15 

ttc aag gaa 
Phe Lys Glu 
30 

etc cac gtc 
Leu His Val 
45 

aag etc ctt 
Lys Leu Leu 



gcg atg ttt 
Ala Met Phe 



etc cac acc 
Leu His Thr 
95 

ggc caa gat 
Gly Gin Asp 
110 

gac ttc get 
Asp Phe Ala 
125 

cac acg ate 
His Thr lie 



gga cca gee 
Gly Pro Ala 



ate tea gca 
lie Ser Ala 
175 

gtg ttg gaa 
Val Leu Glu 



cat tac tea aac 
His Tyr Ser Asn 



gaa aac cgc gee 
Glu Asn Arg Ala 
35 

gac ctg teg aag 
Asp Leu Ser Lys 
50 

gca ctg acc gaa 
Ala Leu Thr Glu 
65 

gee ggt gaa cac 
Ala Gly Glu His 
80 

gcg ctg cgc ctt 
Ala Leu Arg Leu 



gtt get get gat 
Val Ala Ala Asp 
115 

act gcg ctg cgc 
Thr Ala Leu Arg 
130 

aag aag ate gtc 
Lys Lys lie Val 
145 

atg get acg aag 
Met Ala Thr Lys 
160 

gaa ttc gtc tec 
Glu Phe Val Ser 



gac etc gat gca 
Asp Leu Asp Ala 



ttc cag 163 
Phe Gin 
20 

gag aag 211 
Glu Lys 



aat ctg 259 
Asn Leu 



gaa tct 307 
Glu Ser 



etc aac 355 
Leu Asn 
85 

cct gee 403 

Pro Ala 

100 

gtc cac 451 
Val His 



tea ggc 499 
Ser Gly 



aac att 547 
Asn lie 



get ctg 595 
Ala Leu 
165 

aac gtc 643 

Asn Val 

180 

gaa tec 691 
Glu Ser 
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185 190 195 

aca ttg ttc gtg ate get teg aaa act ttc ace acc cag gag acg ctg 
Thr Leu Phe Val lie Ala Ser Lys Thr Phe Thr Thr Gin Glu Thr Leu 
200 205 210 



atg gca gtg ate ggc cct cgc gac ttc atg cgt ttc etc ggt gga ttc 
Met Ala Val lie Gly Pro Arg Asp Phe Met Arg Phe Leu Gly Gly Phe 
280 285 290 

cac gcg atg gat gaa cac ttc cgc acc acc aag ttc gaa gag aac gtt 
His Ala Met Asp Glu His Phe Arg Thr Thr Lys Phe Glu Glu Asn Val 
295 300 305 

cca ate ttg atg get ctg etc ggt gtc tgg tac tec gat ttc tat ggt 
Pro He Leu Met Ala Leu Leu Gly Val Trp Tyr Ser Asp Phe Tyr Gly 
310 315 320 325 



cac cgc gac ggc tec cct gtt tec act ggc act ggc gaa att tac tgg 

His Arg Asp Gly Ser Pro Val Ser Thr Gly Thr Gly Glu He Tyr Trp 
360 365 370 

ggt gag cct ggc aca aat ggc cag cac get ttc ttc cag ctg ate cac 

Gly Glu Pro Gly Thr Asn Gly Gin His Ala Phe Phe Gin Leu He His 

375 380 385 



aag cag gat ctt cct gee ggt gag cgc acc atg cat gac ctt ttg atg 
Lys Gin Asp Leu Pro Ala Gly Glu Arg Thr Met His Asp Leu Leu Met 
410 415 420 



739 



tec aac get cgt gca get cgt get tgg ctg gta gag aag etc ggt gaa 787 
Ser Asn Ala Arg Ala Ala Arg Ala Trp Leu Val Glu Lys Leu Gly Glu 
215 220 225 

gag get gtc gcg aag cac ttc gtc gca gtg tec acc aat get gaa aag 835 
Glu Ala Val Ala Lys His Phe Val Ala Val Ser Thr Asn Ala Glu Lys 
230 235 240 245 

gtc gca gag ttc ggt ate gac acg gac aac atg ttc ggc ttc tgg gac 
Val Ala Glu Phe Gly He Asp Thr Asp Asn Met Phe Gly Phe Trp Asp 
250 255 260 

tgg gtc gga ggt cgt tac tec gtg gac tec gca gtt ggt ctt tec etc 931 
Trp Val Gly Gly Arg Tyr Ser Val Asp Ser Ala Val Gly Leu Ser Leu 
265 270 275 



883 



979 



1027 



1075 



gca gaa acc cac get gtc eta cct tat tec gag gat etc age cgt ttt 1123 

Ala Glu Thr His Ala Val Leu Pro Tyr Ser Glu Asp Leu Ser Arg Phe 
330 335 340 

get get tac etc cag cag ctg acc atg gaa tea aat ggc aag tea gtc 1171 

Ala Ala Tyr Leu Gin Gin Leu Thr Met Glu Ser Asn Gly Lys Ser Val 

345 350 355 



1219 



1267 



cag ggc act cgc ctt gtt cca get gat ttc att ggt ttc get cgt cca 1315 
Gin Gly Thr Arg Leu Val Pro Ala Asp Phe He Gly Phe Ala Arg Pro 
390 395 400 405 



1363 



age aac ttc ttc gca cag acc aag gtt ttg get ttc ggt aag aac get 1411 
Ser Asn Phe Phe Ala Gin Thr Lys Val Leu Ala Phe Gly Lys Asn Ala 
425 430 435 
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gaa gag ate get gcg gaa ggt gtc gca cct gag ctg gtc aac cac aag 1459 
Glu Glu He Ala Ala Glu Gly Val Ala Pro Glu Leu Val Asn His Lys 
440 445 450 



gtc atg cca ggt aat cgc cca acc acc acc att ttg gcg gag gaa ctt 
Val Met Pro Gly Asn Arg Pro Thr Thr Thr He Leu Ala Glu Glu Leu 
455 460 465 

acc cct tct att etc ggt gcg ttg ate get ttg tac gaa cac ate gtg 
Thr Pro Ser He Leu Gly Ala Leu He Ala Leu Tyr Glu His He Val 
470 475 480 485 

atg gtt cag ggc gtg att tgg gac ate aac tec ttc gac caa tgg ggt 
Met Val Gin Gly Val He Trp Asp He Asn Ser Phe Asp Gin Trp Gly 
490 495 500 

gtt gaa ctg ggc aaa cag cag gca aat gac etc get ccg get gtc tct 
Val Glu Leu Gly Lys Gin Gin Ala Asn Asp Leu Ala Pro Ala Val Ser 
505 510 515 

ggt gaa gag gat gtt gac teg gga gat tct tec act gat tea ctg att 
Gly Glu Glu Asp Val Asp Ser Gly Asp Ser Ser Thr Asp Ser Leu He 
520 525 530 

aag tgg tac cgc gca aat agg tagtegcttg cttatagggt cag 
Lys Trp Tyr Arg Ala Asn Arg 
535 540 



1507 



1555 



1603 



1651 



1699 



1743 



<210> 42 
<211> 540 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 42 

Met Ala Asp He Ser Thr Thr Gin Val Trp Gin Asp Leu Thr Asp His 
15 10 15 

Tyr Ser Asn Phe Gin Ala Thr Thr Leu Arg Glu Leu Phe Lys Glu Glu 
20 25 30 

Asn Arg Ala Glu Lys Tyr Thr Phe Ser Ala Ala Gly Leu His Val Asp 
35 40 45 

Leu Ser Lys Asn Leu Leu Asp Asp Ala Thr Leu Thr Lys Leu Leu Ala 
50 55 60 

Leu Thr Glu Glu Ser Gly Leu Arg Glu Arg He Asp Ala Met Phe Ala 
65 70 75 80 

Gly Glu His Leu Asn Asn Thr Glu Asp Arg Ala Val Leu His Thr Ala 
85 90 95 

Leu Arg Leu Pro Ala Glu Ala Asp Leu Ser Val Asp Gly Gin Asp Val 
100 105 HO 

Ala Ala Asp Val His Glu Val Leu Gly Arg Met Arg Asp Phe Ala Thr 
115 120 125 

Ala Leu Arg Ser Gly Asn Trp Leu Gly His Thr Gly His Thr He Lys 



BGI-126CP 



-62- 



130 135 140 

Lys He Val Asn He Gly He Gly Gly Ser Asp Leu Gly Pro Ala Met 
145 150 155 160 

Ala Thr Lys Ala Leu Arg Ala Tyr Ala Thr Ala Gly He Ser Ala Glu 
165 170 175 

Phe Val Ser Asn Val Asp Pro Ala Asp Leu Val Ser Val Leu Glu Asp 
180 185 190 

Leu Asp Ala Glu Ser Thr Leu Phe Val He Ala Ser Lys Thr Phe Thr 
195 200 205 

Thr Gin Glu Thr Leu Ser Asn Ala Arg Ala Ala Arg Ala Trp Leu Val 
210 215 220 

Glu Lys Leu Gly Glu Glu Ala Val Ala Lys His Phe Val Ala Val Ser 
225 230 235 240 

Thr Asn Ala Glu Lys Val Ala Glu Phe Gly He Asp Thr Asp Asn Met 
245 250 255 

Phe Gly Phe Trp Asp Trp Val Gly Gly Arg Tyr Ser Val Asp Ser Ala 
260 265 270 

Val Gly Leu Ser Leu Met Ala Val He Gly Pro Arg Asp Phe Met Arg 
275 280 285 

Phe Leu Gly Gly Phe His Ala Met Asp Glu His Phe Arg Thr Thr Lys 
290 295 300 

Phe Glu Glu Asn Val Pro He Leu Met Ala Leu Leu Gly Val Trp Tyr 
305 310 315 320 

Ser Asp Phe Tyr Gly Ala Glu Thr His Ala Val Leu Pro Tyr Ser Glu 
325 330 335 

Asp Leu Ser Arg Phe Ala Ala Tyr Leu Gin Gin Leu Thr Met Glu Ser 
340 345 350 

Asn Gly Lys Ser Val His Arg Asp Gly Ser Pro Val Ser Thr Gly Thr 
355 360 365 

Gly Glu He Tyr Trp Gly Glu Pro Gly Thr Asn Gly Gin His Ala Phe 
370 375 380 

Phe Gin Leu He His Gin Gly Thr Arg Leu Val Pro Ala Asp Phe He 
385 390 395 400 

Gly Phe Ala Arg Pro Lys Gin Asp Leu Pro Ala Gly Glu Arg Thr Met 
405 410 415 

His Asp Leu Leu Met Ser Asn Phe Phe Ala Gin Thr Lys Val Leu Ala 
420 425 430 

Phe Gly Lys Asn Ala Glu Glu He Ala Ala Glu Gly Val Ala Pro Glu 
435 440 445 

Leu Val Asn His Lys Val Met Pro Gly Asn Arg Pro Thr Thr Thr He 
450 455 460 
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Leu Ala Glu Glu Leu Thr Pro Ser He Leu Gly Ala Leu He Ala Leu 
465 470 475 480 

Tyr Glu His He Val Met Val Gin Gly Val He Trp Asp He Asn Ser 
485 490 495 

Phe Asp Gin Trp Gly Val Glu Leu Gly Lys Gin Gin Ala Asn Asp Leu 
500 505 510 

Ala Pro Ala Val Ser Gly Glu Glu Asp Val Asp Ser Gly Asp Ser Ser 
515 520 525 

Thr Asp Ser Leu He Lys Trp Tyr Arg Ala Asn Arg 
530 535 540 



<210> 43 
<211> 630 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (630) 

<223> RXA01989 



<400> 43 

gtt aaa tea att cac aaa aca att cat gaa ggt act ggt gca ggt agt 
Val Lys Ser He His Lys Thr He His Glu Gly Thr Gly Ala Gly Ser 



1 



5 10 15 



gac ttc tta ggc tgg gtt gat tta cca gtt gat tac gac aaa gaa gaa 
Asp Phe Leu Gly Trp Val Asp Leu Pro Val Asp Tyr Asp Lys Glu Glu 
20 25 30 

ttt tea aga att gtt gaa gca tea aaa cgc att aaa gaa aat tct gat 
Phe Ser Arg He Val Glu Ala Ser Lys Arg He Lys Glu Asn Ser Asp 
35 40 45 

gtt tta gta gtc ate ggt att ggt ggt tct tac tta ggt gca cgt gca 
Val Leu Val Val He Gly He Gly Gly Ser Tyr Leu Gly Ala Arg Ala 
50 55 60 

gca ate gaa atg tta acg tea tea ttt aga aac age aat gaa tac cct 
Ala He Glu Met Leu Thr Ser Ser Phe Arg Asn Ser Asn Glu Tyr Pro 
65 70 75 80 

gaa att gta ttt gtt ggt aat cac tta tea tea aca tat acg aaa gag 
Glu He Val Phe Val Gly Asn His Leu Ser Ser Thr Tyr Thr Lys Glu 
85 90 95 

tta gtt gat tat tta gca gac aaa gat ttc tct gta aac gtt att tct 
Leu Val Asp Tyr Leu Ala Asp Lys Asp Phe Ser Val Asn Val He Ser 
100 105 HO 

aaa tct ggt aca act aca gaa cca gca gtt gca ttt aga ttg ttc aaa 
Lys Ser Gly Thr Thr Thr Glu Pro Ala Val Ala Phe Arg Leu Phe Lys 
115 120 125 

caa tta gtt gaa gaa aga tac ggt aaa gaa gaa gca caa aaa cgt ata 



48 



96 



144 



192 



240 



288 



336 



384 



432 
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Gin Leu Val Glu Glu Arg Tyr Gly Lys Glu Glu Ala Gin Lys Arg lie 
130 135 140 

ttt gca aca acg gat aaa gaa aaa ggt get tta aaa cag ttg get aca 
Phe Ala Thr Thr Asp Lys Glu Lys Gly Ala Leu Lys Gin Leu Ala Thr 
145 150 155 160 

aac gaa ggt tat gaa acg ttt ate gta cct gat gat gta ggt gga aga 
Asn Glu Gly Tyr Glu Thr Phe He Val Pro Asp Asp Val Gly Gly Arg 
165 170 175 

tat tct gtt tta aca gca gta gga tta tta cca att gca aca get gga 
Tyr Ser Val Leu Thr Ala Val Gly Leu Leu Pro He Ala Thr Ala Gly 
180 185 190 

att aac ate gaa get atg atg att ggt get gca aaa gca cgt gaa gaa 
lie Asn He Glu Ala Met Met He Gly Ala Ala Lys Ala Arg Glu Glu 
195 200 205 

tta tct 
Leu Ser 
210 



480 



528 



576 



624 



630 



<210> 44 
<211> 210 
<212> PRT 

<213> Corynebacterium glut ami cum 



<400> 44 
Val Lys Ser He 
1 

Asp Phe Leu Gly 
20 

Phe Ser Arg He 
35 

Val Leu Val Val 
50 

Ala He Glu Met 
65 

Glu He Val Phe 



Leu Val Asp Tyr 

100 

Lys Ser Gly Thr 
115 

Gin Leu Val Glu 
130 

Phe Ala Thr Thr 
145 

Asn Glu Gly Tyr 



His Lys Thr He 
5 

Trp Val Asp Leu 



Val Glu Ala Ser 
40 

He Gly He Gly 
55 

Leu Thr Ser Ser 
70 

Val Gly Asn His 
85 

Leu Ala Asp Lys 



Thr Thr Glu Pro 
120 

Glu Arg Tyr Gly 
135 

Asp Lys Glu Lys 
150 

Glu Thr Phe He 



His Glu Gly Thr 
10 

Pro Val Asp Tyr 

25 

Lys Arg He Lys 



Gly Ser Tyr Leu 
60 

Phe Arg Asn Ser 
75 

Leu Ser Ser Thr 
90 

Asp Phe Ser Val 
105 

Ala Val Ala Phe 



Lys Glu Glu Ala 
140 

Gly Ala Leu Lys 
155 

Val Pro Asp Asp 



Gly Ala Gly Ser 
15 

Asp Lys Glu Glu 
30 

Glu Asn Ser Asp 
45 

Gly Ala Arg Ala 



Asn Glu Tyr Pro 
80 

Tyr Thr Lys Glu 
95 

Asn Val He Ser 
110 

Arg Leu Phe Lys 
125 

Gin Lys Arg He 



Gin Leu Ala Thr 
160 

Val Gly Gly Arg 
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165 170 175 

Tyr Ser Val Leu Thr Ala Val Gly Leu Leu Pro lie Ala Thr Ala Gly 
180 185 190 

He Asn He Glu Ala Met Met He Gly Ala Ala Lys Ala Arg Glu Glu 
195 200 205 

Leu Ser 
210 



<210> 45 
<211> 1269 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1246) 

<223> RXA00340 

<400> 45 

cggtatctcc gacatccgca acacccccaa agatgaggtt ccacagtgcc cagaatgtgg 60 

ctcttacctc atcactgaca tctcttagaa agaccaccca gtg aaa tta gtc ate 115 

Val Lys Leu Val He 
1 5 



gag gec gac ggc ggc tec cgc gga aac ccc ggc gtc gec ggc tec ggc 
Glu Ala Asp Gly Gly Ser Arg Gly Asn Pro Gly Val Ala Gly Ser Gly 
10 15 20 

acc gtg gtg tac tec gac aac aaa gca gaa gtt etc aaa gaa ate gec 
Thr Val Val Tyr Ser Asp Asn Lys Ala Glu Val Leu Lys Glu He Ala 
25 30 35 

tat gtt gtc gga aca aaa gec acc aac aac gtc gec gaa tac cgc gga 
Tyr Val Val Gly Thr Lys Ala Thr Asn Asn Val Ala Glu Tyr Arg Gly 
40 45 50 

eta etc gaa ggc etc aaa gca gec cgc gag etc ggc get acc tec gtg 
Leu Leu Glu Gly Leu Lys Ala Ala Arg Glu Leu Gly Ala Thr Ser Val 
55 60 65 

gat gtc tac atg gac tec aaa ctt gtc gtt gaa caa atg tec ggc egg 
Asp Val Tyr Met Asp Ser Lys Leu Val Val Glu Gin Met Ser Gly Arg 
70 75 80 85 

tgg aaa ate aaa cac ccc gae atg aaa gtt eta gcg ate gaa gec aag 
Trp Lys He Lys His Pro Asp Met Lys Val Leu Ala He Glu Ala Lys 
90 95 100 

gag att get tec gaa ate ggg tec gtt tct tat acg tgg att ccg cgt 
Glu He Ala Ser Glu He Gly Ser Val Ser Tyr Thr Trp He Pro Arg 
105 HO H5 

gag aaa aac aaa cga get gac gca ttg tec aac gtg gcg atg gat get 
Glu Lys Asn Lys Arg Ala Asp Ala Leu Ser Asn Val Ala Met Asp Ala 
120 125 130 



163 



211 



259 



307 



355 



403 



451 



499 
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gca gcg gca ggt aag ccg gta ggt gtt gta ggg gat tct get tct gta 547 
Ala Ala Ala Gly Lys Pro Val Gly Val Val Gly Asp Ser Ala Ser Val 
135 140 145 



tct tct get tct teg gtt gcg ggc tea gag aaa gaa gac etc aac tgc 
Ser Ser Ala Ser Ser Val Ala Gly Ser Glu Lys Glu Asp Leu Asn Cys 

155 160 165 



150 



aag get cgt gaa age etc caa cgc gaa tac ggt gca gcg aat gtt ttg 
Lys Ala Arg Glu Ser Leu Gin Arg Glu Tyr Gly Ala Ala Asn Val Leu 
310 315 320 325 



ctg teg ate gca gag ttt tac gaa gac ggc cca ace tgc gta aga ctg 

Leu Ser He Ala Glu Phe Tyr Glu Asp Gly Pro Thr Cys Val Arg Leu 
360 365 370 

ttc aac gac acc tea cac ctg gaa gcg tgacgacagt ctgacggaag 



595 



643 



acc gaa acc aaa ccc acc aac tgg aac ggc gca acc aca gat ccc act 
Thr Glu Thr Lys Pro Thr Asn Trp Asn Gly Ala Thr Thr Asp Pro Thr 
170 175 180 

cgt ttc ttg ttg ctt cgc cac ggc caa act get atg tea gtg gca cgc 
Arg Phe Leu Leu Leu Arg His Gly Gin Thr Ala Met Ser Val Ala Arg 
185 190 195 

ctt tac tec ggt agg tec aac cca gag ctg tct gaa ctt ggt gaa aaa 
Leu Tyr Ser Gly Arg Ser Asn Pro Glu Leu Ser Glu Leu Gly Glu Lys 
200 205 210 

caa gca gca gcg gca gca cga cga etc get caa acc ggt ggc ate gac 
Gin Ala Ala Ala Ala Ala Arg Arg Leu Ala Gin Thr Gly Gly He Asp 
215 220 225 

get att gtg agt tct ccg etc acc cgc acg atg caa acc gca gaa gca 
Ala He Val Ser Ser Pro Leu Thr Arg Thr Met Gin Thr Ala Glu Ala 
230 235 240 245 

gca gcg gee gca ctg gga atg aaa gta cgt gtt ate gat gat etc ate 
Ala Ala Ala Ala Leu Gly Met Lys Val Arg Val He Asp Asp Leu He 
250 255 260 

gaa act gac ttt gga ctg tgg gat gga aaa tea ttt tea gaa gee cac 
Glu Thr Asp Phe Gly Leu Trp Asp Gly Lys Ser Phe Ser Glu Ala His 
265 270 275 

gaa caa gat cca gaa ctg cac acc aag tgg etc act gac tea tct gta 
Glu Gin Asp Pro Glu Leu His Thr Lys Trp Leu Thr Asp Ser Ser Val 
280 285 290 

gee cca ccc ggt ggt gag tec ctg cag acg gtt aat cga cgt gtg aaa 1027 
Ala Pro Pro Gly Gly Glu Ser Leu Gin Thr Val Asn Arg Arg Val Lys 
295 300 305 



691 



739 



787 



835 



883 



931 



979 



1075 



1123 



gtg gtc age cac gtc acc cca ate aaa gee ate atg agg caa gca ttg 
Val Val Ser His Val Thr Pro He Lys Ala He Met Arg Gin Ala Leu 
330 335 340 

gac gca ggc cca tec ttc ttt cag aag gca cac ctt gac ttg gcg teg 1171 
Asp Ala Gly Pro Ser Phe Phe Gin Lys Ala His Leu Asp Leu Ala Ser 
345 350 355 



1219 



1266 
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Phe Asn Asp Thr Ser His Leu Glu Ala 
375 380 



etc 



1269 



<210> 46 
<211> 382 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 46 

Val Lys Leu Val He Glu Ala Asp Gly Gly Ser Arg Gly Asn Pro Gly 
15 10 15 

Val Ala Gly Ser Gly Thr Val Val Tyr Ser Asp Asn Lys Ala Glu Val 
20 25 30 

Leu Lys Glu He Ala Tyr Val Val Gly Thr Lys Ala Thr Asn Asn Val 
35 40 45 

Ala Glu Tyr Arg Gly Leu Leu Glu Gly Leu Lys Ala Ala Arg Glu Leu 
50 55 60 

Gly Ala Thr Ser Val Asp Val Tyr Met Asp Ser Lys Leu Val Val Glu 
65 70 75 80 

Gin Met Ser Gly Arg Trp Lys He Lys His Pro Asp Met Lys Val Leu 
85 90 95 

Ala He Glu Ala Lys Glu He Ala Ser Glu He Gly Ser Val Ser Tyr 
100 105 HO 

Thr Trp He Pro Arg Glu Lys Asn Lys Arg Ala Asp Ala Leu Ser Asn 
115 120 125 

Val Ala Met Asp Ala Ala Ala Ala Gly Lys Pro Val Gly Val Val Gly 
130 135 140 

Asp Ser Ala Ser Val Ser Ser Ala Ser Ser Val Ala Gly Ser Glu Lys 
145 150 155 160 

Glu Asp Leu Asn Cys Thr Glu Thr Lys Pro Thr Asn Trp Asn Gly Ala 
165 170 175 

Thr Thr Asp Pro Thr Arg Phe Leu Leu Leu Arg His Gly Gin Thr Ala 
180 185 190 

Met Ser Val Ala Arg Leu Tyr Ser Gly Arg Ser Asn Pro Glu Leu Ser 
195 200 205 

Glu Leu Gly Glu Lys Gin Ala Ala Ala Ala Ala Arg Arg Leu Ala Gin 
210 215 220 

Thr Gly Gly He Asp Ala He Val Ser Ser Pro Leu Thr Arg Thr Met 
225 230 235 240 

Gin Thr Ala Glu Ala Ala Ala Ala Ala Leu Gly Met Lys Val Arg Val 
245 250 255 

He Asp Asp Leu He Glu Thr Asp Phe Gly Leu Trp Asp Gly Lys Ser 
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260 

Phe Ser Glu Ala 
275 

Thr Asp Ser Ser 
290 

Asn Arg Arg Val 
305 

Ala Ala Asn Val 



Met Arg Gin Ala 
340 

Leu Asp Leu Ala 
355 

Thr Cys Val Arg 

370 



His Glu Gin Asp 
280 

Val Ala Pro Pro 
295 

Lys Lys Ala Arg 
310 

Leu Val Val Ser 
325 

Leu Asp Ala Gly 



Ser Leu Ser lie 
360 

Leu Phe Asn Asp 
375 



265 

Pro Glu Leu His 



Gly Gly Glu Ser 
300 

Glu Ser Leu Gin 
315 

His Val Thr Pro 
330 

Pro Ser Phe Phe 
345 

Ala Glu Phe Tyr 



Thr Ser His Leu 
380 



270 

Thr Lys Trp Leu 
285 

Leu Gin Thr Val 



Arg Glu Tyr Gly 
320 

lie Lys Ala lie 
335 

Gin Lys Ala His 
350 

Glu Asp Gly Pro 
365 

Glu Ala 



<210> 47 
<211> 840 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (817) 

<223> RXA02492 



<400> 47 

gctgtacaac gacgctattg ccaacgaaaa tgtcgacggt gaaacgcatc acggctaagt 60 

aaacgcgcgt cgtggaacat aaagtggcaa actagtacct atg act aac gga aaa 115 

Met Thr Asn Gly Lys 



1 5 



ttg att ctt ctt cgt cac ggt cag age gaa tgg aac gca tec aac cag 
Leu He Leu Leu Arg His Gly Gin Ser Glu Trp Asn Ala Ser Asn Gin 
10 15 20 



gec aaa ggc gtc etc cca ggc gtt gta tac acc tec ttg ctg cgt cgc 
Ala Lys Gly Val Leu Pro Gly Val Val Tyr Thr Ser Leu Leu Arg Arg 
40 45 50 

gcg ate cgc act gca aac ate gca ctg aac get gca gac cgc cac tgg 
Ala He Arg Thr Ala Asn He Ala Leu Asn Ala Ala Asp Arg His Trp 
55 60 65 

ate cca gtg ate cgc gac tgg cgc etc aac gag cgt cac tac ggc gca 
He Pro Val He Arg Asp Trp Arg Leu Asn Glu Arg His Tyr Gly Ala 
70 75 80 85 



163 



ttc act gga tgg gtc gac gtc aat ctg acc gaa cag ggt gag get gag 211 
Phe Thr Gly Trp Val Asp Val Asn Leu Thr Glu Gin Gly Glu Ala Glu 
25 30 35 



259 



307 



355 
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ctg cag ggc ctt gac aag get gca acc aag gaa aaa tac ggc gac gac 403 
Leu Gin Gly Leu Asp Lys Ala Ala Thr Lys Glu Lys Tyr Gly Asp Asp 
90 95 100 

cag ttc atg gaa tgg cgc cgc tec tac gac acc cca cca cca gag etc 451 
Gin Phe Met Glu Trp Arg Arg Ser Tyr Asp Thr Pro Pro Pro Glu Leu 
105 HO 115 

gcg gat gac gca gag tac tec cag gca aat gac cct cgt tac gcg gac 499 
Ala Asp Asp Ala Glu Tyr Ser Gin Ala Asn Asp Pro Arg Tyr Ala Asp 
120 125 130 



etc gac gta gtt cca cgc acc gaa tgc etc aag gac gtt gtg gtt cgt 
Leu Asp Val Val Pro Arg Thr Glu Cys Leu Lys Asp Val Val Val Arg 
135 140 145 

ttt gtt cct tac ttc gag gaa gaa ate ctg cca cgc gca aag aag ggc 
Phe Val Pro Tyr Phe Glu Glu Glu lie Leu Pro Arg Ala Lys Lys Gly 
150 155 160 165 

gaa acc gtc etc ate gca gca cac ggc aac tec ctg cgt gcg ctg gtt 
Glu Thr Val Leu lie Ala Ala His Gly Asn Ser Leu Arg Ala Leu Val 
170 175 180 



gta aac cca ggc ggc acc tac etc gat cct gag gca gca gca gee ggc 
Val Asn Pro Gly Gly Thr Tyr Leu Asp Pro Glu Ala Ala Ala Ala Gly 
215 220 225 

gca gca gca gta gca aac cag ggt aat aag tagctatttg taggtgagca 
Ala Ala Ala Val Ala Asn Gin Gly Asn Lys 
230 235 

etc 



547 



595 



643 



691 



aag cac ctt gac ggc ate tec gat get gat ate gca gag etc aac ate 
Lys His Leu Asp Gly lie Ser Asp Ala Asp lie Ala Glu Leu Asn lie 
185 190 195 

cca acc ggc ate cca ctg gtc tac gaa ate gee gaa gac ggt tec gta 739 
Pro Thr Gly lie Pro Leu Val Tyr Glu lie Ala Glu Asp Gly Ser Val 
200 205 210 



787 



837 



840 



<210> 48 
<211> 239 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 48 

Met Thr Asn Gly Lys Leu lie Leu Leu Arg His Gly Gin Ser Glu Trp 
15 10 15 

Asn Ala Ser Asn Gin Phe Thr Gly Trp Val Asp Val Asn Leu Thr Glu 
20 25 30 

Gin Gly Glu Ala Glu Ala Lys Gly Val Leu Pro Gly Val Val Tyr Thr 
35 40 45 

Ser Leu Leu Arg Arg Ala lie Arg Thr Ala Asn lie Ala Leu Asn Ala 
50 55 60 
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Ala Asp Arg His Trp He Pro Val He Arg Asp Trp Arg Leu Asn Glu 
65 70 75 80 

Arg His Tyr Gly Ala Leu Gin Gly Leu Asp Lys Ala Ala Thr Lys Glu 
85 90 95 

Lys Tyr Gly Asp Asp Gin Phe Met Glu Trp Arg Arg Ser Tyr Asp Thr 
100 105 HO 

Pro Pro Pro Glu Leu Ala Asp Asp Ala Glu Tyr Ser Gin Ala Asn Asp 
115 120 125 

Pro Arg Tyr Ala Asp Leu Asp Val Val Pro Arg Thr Glu Cys Leu Lys 
130 135 140 

Asp Val Val Val Arg Phe Val Pro Tyr Phe Glu Glu Glu He Leu Pro 
145 150 155 160 

Arg Ala Lys Lys Gly Glu Thr Val Leu He Ala Ala His Gly Asn Ser 
165 170 175 

Leu Arg Ala Leu Val Lys His Leu Asp Gly He Ser Asp Ala Asp He 
180 185 190 

Ala Glu Leu Asn He Pro Thr Gly He Pro Leu Val Tyr Glu He Ala 
195 200 205 

Glu Asp Gly Ser Val Val Asn Pro Gly Gly Thr Tyr Leu Asp Pro Glu 
210 215 220 

Ala Ala Ala Ala Gly Ala Ala Ala Val Ala Asn Gin Gly Asn Lys 
225 230 235 



<210> 49 
<211> 729 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (706) 

<223> RXA00381 

<400> 49 

aaacctggtt tgtgtcttcc gctctcacgg acgatgattt ctccaagatc gagcaggcac 60 

tcaagcccgc cgcacgtgca gcagcagaag cgaaggcatc atg acg caa acc att 115 

Met Thr Gin Thr He 
1 5 

gtc cat eta gtt cgc cac ggc gaa gtc cac aac cca gag aaa ate ctg 

Val His Leu Val Arg His Gly Glu Val His Asn Pro Glu Lys He Leu 
10 15 20 

tac gga cgc atg ccc gga tac agg ttg tct tec cgt gga cgc age caa 
Tyr Gly Arg Met Pro Gly Tyr Arg Leu Ser Ser Arg Gly Arg Ser Gin 
25 30 35 

gec gec cgc act gca get tct ttt gaa ggc cac gat gtc acc tac att 
Ala Ala Arg Thr Ala Ala Ser Phe Glu Gly His Asp Val Thr Tyr He 



163 



211 



259 
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40 45 50 

gcg gcc tec cca ttg cag cgt gtg cag gaa acc tec gaa ccg ttc ate 307 
Ala Ala Ser Pro Leu Gin Arg Val Gin Glu Thr Ser Glu Pro Phe lie 
55 60 65 

aag gtc aca ggc eta gaa ctg ate acc gac gag gat ctt ctg gaa gca 355 
Lys Val Thr Gly Leu Glu Leu He Thr Asp Glu Asp Leu Leu Glu Ala 
70 75 80 85 

ggc aac cgt ttc gaa ggc ctg cgc acc aaa ggt tgg cgt tec cag ttg 403 
Gly Asn Arg Phe Glu Gly Leu Arg Thr Lys Gly Trp Arg Ser Gin Leu 
90 95 100 

tgg aac ccc gtg cgt tgg cct ttg atg tac aac ccc acg ctt ccc age 451 
Trp Asn Pro Val Arg Trp Pro Leu Met Tyr Asn Pro Thr Leu Pro Ser 
105 110 115 

tgg ggc gaa cac tac acc gac att ttg gaa aga atg atg gcg get gtg 499 
Trp Gly Glu His Tyr Thr Asp He Leu Glu Arg Met Met Ala Ala Val 
120 125 130 

gaa cga get egg gtg gca gcg gaa gga cac gaa gca ate ctg gtg acc 547 
Glu Arg Ala Arg Val Ala Ala Glu Gly His Glu Ala He Leu Val Thr 
135 140 145 

cac cag ttg ccg ate gtg tgc gtg caa cgc cac gcc cgc gga caa age 595 
His Gin Leu Pro He Val Cys Val Gin Arg His Ala Arg Gly Gin Ser 
150 155 160 165 

ctg tec cat aac cca gcg acc agg caa tgc gac etc gcc tea gtg aca 643 
Leu Ser His Asn Pro Ala Thr Arg Gin Cys Asp Leu Ala Ser Val Thr 
170 175 180 

tec ttg gtg ttc caa gac gat caa att gtc ggc gtg cat tac aac gaa 691 
Ser Leu Val Phe Gin Asp Asp Gin He Val Gly Val His Tyr Asn Glu 
185 190 195 

cca get cag gag att tgatcactcg tgcgtttgac caa 729 
Pro Ala Gin Glu He 
200 



<210> 50 
<211> 202 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 50 

Met Thr Gin Thr He Val His Leu Val Arg His Gly Glu Val His Asn 
15 10 15 

Pro Glu Lys lie Leu Tyr Gly Arg Met Pro Gly Tyr Arg Leu Ser Ser 
20 25 30 

Arg Gly Arg Ser Gin Ala Ala Arg Thr Ala Ala Ser Phe Glu Gly His 
35 40 45 



Asp Val Thr Tyr He Ala Ala Ser Pro Leu Gin Arg Val Gin Glu Thr 
50 55 60 
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Ser Glu Pro Phe lie Lys Val Thr Gly Leu Glu Leu lie Thr Asp Glu 
65 70 75 80 

Asp Leu Leu Glu Ala Gly Asn Arg Phe Glu Gly Leu Arg Thr Lys Gly 
85 90 95 

Trp Arg Ser Gin Leu Trp Asn Pro Val Arg Trp Pro Leu Met Tyr Asn 
100 105 HO 

Pro Thr Leu Pro Ser Trp Gly Glu His Tyr Thr Asp He Leu Glu Arg 
115 120 125 

Met Met Ala Ala Val Glu Arg Ala Arg Val Ala Ala Glu Gly His Glu 
130 135 140 

Ala He Leu Val Thr His Gin Leu Pro He Val Cys Val Gin Arg His 
145 150 155 160 

Ala Arg Gly Gin Ser Leu Ser His Asn Pro Ala Thr Arg Gin Cys Asp 
165 170 175 

Leu Ala Ser Val Thr Ser Leu Val Phe Gin Asp Asp Gin He Val Gly 
180 185 190 

Val His Tyr Asn Glu Pro Ala Gin Glu He 
195 200 



<210> 51 
<211> 822 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (799) 
<223> RXA02122 

<400> 51 gzn 
ggccttcagc tcaccgacag tttgtacatt tggtggaaga ctcacacccc acaccctaga 60 

ccttttttta agtgggcggt caggaatttt tcgcacaggt atg ctg cat gtc atg 115 

Met Leu His Val Met 
1 5 



aag ccg ggt tea cac gca get gec gaa aag act caa tec act gtg gtt 
Lvs Pro Gly Ser His Ala Ala Ala Glu Lys Thr Gin Ser Thr Val Val 
10 15 20 

tta etc att egg cat ggg caa acc cca aca act ggt cag gtt ctg cct 
Leu Leu He Arg His Gly Gin Thr Pro Thr Thr Gly Gin Val Leu Pro 
25 30 35 

ggt cag acg ccg ggt tta cac ctg tct gat aag ggt gaa gag cag gcg 
Gly Gin Thr Pro Gly Leu His Leu Ser Asp Lys Gly Glu Glu Gin Ala 
40 45 50 

egg gag gtg gca cag cgt ctg gcg gag gtg ccg att acc get gtg tat 
Arg Glu Val Ala Gin Arg Leu Ala Glu Val Pro He Thr Ala Val Tyr 
55 60 65 



163 



211 



259 



307 
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tca teg ccg atg gag cgt gcg cag gaa aca gca gca ccg acg gtc age 355 
Ser Ser Pro Met Glu Arg Ala Gin Glu Thr Ala Ala Pro Thr Val Ser 



70 



75 80 85 



aac att gcg cag cag cat ccg gga gaa ate gtt get gcg ttt agt cat 
Asn He Ala Gin Gin His Pro Gly Glu He Val Ala Ala Phe Ser His 
150 155 160 165 

gec gac acg ate aag get gcg gtg get cat ttt gta ggc act cca ctg 
Ala Asp Thr He Lys Ala Ala Val Ala His Phe Val Gly Thr Pro Leu 
170 175 180 

gat tct ttt cag cgc att ttc ate gac acg gcg tea att tec gca gtg 
Asp Ser Phe Gin Arg He Phe He Asp Thr Ala Ser He Ser Ala Val 
185 190 195 

gaa ttt acc ggg aaa tct tea ggc gtc tec tec cat atg ctg ctg aca 
Glu Phe Thr Gly Lys Ser Ser Gly Val Ser Ser His Met Leu Leu Thr 
200 205 210 

aat tec aga aca gga teg ttg gga tac ctt cga gac aaa ctt ccg aaa 
Asn Ser Arg Thr Gly Ser Leu Gly Tyr Leu Arg Asp Lys Leu Pro Lys 
215 220 225 

get ccg caa cca tgatcacctc accatttgag cgc 

Ala Pro Gin Pro 

230 



403 



get cat ggc etc gag ttg acg gtg gaa cct ggg ctt att gaa tgc gat 
Ala His Gly Leu Glu Leu Thr Val Glu Pro Gly Leu He Glu Cys Asp 
90 95 100 

ttc ggc gag tgg acg ggc egg aaa eta act gag etc aat gee eta gag 
Phe Gly Glu Trp Thr Gly Arg Lys Leu Thr Glu Leu Asn Ala Leu Glu 
105 " HO H5 

gag tgg aaa gcg gtg cag aag aca ccg tct acc ttc agg ttt cca ggt 
Glu Trp Lys Ala Val Gin Lys Thr Pro Ser Thr Phe Arg Phe Pro Gly 
120 125 130 

ggt gag agt ttc gtg gaa atg cag gat egg atg gtg gag get ate ggc 547 
Gly Glu Ser Phe Val Glu Met Gin Asp Arg Met Val Glu Ala He Gly 
135 140 145 



451 



499 



595 



643 



691 



739 



787 



822 



<210> 52 
<211> 233 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 52 

Met Leu His Val Met Lys Pro Gly 
1 5 

Gin Ser Thr Val Val Leu Leu He 
20 

Gly Gin Val Leu Pro Gly Gin Thr 
35 40 

Gly Glu Glu Gin Ala Arg Glu Val 



Ser His Ala Ala Ala Glu Lys Thr 
10 15 

Arg His Gly Gin Thr Pro Thr Thr 
25 30 

Pro Gly Leu His Leu Ser Asp Lys 
45 

Ala Gin Arg Leu Ala Glu Val Pro 
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50 55 60 

lie Thr Ala Val Tyr Ser Ser Pro Met Glu Arg Ala Gin Glu Thr Ala 
65 70 75 80 

Ala Pro Thr Val Ser Ala His Gly Leu Glu Leu Thr Val Glu Pro Gly 
85 90 95 

Leu He Glu Cys Asp Phe Gly Glu Trp Thr Gly Arg Lys Leu Thr Glu 
100 105 HO 

Leu Asn Ala Leu Glu Glu Trp Lys Ala Val Gin Lys Thr Pro Ser Thr 
115 120 125 

Phe Arg Phe Pro Gly Gly Glu Ser Phe Val Glu Met Gin Asp Arg Met 
130 135 140 

Val Glu Ala He Gly Asn He Ala Gin Gin His Pro Gly Glu He Val 
145 150 155 160 

Ala Ala Phe Ser His Ala Asp Thr He Lys Ala Ala Val Ala His Phe 
165 170 175 

Val Gly Thr Pro Leu Asp Ser Phe Gin Arg He Phe He Asp Thr Ala 
180 185 190 

Ser He Ser Ala Val Glu Phe Thr Gly Lys Ser Ser Gly Val Ser Ser 
195 200 205 

His Met Leu Leu Thr Asn Ser Arg Thr Gly Ser Leu Gly Tyr Leu Arg 
210 215 220 

Asp Lys Leu Pro Lys Ala Pro Gin Pro 
225 230 



<210> 53 
<211> 1161 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1138) 
<223> RXA00206 

<400> 53 

ttaaataaga tggtcagaga cagttttttg gcctgtcaac ccctgtgatt ctcttatttt 60 

tgggtgattg ttccggcgcg ggtgttgtga tgggtttaat atg gaa gac atg cga 115 

Met Glu Asp Met Arg 
1 5 



att get act etc acg tea ggc ggc gac tgc ccc gga eta aac gec gtc 
He Ala Thr Leu Thr Ser Gly Gly Asp Cys Pro Gly Leu Asn Ala Val 
10 15 20 



163 



ate cga gga ate gtc cgc aca gec age aat gaa ttt ggc tec ace gtc 211 
He Arg Gly He Val Arg Thr Ala Ser Asn Glu Phe Gly Ser Thr Val 
25 30 35 



BGI-126CP 



-75- 



gtt ggt tat caa gac ggt tgg gaa gga ctg tta ggc gat cgt cgc gta 259 

Val Gly Tyr Gin Asp Gly Trp Glu Gly Leu Leu Gly Asp Arg Arg Val 
40 45 50 

cag ctg tat gac gat gaa gat att gac cga ate etc ctt cga ggc ggc 307 

Gin Leu Tyr Asp Asp Glu Asp lie Asp Arg lie Leu Leu Arg Gly Gly 
55 60 65 

acc att ttg ggc act ggt cgc etc cat ccg gac aag ttt aag gec gga 355 

Thr lie Leu Gly Thr Gly Arg Leu His Pro Asp Lys Phe Lys Ala Gly 

70 75 80 85 

att gat cag att aag gec aac tta gaa gac gec ggc ate gat gec ctt 403 

lie Asp Gin lie Lys Ala Asn Leu Glu Asp Ala Gly lie Asp Ala Leu 
90 95 100 

ate cca ate ggt ggc gaa gga acc ctg aag ggt gee aag tgg ctg tct 451 

lie Pro lie Gly Gly Glu Gly Thr Leu Lys Gly Ala Lys Trp Leu Ser 
105 110 115 

gat aac ggt ate cct gtt gtc ggt gtc cca aag acc att gac aat gac 499 

Asp Asn Gly lie Pro Val Val Gly Val Pro Lys Thr lie Asp Asn Asp 
120 125 130 

gtg aat ggc act gac ttc acc ttc ggt ttc gat act get gtg gca gtg 547 

Val Asn Gly Thr Asp Phe Thr Phe Gly Phe Asp Thr Ala Val Ala Val 
135 140 145 

get acc gac get gtt gac cgc ctg cac acc acc get gaa tct cac aac 595 

Ala Thr Asp Ala Val Asp Arg Leu His Thr Thr Ala Glu Ser His Asn 

150 155 160 165 

cgt gtg atg ate gtg gag gtc atg ggc cgc cac gtg ggt tgg att get 643 

Arg Val Met lie Val Glu Val Met Gly Arg His Val Gly Trp lie Ala 
170 175 180 

ctg cac gca ggt atg gee ggc ggt get cac tac acc gtt att cca gaa 691 

Leu His Ala Gly Met Ala Gly Gly Ala His Tyr Thr Val He Pro Glu 
185 190 195 

gta cct ttc gat att gca gag ate tgc aag gcg atg gaa cgt cgc ttc 739 

Val Pro Phe Asp He Ala Glu He Cys Lys Ala Met Glu Arg Arg Phe 
200 205 210 

cag atg ggc gag aag tac ggc att ate gtc gtt gcg gaa ggt gcg ttg 787 

Gin Met Gly Glu Lys Tyr Gly He He Val Val Ala Glu Gly Ala Leu 
215 220 225 

cca cgc gaa ggc acc atg gag ctt cgt gaa ggc cac att gac cag ttc 835 

Pro Arg Glu Gly Thr Met Glu Leu Arg Glu Gly His He Asp Gin Phe 

230 235 240 245 

ggt cac aag acc ttc acg gga att gga cag cag ate get gat gag ate 883 

Gly His Lys Thr Phe Thr Gly He Gly Gin Gin He Ala Asp Glu He 
250 255 260 

cac gtg cgc etc ggc cac gat gtt cgt acg acc gtt ctt ggc cac att 931 

His Val Arg Leu Gly His Asp Val Arg Thr Thr Val Leu Gly His He 
265 270 275 

caa cgt ggt gga acc cca act get ttc gac cgt gtt ctg gee act cgt 97 9 



BGI-126CP 



-76- 



Gln Arg Gly Gly Thr Pro Thr Ala Phe Asp Arg Val Leu Ala Thr Arg 
280 285 290 

tat ggt gtt cgt gca get cgt gcg tgc cat gag gga age ttt gac aag 1027 
Tyr Gly Val Arg Ala Ala Arg Ala Cys His Glu Gly Ser Phe Asp Lys 
295 300 305 

gtt gtt get ttg aag ggt gag age att gag atg ate ace ttt gaa gaa 1075 
Val Val Ala Leu Lys Gly Glu Ser He Glu Met He Thr Phe Glu Glu 
310 315 320 325 

gca gtc gga ace ttg aag gaa gtt cca ttc gaa cgc tgg gtt act gec 1123 
Ala Val Gly Thr Leu Lys Glu Val Pro Phe Glu Arg Trp Val Thr Ala 
330 335 340 



cag gca atg ttt gga tagtttttcg ggctttratc aac 
Gin Ala Met Phe Gly 
345 



<210> 54 
<211> 346 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 54 

Met Glu Asp Met Arg He Ala Thr Leu Thr Ser Gly Gly Asp Cys Pro 
15 10 15 

Gly Leu Asn Ala Val He Arg Gly He Val Arg Thr Ala Ser Asn Glu 
20 25 30 

Phe Gly Ser Thr Val Val Gly Tyr Gin Asp Gly Trp Glu Gly Leu Leu 
35 40 45 

Gly Asp Arg Arg Val Gin Leu Tyr Asp Asp Glu Asp He Asp Arg He 
50 55 60 

Leu Leu Arg Gly Gly Thr He Leu Gly Thr Gly Arg Leu His Pro Asp 
65 70 75 80 

Lys Phe Lys Ala Gly He Asp Gin He Lys Ala Asn Leu Glu Asp Ala 
85 90 95 

Gly He Asp Ala Leu He Pro He Gly Gly Glu Gly Thr Leu Lys Gly 
100 105 HO 

Ala Lys Trp Leu Ser Asp Asn Gly He Pro Val Val Gly Val Pro Lys 
115 120 125 

Thr He Asp Asn Asp Val Asn Gly Thr Asp Phe Thr Phe Gly Phe Asp 
130 135 140 

Thr Ala Val Ala Val Ala Thr Asp Ala Val Asp Arg Leu His Thr Thr 
145 150 155 160 

Ala Glu Ser His Asn Arg Val Met He Val Glu Val Met Gly Arg His 
165 170 175 

Val Gly Trp He Ala Leu His Ala Gly Met Ala Gly Gly Ala His Tyr 
180 185 190 



1161 
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Thr Val He Pro Glu Val Pro Phe Asp He Ala Glu He Cys Lys Ala 
195 200 205 

Met Glu Arg Arg Phe Gin Met Gly Glu Lys Tyr Gly He He Val Val 
210 215 220 

Ala Glu Gly Ala Leu Pro Arg Glu Gly Thr Met Glu Leu Arg Glu Gly 
225 230 235 240 

His He Asp Gin Phe Gly His Lys Thr Phe Thr Gly He Gly Gin Gin 
245 250 255 

He Ala Asp Glu He His Val Arg Leu Gly His Asp Val Arg Thr Thr 
260 265 270 

Val Leu Gly His He Gin Arg Gly Gly Thr Pro Thr Ala Phe Asp Arg 
275 280 285 

Val Leu Ala Thr Arg Tyr Gly Val Arg Ala Ala Arg Ala Cys His Glu 
290 295 300 

Gly Ser Phe Asp Lys Val Val Ala Leu Lys Gly Glu Ser He Glu Met 
305 310 315 320 

He Thr Phe Glu Glu Ala Val Gly Thr Leu Lys Glu Val Pro Phe Glu 
325 330 335 



Arg Trp Val Thr Ala Gin Ala Met Phe Gly 
340 345 



<210> 55 
<211> 1083 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1060) 
<223> RXA01243 

<400> 55 

gcgcaatcag cgatatcgat gtggtggtca ccgatgcggg tgcaccagca agtttcgttg 

agcagttgcg agaacgcgat gtagaagttg tgattgcaga atg att ctt aca gtc 

Met He Leu Thr Val 
1 5 

act gca agt ccg tat ctg ttg age acc aat gag ctt gac ggc acc ate 
Thr Ala Ser Pro Tyr Leu Leu Ser Thr Asn Glu Leu Asp Gly Thr He 
10 15 20 

gaa att ggc gaa gca aac aaa ate egg cag gtt tec act gtt gee ggt 211 
Glu He Gly Glu Ala Asn Lys He Arg Gin Val Ser Thr Val Ala Gly 
25 30 35 



ggt ttt ggc acc ggt gtg get gee acc ttg ttt tat ggc ggc aat gaa 
Gly Phe Gly Thr Gly Val Ala Ala Thr Leu Phe Tyr Gly Gly Asn Glu 
40 45 50 



60 
115 

163 



259 



BGI-126CP 



-78- 



act ttt gca gtt ttt ccc get cca gaa ate tct cat tac atg cgc ctg 
Thr Phe Ala Val Phe Pro Ala Pro Glu He Ser His Tyr Met Arg Leu 
55 60 65 



gtg acg ttt get ggg ttg cct cat gaa att att ccg gtg gca ggt ccc 
Val Thr Phe Ala Gly Leu Pro His Glu He He Pro Val Ala Gly Pro 
70 75 



80 85 



ate ccc atg cat ttg acc atg cgt gat gca gag ggc aat gag act aag 
He Pro Met His Leu Thr Met Arg Asp Ala Glu Gly Asn Glu Thr Lys 
90 95 100 

ttc aaa gac tec ccc atg cct ttg gat gtg tec cag ttg gca att ctt 
Phe Lys Asp Ser Pro Met Pro Leu Asp Val Ser Gin Leu Ala He Leu 
105 HO ll 5 

cgt gat eta gtg gtg cgt cga gee gaa gat gec gcg tgg gtg ttg ttg 
Arg Asp Leu Val Val Arg Arg Ala Glu Asp Ala Ala Trp Val Leu Leu 
120 125 130 

ggt ggc aat ttg ccg tct ate gcg cct get gcg tgg ttt gtg gat gtg 
Gly Gly Asn Leu Pro Ser He Ala Pro Ala Ala Trp Phe Val Asp Val 
135 140 145 

gtg aga tea ctt cgc ttg tac cac cct cat gtg aag gta get ate gca 
Val Arg Ser Leu Arg Leu Tyr His Pro His Val Lys Val Ala He Ala 
150 155 160 165 

gca act ggt get gcg ttg cgt gcg gtt att cga cag ctt gca get acg 
Ala Thr Gly Ala Ala Leu Arg Ala Val He Arg Gin Leu Ala Ala Thr 
170 175 180 

tec ccg gat gcg ctg att gtg get gcg gaa gaa ate gaa att gec act 
Ser Pro Asp Ala Leu He Val Ala Ala Glu Glu He Glu He Ala Thr 
185 190 195 



gga tta gaa ccc aaa acc ttg aga ggt cca tgg gta gag gga gat etc 
Gly Leu Glu Pro Lys Thr Leu Arg Gly Pro Trp Val Glu Gly Asp Leu 
200 205 210 



tec ccg act gtg gcg gca gcg cgc get tta att gat age ggt gtc acc 
Ser Pro Thr Val Ala Ala Ala Arg Ala Leu He Asp Ser Gly Val Thr 
215 220 225 



240 245 



tct gaa tea ctg tta gee age tac gac age acc cct ggt aag cag ggc 
Ser Glu Ser Leu Leu Ala Ser Tyr Asp Ser Thr Pro Gly Lys Gin Gly 

255 260 



250 



307 



355 



4 03 



451 



499 



547 



595 



643 



691 



739 



787 



gag gtg ttg gtt acc aac aag egg acg gaa tct ttg tat gtt tec gag 835 
Glu Val Leu Val Thr Asn Lys Arg Thr Glu Ser Leu Tyr Val Ser Glu 
230 235 



883 



931 



gtg aat tgg egg gaa tct ttt act gca gga ttc ttg gca gca tec aat 
Val Asn Trp Arg Glu Ser Phe Thr Ala Gly Phe Leu Ala Ala Ser Asn 
265 270 275 

gat gga aaa tec act gag gac age gtg ate aac gcg gtt get tac gee 
Asp Gly Lys Ser Thr Glu Asp Ser Val He Asn Ala Val Ala Tyr Ala 
280 285 290 

aac get gaa ggc agt gag tgg gac aac tac att ccc aca ccc gat aag 1027 



979 
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Asn Ala Glu Gly Ser Glu Trp Asp Asn Tyr lie Pro Thr Pro Asp Lys 
295 300 305 

ctt egg gcg gag cac gtg gtc ate aaa teg ctt tagaccacgc aaaaagcetc 1080 
Leu Arg Ala Glu His Val Val He Lys Ser Leu 
310 315 320 



aaa 



1083 



<210> 56 
<211> 320 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 56 

Met He Leu Thr Val Thr Ala Ser Pro Tyr Leu Leu Ser Thr Asn Glu 
15 10 15 

Leu Asp Gly Thr He Glu He Gly Glu Ala Asn Lys He Arg Gin Val 
20 25 30 

Ser Thr Val Ala Gly Gly Phe Gly Thr Gly Val Ala Ala Thr Leu Phe 
35 40 45 

Tyr Gly Gly Asn Glu Thr Phe Ala Val Phe Pro Ala Pro Glu He Ser 
50 55 60 

His Tyr Met Arg Leu Val Thr Phe Ala Gly Leu Pro His Glu lie He 
65 70 75 80 

Pro Val Ala Gly Pro He Pro Met His Leu Thr Met Arg Asp Ala Glu 
85 90 95 

Gly Asn Glu Thr Lys Phe Lys Asp Ser Pro Met Pro Leu Asp Val Ser 
100 105 110 

Gin Leu Ala He Leu Arg Asp Leu Val Val Arg Arg Ala Glu Asp Ala 
115 120 125 

Ala Trp Val Leu Leu Gly Gly Asn Leu Pro Ser He Ala Pro Ala Ala 
130 135 140 

Trp Phe Val Asp Val Val Arg Ser Leu Arg Leu Tyr His Pro His Val 
145 150 155 160 

Lys Val Ala He Ala Ala Thr Gly Ala Ala Leu Arg Ala Val He Arg 
165 170 175 

Gin Leu Ala Ala Thr Ser Pro Asp Ala Leu He Val Ala Ala Glu Glu 
180 185 190 

He Glu He Ala Thr Gly Leu Glu Pro Lys Thr Leu Arg Gly Pro Trp 
195 200 205 

Val Glu Gly Asp Leu Ser Pro Thr Val Ala Ala Ala Arg Ala Leu He 
210 215 220 

Asp Ser Gly Val Thr Glu Val Leu Val Thr Asn Lys Arg Thr Glu Ser 
225 230 235 240 
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Leu Tyr Val Ser Glu Ser Glu Ser Leu Leu Ala Ser Tyr Asp Ser Thr 
245 250 255 

Pro Gly Lys Gin Gly Val Asn Trp Arg Glu Ser Phe Thr Ala Gly Phe 
260 265 270 

Leu Ala Ala Ser Asn Asp Gly Lys Ser Thr Glu Asp Ser Val He Asn 
275 280 285 

Ala Val Ala Tyr Ala Asn Ala Glu Gly Ser Glu Trp Asp Asn Tyr He 
290 295 300 

Pro Thr Pro Asp Lys Leu Arg Ala Glu His Val Val He Lys Ser Leu 
305 310 315 320 



<210> 57 
<211> 1113 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (1090) 

<223> RXA01882 

<400> 57 

accctttttc caccttggct gattttgatg cccttgttac cgatgaccac acgctagatt 60 

ttccagtttt gcccgaccac aactttcagg tggtaacccc atg ate ate aca ttc 115 

Met He He Thr Phe 
1 5 



acc cca aac ccg agt att gat tec acg ctg teg etc ggc gaa gag etc 
Thr Pro Asn Pro Ser He Asp Ser Thr Leu Ser Leu Gly Glu Glu Leu 
10 15 20 



acc ttg get gtg ttc cca gee ggc aag etc gac ccc ttc gtc cca ctg 
Thr Leu Ala Val Phe Pro Ala Gly Lys Leu Asp Pro Phe Val Pro Leu 
55 60 65 

gtc cgc gac ate ggc ttg ccc gtg gaa act gtt gtg ate aac aag aac 
Val Arg Asp He Gly Leu Pro Val Glu Thr Val Val He Asn Lys Asn 
70 75 80 85 

gtc cgc acc aac acc aca gtc acc gaa ccg gac ggc acc acc acc aag 
Val Arg Thr Asn Thr Thr Val Thr Glu Pro Asp Gly Thr Thr Thr Lys 
90 95 100 

etc aac ggc ccc ggc gcg ccg etc age gag cag aag etc cgt age ttg 



163 



tec cgt gga tec gtc caa cga ctt gat tec gtc acc get gtc gca ggt 211 
Ser Arg Gly Ser Val Gin Arg Leu Asp Ser Val Thr Ala Val Ala Gly 
25 30 35 

ggt aaa ggc ate aat gtc gee cac get gtc ttg ctt gcg ggc ttt gaa 259 
Gly Lys Gly He Asn Val Ala His Ala Val Leu Leu Ala Gly Phe Glu 
40 45 50 



307 



355 



403 



451 
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Leu Asn Gly Pro Gly Ala Pro Leu Ser Glu Gin Lys Leu Arg Ser Leu 
105 HO H5 

gaa aag gtg ctt ate gac gcg etc cgc ccc gaa gtc acc tgg gtt gtc 
Glu Lys Val Leu He Asp Ala Leu Arg Pro Glu Val Thr Trp Val Val 
120 125 130 

ctg gcg ggc teg ctg cca cca ggg gca cca gtt gac tgg tac gcg cgt 
Leu Ala Gly Ser Leu Pro Pro Gly Ala Pro Val Asp Trp Tyr Ala Arg 
135 140 145 

etc acc gcg ttg ate cat tea gca cgc cct gac gtt cgc gtg get gtc 
Leu Thr Ala Leu He His Ser Ala Arg Pro Asp Val Arg Val Ala Val 



150 155 



160 165 



gat acc tea gac aag cca ctg atg gcg ttg ggc gag age ttg gat aca 
Asp Thr Ser Asp Lys Pro Leu Met Ala Leu Gly Glu Ser Leu Asp Thr 
170 175 180 

cct ggc get get ccg aac ctg att aag cca aat ggt ctg gaa ctg ggc 
Pro Gly Ala Ala Pro Asn Leu He Lys Pro Asn Gly Leu Glu Leu Gly 
185 1^0 195 

cag ctg get aac act gat ggt gaa gag ctg gag gcg cgt get gcg caa 
Gin Leu Ala Asn Thr Asp Gly Glu Glu Leu Glu Ala Arg Ala Ala Gin 



200 



205 210 



ggc gat tac gac gee ate ate gca get gcg gac gta ctg gtt aac cgt 
Gly Asp Tyr Asp Ala He He Ala Ala Ala Asp Val Leu Val Asn Arg 
215 220 225 

ggc ate gaa cag gtg ctt gtc acc ttg ggt gee gca gga gcg gtg ttg 
Glv He Glu Gin Val Leu Val Thr Leu Gly Ala Ala Gly Ala Val Leu 



230 235 



240 245 



gtc aac gca gaa ggt gcg tgg act get act tct cca aag att gat gtt 
Val Asn Ala Glu Gly Ala Trp Thr Ala Thr Ser Pro Lys He Asp Val 



250 



255 260 



gta tec acc gtt gga get gga gac tgt get ctt gca ggt ttt gtt atg 
Val Ser Thr Val Gly Ala Gly Asp Cys Ala Leu Ala Gly Phe Val Met 



265 



270 275 



gca cgt tec cag aag aaa aca ctg gag gaa tct ctg ctg aat gec gtg 
Ala Arg Ser Gin Lys Lys Thr Leu Glu Glu Ser Leu Leu Asn Ala Val 
280 285 290 

tct tac ggc teg act gcg gcg tct ctt cct ggc act acc att cct cgt 
Ser Tyr Gly Ser Thr Ala Ala Ser Leu Pro Gly Thr Thr He Pro Arg 
295 300 305 

cct gac caa etc gee aca get ggt gca acg gtc acc caa gtc aaa gga 
Pro Asp Gin Leu Ala Thr Ala Gly Ala Thr Val Thr Gin Val Lys Gly 
310 315 320 325 

ttg aaa gaa tea gca tgaatagcgt aaataattcc teg 
Leu Lys Glu Ser Ala 
330 



499 



547 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1075 



1113 



<210> 58 
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<211> 330 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 58 

Met lie lie Thr Phe Thr Pro Asn Pro Ser lie Asp Ser Thr Leu Ser 
15 10 15 

Leu Gly Glu Glu Leu Ser Arg Gly Ser Val Gin Arg Leu Asp Ser Val 
20 25 30 

Thr Ala Val Ala Gly Gly Lys Gly lie Asn Val Ala His Ala Val Leu 
35 40 45 

Leu Ala Gly Phe Glu Thr Leu Ala Val Phe Pro Ala Gly Lys Leu Asp 
50 55 60 

Pro Phe Val Pro Leu Val Arg Asp lie Gly Leu Pro Val Glu Thr Val 
65 70 75 80 

Val lie Asn Lys Asn Val Arg Thr Asn Thr Thr Val Thr Glu Pro Asp 
85 90 95 

Gly Thr Thr Thr Lys Leu Asn, Gly Pro Gly Ala Pro Leu Ser Glu Gin 
100 105 110 

Lys Leu Arg Ser Leu Glu Lys Val Leu lie Asp Ala Leu Arg Pro Glu 
115 120 125 

Val Thr Trp Val Val Leu Ala Gly Ser Leu Pro Pro Gly Ala Pro Val 
130 135 140 

Asp Trp Tyr Ala Arg Leu Thr Ala Leu He His Ser Ala Arg Pro Asp 
145 150 155 160 

Val Arg Val Ala Val Asp Thr Ser Asp Lys Pro Leu Met Ala Leu Gly 
165 170 175 

Glu Ser Leu Asp Thr Pro Gly Ala Ala Pro Asn Leu He Lys Pro Asn 
180 185 190 

Gly Leu Glu Leu Gly Gin Leu Ala Asn Thr Asp Gly Glu Glu Leu Glu 
195 200 205 

Ala Arg Ala Ala Gin Gly Asp Tyr Asp Ala He He Ala Ala Ala Asp 
210 215 220 

Val Leu Val Asn Arg Gly He Glu Gin Val Leu Val Thr Leu Gly Ala 
225 230 235 240 

Ala Gly Ala Val Leu Val Asn Ala Glu Gly Ala Trp Thr Ala Thr Ser 
245 250 255 

Pro Lys He Asp Val Val Ser Thr Val Gly Ala Gly Asp Cys Ala Leu 
260 265 270 

Ala Gly Phe Val Met Ala Arg Ser Gin Lys Lys Thr Leu Glu Glu Ser 
275 280 285 

Leu Leu Asn Ala Val Ser Tyr Gly Ser Thr Ala Ala Ser Leu Pro Gly 
290 295 300 
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Thr Thr He Pro Arg Pro Asp Gin Leu Ala Thr Ala Gly Ala Thr Val 
305 310 315 320 



Thr Gin Val Lys Gly Leu Lys Glu Ser Ala 
325 330 



<210> 59 
<211> 1155 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1132) 
<223> RXA01702 

<400> 59 

attgtgaatg tgggattatc ggttcgcgct tcaccatgtt tctgcatgat gaaattacat 60 

acatagttca gtgacagtca ccttttggag gagacacctt atg cct ate gca act 115 

Met Pro He Ala Thr 
1 5 



ccc gag gtc tat aac gag atg etc gat cgt get aag gaa ggc gga ttc 
Pro Glu Val Tyr Asn Glu Met Leu Asp Arg Ala Lys Glu Gly Gly Phe 
10 15 20 

gec ttc cca gec ate aac tgc acc tec teg gaa acc ate aac gca get 
Ala Phe Pro Ala He Asn Cys Thr Ser Ser Glu Thr He Asn Ala Ala 
25 30 35 

etc aag ggc ttc gca gag get gaa tct gac gga ate ate cag ttc tec 
Leu Lys Gly Phe Ala Glu Ala Glu Ser Asp Gly He He Gin Phe Ser 
40 45 50 

acc ggt ggt gca gag ttc ggt tec ggc ctg gca gta aag aac aag gtc 
Thr Gly Gly Ala Glu Phe Gly Ser Gly Leu Ala Val Lys Asn Lys Val 



55 



60 65 



aag ggc gca gtt gcg ctt gca gee ttc gec cac gag gca gca aag age 
Lys Gly Ala Val Ala Leu Ala Ala Phe Ala His Glu Ala Ala Lys Ser 
70 75 80 85 

tac ggc ate aac gtt get ctg cac act gac cac tgc cag aag gaa gtc 
Tvr Gly He Asn Val Ala Leu His Thr Asp His Cys Gin Lys Glu Val 
90 95 100 

ctg gac gag tac gtc cgc cca ctg ctg get ate tec cag gag cgc gtc 
Leu Asp Glu Tyr Val Arg Pro Leu Leu Ala He Ser Gin Glu Arg Val 
105 HO H5 

gac cgc ggc gag ctt cca ctg ttc cag tec cac atg tgg gat ggt tec 
Asp Arg Gly Glu Leu Pro Leu Phe Gin Ser His Met Trp Asp Gly Ser 
120 125 130 

get gtc cca ate gac gag aac etc gaa ate gca cag gag ctg ctg get 
Ala Val Pro He Asp Glu Asn Leu Glu He Ala Gin Glu Leu Leu Ala 
135 140 145 



163 



211 



259 



307 



355 



403 



451 



499 



547 



BGI-126CP 



- 84- 



aag gcc aag gca gcg aac ate ate ttg gaa gtt gag ate ggt gtt gtc 595 
Lys Ala Lys Ala Ala Asn He He Leu Glu Val Glu He Gly Val Val 
150 155 160 165 



ggt ggc gaa gaa gac ggc gtt gag get aag get ggc gca aac etc tac 
Gly Gly Glu Glu Asp Gly Val Glu Ala Lys Ala Gly Ala Asn Leu Tyr 
170 175 180 

ace tec cca gaa gac ttt gag aag ace ate gat gca ate ggc ace ggt 
Thr Ser Pro Glu Asp Phe Glu Lys Thr He Asp Ala He Gly Thr Gly 
185 190 195 

gag aag ggc cgc tac ctg eta gca get ace ttc ggt aac gtc cac ggc 
Glu Lys Gly Arg Tyr Leu Leu Ala Ala Thr Phe Gly Asn Val His Gly 
200 205 210 

gtt tac aag cca ggc aac gtc aag ctg cgc cca gag gtc etc ctt gag 
Val Tyr Lys Pro Gly Asn Val Lys Leu Arg Pro Glu Val Leu Leu Glu 
215 220 225 

ggc cag cag gtt gca cgc aag aag ctt gga ctt gca gac gac gca ctt 
Gly Gin Gin Val Ala Arg Lys Lys Leu Gly Leu Ala Asp Asp Ala Leu 
230 235 240 245 

cca ttc gac ttc gtc ttc cac ggt ggc tea ggc tec gag aag gaa aag 
Pro Phe Asp Phe Val Phe His Gly Gly Ser Gly Ser Glu Lys Glu Lys 
250 255 260 

ate gaa gag gcg ctg ace tac ggc gtc ate aag atg aac gtt gat act 
He Glu Glu Ala Leu Thr Tyr Gly Val He Lys Met Asn Val Asp Thr 
265 270 275 

gac ace cag tac gca ttc acc cgc cca ate gtc tec cac atg ttt gag 
Asp Thr Gin Tyr Ala Phe Thr Arg Pro He Val Ser His Met Phe Glu 
280 285 290 

aac tac aac ggc gtt etc aag ate gac ggc gag gtc gga aac aag aag 
Asn Tyr Asn Gly Val Leu Lys He Asp Gly Glu Val Gly Asn Lys Lys 
295 300 305 

get tac gac cca cgc tct tac atg aag aag get gag cag age atg tct 
Ala Tyr Asp Pro Arg Ser Tyr Met Lys Lys Ala Glu Gin Ser Met Ser 
310 315 320 325 

gag cgc att ate gag tct tgc cag gac etc aag tct gtt gga aag acc 
Glu Arg He He Glu Ser Cys Gin Asp Leu Lys Ser Val Gly Lys Thr 
330 335 340 

acc tct aag taatctcagc agttaaaaag ggc 
Thr Ser Lys 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1075 



1123 



1155 



<210> 60 
<211> 344 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 60 

Met Pro He Ala Thr Pro Glu Val Tyr Asn Glu Met Leu Asp Arg Ala 
15 10 15 



BGI-126CP 



Lys Glu Gly Gly 
20 

Thr lie Asn Ala 
35 

lie lie Gin Phe 

50 

Val Lys Asn Lys 
65 

Glu Ala Ala Lys 



Cys Gin Lys Glu 
100 



Ser Gin Glu Arg 
115 

Met Trp Asp Gly 
130 

Gin Glu Leu Leu 
145 

Glu lie Gly Val 



Gly Ala Asn Leu 
180 

Ala He Gly Thr 
195 

Gly Asn Val His 
210 

Glu Val Leu Leu 
225 

Ala Asp Asp Ala 



Ser Glu Lys Glu 
260 

Met Asn Val Asp 
275 

Ser His Met Phe 
290 

Val Gly Asn Lys 
305 

Glu Gin Ser Met 



Phe Ala Phe Pro 



Ala Leu Lys Gly 
40 

Ser Thr Gly Gly 
55 

Val Lys Gly Ala 
70 

Ser Tyr Gly He 
85 

Val Leu Asp Glu 



Val Asp Arg Gly 
120 

Ser Ala Val Pro 
135 

Ala Lys Ala Lys 
150 

Val Gly Gly Glu 
165 

Tyr Thr Ser Pro 



Gly Glu Lys Gly 
200 

Gly Val Tyr Lys 
215 

Glu Gly Gin Gin 
230 

Leu Pro Phe Asp 
245 

Lys He Glu Glu 



Thr Asp Thr Gin 
280 

Glu Asn Tyr Asn 
295 

Lys Ala Tyr Asp 
310 

Ser Glu Arg He 
325 
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Ala He Asn Cys 
25 

Phe Ala Glu Ala 



Ala Glu Phe Gly 
60 

Val Ala Leu Ala 
75 

Asn Val Ala Leu 
90 

Tyr Val Arg Pro 
105 

Glu Leu Pro Leu 



He Asp Glu Asn 
140 

Ala Ala Asn He 
155 

Glu Asp Gly Val 
170 

Glu Asp Phe Glu 
185 

Arg Tyr Leu Leu 



Pro Gly Asn Val 
220 

Val Ala Arg Lys 
235 

Phe Val Phe His 
250 

Ala Leu Thr Tyr 
265 

Tyr Ala Phe Thr 



Gly Val Leu Lys 
300 

Pro Arg Ser Tyr 
315 

He Glu Ser Cys 
330 



Thr Ser Ser Glu 
30 

Glu Ser Asp Gly 
45 

Ser Gly Leu Ala 



Ala Phe Ala His 
80 

His Thr Asp His 
95 

Leu Leu Ala He 
110 

Phe Gin Ser His 
125 

Leu Glu He Ala 



He Leu Glu Val 
160 

Glu Ala Lys Ala 
175 

Lys Thr He Asp 
190 

Ala Ala Thr Phe 
205 

Lys Leu Arg Pro 



Lys Leu Gly Leu 
240 

Gly Gly Ser Gly 
255 

Gly Val He Lys 
270 

Arg Pro He Val 
285 

He Asp Gly Glu 



Met Lys Lys Ala 
320 

Gin Asp Leu Lys 
335 
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Ser Val Gly Lys Thr Thr Ser Lys 
340 



<210> 61 
<211> 900 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (877) 

<223> RXA02258 

<400> 61 

cgttgcaatt ctcgctcagt aaatccgaca cggccctttg ttagaaaaca aaacataaag 60 

ggccaccggg aaactttttt aagaaaggtg tgtttcacac atg gca cgt aag cca 115 

Met Ala Arg Lys Pro 
1 5 

ctt ate get ggt aac tgg aag atg aac ctg gat cac cag cag gca ate 163 
Leu lie Ala Gly Asn Trp Lys Met Asn Leu Asp His Gin Gin Ala He 
10 15 20 

ggc act gtt cag aag ctt gca ttc gee ctt cca aag gaa tac ttc gag 211 
Gly Thr Val Gin Lys Leu Ala Phe Ala Leu Pro Lys Glu Tyr Phe Glu 
25 30 35 

aag gtt gac gtt gca gtc acc gtt cct ttc act gac ate cgc tec gtc 259 
Lys Val Asp Val Ala Val Thr Val Pro Phe Thr Asp He Arg Ser Val 
40 45 50 

cag act etc gtt gag ggc gac aag ctt gag gtc act ttc ggt get cag 307 
Gin Thr Leu Val Glu Gly Asp Lys Leu Glu Val Thr Phe Gly Ala Gin 
55 60 65 

gac gtc tec cag cac gag tec ggt gcg tac acc ggt gaa gtt tct gca 355 
Asp Val Ser Gin His Glu Ser Gly Ala Tyr Thr Gly Glu Val Ser Ala 
70 75 80 85 

age atg ctg gca aag ttg aac tgc tct tgg gtt gtc gtt gga cac tec 403 
Ser Met Leu Ala Lys Leu Asn Cys Ser Trp Val Val Val Gly His Ser 
90 95 100 

gag cgc cgc gag tac cac aac gag tct gat gag ttg gtt get gcg aag 451 
Glu Arg Arg Glu Tyr His Asn Glu Ser Asp Glu Leu Val Ala Ala Lys 
105 110 115 

gca aag gca get ctg tec aac ggc ate age ccg ate gtc tgc gtt ggt 499 
Ala Lys Ala Ala Leu Ser Asn Gly He Ser Pro He Val Cys Val Gly 
120 125 130 

gag cca ctg gaa ate cgt gaa get ggc acc cac gtt gag tac gtc gtc 547 
Glu Pro Leu Glu He Arg Glu Ala Gly Thr His Val Glu Tyr Val Val 
135 140 145 



gag cag acc cgt aag tec ctt get ggc ctg gat get get gag ctg gee 
Glu Gin Thr Arg Lys Ser Leu Ala Gly Leu Asp Ala Ala Glu Leu Ala 
150 155 160 165 



595 
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aac acc gtt ate gcg tat gag cca gtg tgg get ate ggc ace ggt aag 643 
Asn Thr Val He Ala Tyr Glu Pro Val Trp Ala He Gly Thr Gly Lys 
170 175 180 



gtt get tec gca get gac get cag gaa gtg tgc aag get ate cgc ggt 
Val Ala Ser Ala Ala Asp Ala Gin Glu Val Cys Lys Ala He Arg Gly 
185 190 195 



ctt tac ggt ggt tct gtt aag gca gaa acc gtc get gag ate gtc ggt 
Leu Tyr Gly Gly Ser Val Lys Ala Glu Thr Val Ala Glu He Val Gly 
215 220 225 

cag cct gac gtc gac ggc gga ctt gtc ggt ggc get tec etc gac ggt 
Gin Pro Asp Val Asp Gly Gly Leu Val Gly Gly Ala Ser Leu Asp Gly 
230 235 240 245 

gaa gca ttc gec aag ctg get gec aac get gcg age gtt get 
Glu Ala Phe Ala Lys Leu Ala Ala Asn Ala Ala Ser Val Ala 
250 255 

taaagtacag agctttaaag cac 



691 



ctg ate gtg gag ctt gca ggc gac gag gtc get gag ggc ctg cgt att 739 
Leu He Val Glu Leu Ala Gly Asp Glu Val Ala Glu Gly Leu Arg He 
200 205 210 



787 



835 



877 



900 



<210> 62 
<211> 259 
<212> PRT 

<213> Corynebacterium glutarnicum 



<400> 62 
Met Ala Arg Lys 
1 

His Gin Gin Ala 
20 

Lys Glu Tyr Phe 
35 

Asp He Arg Ser 
50 

Thr Phe Gly Ala 
65 

Gly Glu Val Ser 



Val Val Gly His 
100 

Leu Val Ala Ala 
115 

He Val Cys Val 

130 



Pro Leu He Ala 
5 

He Gly Thr Val 



Glu Lys Val Asp 
40 

Val Gin Thr Leu 
55 

Gin Asp Val Ser 
70 

Ala Ser Met Leu 
85 

Ser Glu Arg Arg 



Lys Ala Lys Ala 
120 

Gly Glu Pro Leu 
135 



Gly Asn Trp Lys 
10 

Gin Lys Leu Ala 
25 

Val Ala Val Thr 



Val Glu Gly Asp 
60 

Gin His Glu Ser 
75 

Ala Lys Leu Asn 
90 

Glu Tyr His Asn 
105 

Ala Leu Ser Asn 



Glu He Arg Glu 
140 



Met Asn Leu Asp 
15 

Phe Ala Leu Pro 
30 

Val Pro Phe Thr 
45 

Lys Leu Glu Val 



Gly Ala Tyr Thr 
80 

Cys Ser Trp Val 
95 

Glu Ser Asp Glu 
110 

Gly He Ser Pro 
125 

Ala Gly Thr His 



Val Glu Tyr Val Val Glu Gin Thr Arg Lys Ser Leu Ala Gly Leu Asp 
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145 



150 155 160 



Ala Ala Glu Leu Ala Asn Thr Val He Ala Tyr Glu Pro Val Trp Ala 
165 170 175 

He Gly Thr Gly Lys Val Ala Ser Ala Ala Asp Ala Gin Glu Val Cys 
180 185 190 

Lys Ala He Arg Gly Leu He Val Glu Leu Ala Gly Asp Glu Val Ala 
195 200 205 

Glu Gly Leu Arg He Leu Tyr Gly Gly Ser Val Lys Ala Glu Thr Val 
210 215 220 

Ala Glu He Val Gly Gin Pro Asp Val Asp Gly Gly Leu Val Gly Gly 
225 230 235 240 

Ala Ser Leu Asp Gly Glu Ala Phe Ala Lys Leu Ala Ala Asn Ala Ala 
245 250 255 

Ser Val Ala 



<210> 63 
<211> 1563 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1540) 

<223> RXN01225 

<400> 63 

tttgggctaa tgttgggggg agtgctttca actatccacg agagctgccc agtgataaac 60 

cccgggttaa ccccacgcct aagtcagtga aggacttttt atg acg cac aac cac 115 

Met Thr His Asn His 
1 5 

aag gac tgg aac gat cgc att gca gtt gcg gag gaa atg gtg ccg ttg 163 
Lys Asp Trp Asn Asp Arg He Ala Val Ala Glu Glu Met Val Pro Leu 
10 15 20 

ate ggg cgc ctg cac cgc aac aac aac gtg gtg gtt tec gta ttc ggt 211 
He Gly Arg Leu His Arg Asn Asn Asn Val Val Val Ser Val Phe Gly 
25 30 35 



cgt etc ctt gtg aat gtc tea gac ate gat ate ate aag tct cac cgc 
Arg Leu Leu Val Asn Val Ser Asp He Asp He lie Lys Ser His Arg 
40 45 50 

tac gec cgc cac ate ata tec aag gaa ctt cca ctg gaa age tec ttg 
Tyr Ala Arg His He He Ser Lys Glu Leu Pro Leu Glu Ser Ser Leu 
55 60 65 

gat att ttg cgc gaa ctg gta gat atg aac ctt ggt acc gca teg ate 
Asp He Leu Arg Glu Leu Val Asp Met Asn Leu Gly Thr Ala Ser He 
70 75 80 85 



259 



307 



355 
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gac ctg gga cag ctg gcc tac age ttc gaa gaa tec gaa age acc gac 
Asp Leu Gly Gin Leu Ala Tyr Ser Phe Glu Glu Ser Glu Ser Thr Asp 
90 95 100 



403 



ctg cgt gcc ttc ctg gag gac get etc gcg ccg gtc att ggt gcg gaa 451 
Leu Arg Ala Phe Leu Glu Asp Ala Leu Ala Pro Val lie Gly Ala Glu 
105 HO H5 



acc gac ate aac cca act gat ate gtg ctg tac ggt ttc ggc cgc ate 
Thr Asp He Asm Pro Thr Asp He Val Leu Tyr Gly Phe Gly Arg He 
120 125 130 

ggt cgc ctg ctg gcc cgc ate ctg gtt tec cgc gag gca ctg tat gac 
Gly Arg Leu Leu Ala Arg He Leu Val Ser Arg Glu Ala Leu Tyr Asp 
135 140 145 

ggt get cgt ctg cgc gcc ate gtg gtc cgc aaa aat ggt gaa gaa gac 
Gly Ala Arg Leu Arg Ala He Val Val Arg Lys Asn Gly Glu Glu Asp 
150 155 160 165 

ctg gtc aag cgc gca tec ttg ctg cgt cgt gat tct gtc cac ggt gga 
Leu Val Lys Arg Ala Ser Leu Leu Arg Arg Asp Ser Val His Gly Gly 
170 175 180 

ttc gat ggc acc ate acc acc gat tat gac aac aac ate ate tgg gcc 
Phe Asp Gly Thr He Thr Thr Asp Tyr Asp Asn Asn He He Trp Ala 
185 190 195 

aac ggc acc cca ate aag gtc ate tac tec aat gac cca gcc acc att 
Asn Gly Thr Pro He Lys Val He Tyr Ser Asn Asp Pro Ala Thr He 
200 205 210 

gat tac acc gaa tac ggc ate aat gac gcc gtc gtg gta gac aac acc 
Asp Tyr Thr Glu Tyr Gly He Asn Asp Ala Val Val Val Asp Asn Thr 
215 220 225 

ggc cgc tgg cgt gac cgc gaa ggc ctg tec cag cac etc aag tec aag 
Gly Arg Trp Arg Asp Arg Glu Gly Leu Ser Gin His Leu Lys Ser Lys 
230 235 240 245 

ggc gtt gcc aag gtt gta etc acc gcg ccg ggc aag ggc gat ctg aag 
Gly Val Ala Lys Val Val Leu Thr Ala Pro Gly Lys Gly Asp Leu Lys 
250 255 260 

aac ate gtg tac ggc ate aac cac acc gac ate acc gca gat gat cag 
Asn He Val Tyr Gly He Asn His Thr Asp He Thr Ala Asp Asp Gin 
265 270 275 

ate gtt tec gca gca tea tgc acc acc aat gcc att acc cca gtg etc 
He Val Ser Ala Ala Ser Cys Thr Thr Asn Ala He Thr Pro Val Leu 
280 285 290 

aag gtg ate aat gat cgc tac ggc gtg gaa ttc ggc cac gta gaa acc 
Lys Val He Asn Asp Arg Tyr Gly Val Glu Phe Gly His Val Glu Thr 
295 300 305 

gtt cac tec ttc acc aat gac cag aac ctg ate gac aac ttc cac aag 
Val His Ser Phe Thr Asn Asp Gin Asn Leu He Asp Asn Phe His Lys 
310 315 320 325 

ggt tct cgc cgt ggt cgc gca gca ggt ctg aat atg gtt etc acc gaa 



499 



547 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1075 



1123 
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Gly Ser Arg Arg Gly Arg Ala Ala Gly Leu Asn Met Val Leu Thr Glu 
330 335 340 

acc ggc get gca aag get gta tec aag gcg ctt cca gag ctg gaa ggc 1171 
Thr Gly Ala Ala Lys Ala Val Ser Lys Ala Leu Pro Glu Leu Glu Gly 
345 350 355 

aag etc acc ggc aat gec ate cgc gtt cct acc cct gac gtg tec atg 1219 
Lys Leu Thr Gly Asn Ala He Arg Val Pro Thr Pro Asp Val Ser Met 
360 365 370 

get gtg etc aac ttg acc ctg aac acg gag gtg gac cgc gat gag gtc 1267 
Ala Val Leu Asn Leu Thr Leu Asn Thr Glu Val Asp Arg Asp Glu Val 
375 380 385 



aac gag ttc etc cgc cgt gtg tec ctg cac tct gac ttg cgc cag caa 
Asn Glu Phe Leu Arg Arg Val Ser Leu His Ser Asp Leu Arg Gin Gin 
390 395 400 405 

ate gac tgg ate cgt tec cca gag gtt gtt tec act gac ttc gtg ggc 
He Asp Trp He Arg Ser Pro Glu Val Val Ser Thr Asp Phe Val Gly 



410 



415 420 



1315 



1363 



acc acc cac gcg ggc ate gtt gat ggt eta gee acc ate gca acc ggt 1411 
Thr Thr His Ala Gly He Val Asp Gly Leu Ala Thr He Ala Thr Gly 
425 430 435 



cgc cac ctg gtg ctt tac gtg tgg tac gac aac gag ttc ggc tac tec 
Arg His Leu Val Leu Tyr Val Trp Tyr Asp Asn Glu Phe Gly Tyr Ser 
440 445 450 

aac cag gtc att cgc ate gtc gag gag ate gee ggc gtg cgt cct cgc 
Asn Gin Val He Arg He Val Glu Glu He Ala Gly Val Arg Pro Arg 
455 460 465 

gtg tac ccg gag cgc agg cag cca gec gta eta taggttatcc aagectaata 
Val Tyr Pro Glu Arg Arg Gin Pro Ala Val Leu 
470 475 480 

cac 



1459 



1507 



1560 



1563 



<210> 64 
<211> 480 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 64 

Met Thr His Asn His Lys Asp Trp 
1 5 

Glu Met Val Pro Leu He Gly Arg 
20 

Val Ser Val Phe Gly Arg Leu Leu 
35 40 

He Lys Ser His Arg Tyr Ala Arg 
50 55 

Leu Glu Ser Ser Leu Asp He Leu 



Asn Asp Arg He Ala Val Ala Glu 
10 15 

Leu His Arg Asn Asn Asn Val Val 
25 30 

Val Asn Val Ser Asp He Asp He 
45 

His He He Ser Lys Glu Leu Pro 
60 

Arg Glu Leu Val Asp Met Asn Leu 
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65 



70 75 80 



Gly Thr Ala Ser He Asp Leu Gly Gin Leu Ala Tyr Ser Phe Glu Glu 
85 90 95 

Ser Glu Ser Thr Asp Leu Arg Ala Phe Leu Glu Asp Ala Leu Ala Pro 
100 105 HO 

Val He Gly Ala Glu Thr Asp He Asn Pro Thr Asp He Val Leu Tyr 
115 120 125 

Gly Phe Gly Arg He Gly Arg Leu Leu Ala Arg He Leu Val Ser Arg 
130 135 140 

Glu Ala Leu Tyr Asp Gly Ala Arg Leu Arg Ala He Val Val Arg Lys 
145 150 155 160 

Asn Gly Glu Glu Asp Leu Val Lys Arg Ala Ser Leu Leu Arg Arg Asp 
165 170 175 

Ser Val His Gly Gly Phe Asp Gly Thr He Thr Thr Asp Tyr Asp Asn 
180 185 190 

Asn He He Trp Ala Asn Gly Thr Pro He Lys Val He Tyr Ser Asn 
195 200 205 

Asp Pro Ala Thr He Asp Tyr Thr Glu Tyr Gly He Asn Asp Ala Val 
210 215 220 

Val Val Asp Asn Thr Gly Arg Trp Arg Asp Arg Glu Gly Leu Ser Gin 
225 230 235 240 

His Leu Lys Ser Lys Gly Val Ala Lys Val Val Leu Thr Ala Pro Gly 
245 250 255 

Lys Gly Asp Leu Lys Asn He Val Tyr Gly He Asn His Thr Asp He 
260 265 270 

Thr Ala Asp Asp Gin He Val Ser Ala Ala Ser Cys Thr Thr Asn Ala 
275 280 285 

He Thr Pro Val Leu Lys Val He Asn Asp Arg Tyr Gly Val Glu Phe 
290 295 300 

Gly His Val Glu Thr Val His Ser Phe Thr Asn Asp Gin Asn Leu He 
305 310 315 320 

Asp Asn Phe His Lys Gly Ser Arg Arg Gly Arg Ala Ala Gly Leu Asn 
325 330 335 

Met Val Leu Thr Glu Thr Gly Ala Ala Lys Ala Val Ser Lys Ala Leu 
340 345 350 

Pro Glu Leu Glu Gly Lys Leu Thr Gly Asn Ala He Arg Val Pro Thr 
355 360 365 

Pro Asp Val Ser Met Ala Val Leu Asn Leu Thr Leu Asn Thr Glu Val 
370 375 380 

Asp Arg Asp Glu Val Asn Glu Phe Leu Arg Arg Val Ser Leu His Ser 
385 390 395 400 
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Asp Leu Arg Gin Gin He Asp Trp He Arg Ser Pro Glu Val Val Ser 
405 410 415 

Thr Asp Phe Val Gly Thr Thr His Ala Gly He Val Asp Gly Leu Ala 
420 425 430 

Thr He Ala Thr Gly Arg His Leu Val Leu Tyr Val Trp Tyr Asp Asn 
435 440 445 

Glu Phe Gly Tyr Ser Asn Gin Val He Arg He Val Glu Glu He Ala 
450 455 460 

Glv Val Arq Pro Arg Val Tyr Pro Glu Arg Arg Gin Pro Ala Val Leu 
465 470 475 480 



<210> 65 
<211> 1563 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1540) 

<223> FRXA01225 

<400> 65 

tttgggctaa tgttgggggg agtgctttca actatccacg agagctgccc agtgataaac 60 

cccgggttaa ccccacgcct aagtcagtga aggacttttt atg acg cac aac cac 115 

Met Thr His Asn His 
1 5 

aag gac tgg aac gat cgc att gca gtt gcg gag gaa atg gtg ccg ttg 
Lys Asp Trp Asn Asp Arg He Ala Val Ala Glu Glu Met Val Pro Leu 
10 15 20 

ate ggg cgc ctg cac cgc aac aac aac gtg gtg gtt tec gta ttc ggt 211 
He Gly Arg Leu His Arg Asn Asn Asn Val Val Val Ser Val Phe Gly 
25 30 35 



cgt etc ctt gtg aat gtc tea gac ate gat ate ate aag tct cac cgc 
Arg Leu Leu Val Asn Val Ser Asp He Asp He He Lys Ser His Arg 
40 45 50 

tac gec cgc cac ate ata tec aag gaa ctt cca ctg gaa age tec ttg 
Tyr Ala Arg His He He Ser Lys Glu Leu Pro Leu Glu Ser Ser Leu 
55 60 65 

gat att ttg cgc gaa ctg gta gat atg aac ctt ggt ace gca teg ate 
Asp He Leu Arg Glu Leu Val Asp Met Asn Leu Gly Thr Ala Ser He 
70 75 80 85 

gac ctg gga cag ctg gee tac age ttc gaa gaa tec gaa age acc gac 
Asp Leu Gly Gin Leu Ala Tyr Ser Phe Glu Glu Ser Glu Ser Thr Asp 
90 95 100 



163 



259 



307 



355 



403 
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ctg cgt gcc ttc ctg gag gac get etc gcg ccg gtc att ggt gcg gaa 451 
Leu Arg Ala Phe Leu Glu Asp Ala Leu Ala Pro Val lie Gly Ala Glu 
105 110 115 

acc gac ate aac cca act gat ate gtg ctg tac ggt ttc ggc cgc ate 499 
Thr Asp lie Asn Pro Thr Asp lie Val Leu Tyr Gly Phe Gly Arg lie 
120 125 130 

ggt cgc ctg ctg gcc cgc ate ctg gtt tec cgc gag gca ctg tat gac 547 
Gly Arg Leu Leu Ala Arg lie Leu Val Ser Arg Glu Ala Leu Tyr Asp 
135 140 145 

ggt get cgt ctg cgc gcc ate gtg gtc cgc aaa aat ggt gaa gaa gac 595 
Gly Ala Arg Leu Arg Ala lie Val Val Arg Lys Asn Gly Glu Glu Asp 
150 155 160 165 

ctg gtc aag cgc gca tec ttg ctg cgt cgt gat tct gtc cac ggt gga 643 
Leu Val Lys Arg Ala Ser Leu Leu Arg Arg Asp Ser Val His Gly Gly 
170 175 180 

ttc gat ggc acc ate acc acc gat tat gac aac aac ate ate tgg gcc 691 
Phe Asp Gly Thr lie Thr Thr Asp Tyr Asp Asn Asn He He Trp Ala 
185 190 195 

aac ggc acc cca ate aag gtc ate tac tec aat gac cca gcc acc att 739 
Asn Gly Thr Pro He Lys Val He Tyr Ser Asn Asp Pro Ala Thr He 
200 205 210 

gat tac acc gaa tac ggc ate aat gac gcc gtc gtg gta gac aac acc 787 
Asp Tyr Thr Glu Tyr Gly He Asn Asp Ala Val Val Val Asp Asn Thr 
215 220 225 

ggc cgc tgg cgt gac cgc gaa ggc ctg tec cag cac etc aag tec aag 835 
Gly Arg Trp Arg Asp Arg Glu Gly Leu Ser Gin His Leu Lys Ser Lys 
230 235 240 245 

ggc gtt gcc aag gtt gta etc acc gcg ccg ggc aag ggc gat ctg aag 883 
Gly Val Ala Lys Val Val Leu Thr Ala Pro Gly Lys Gly Asp Leu Lys 
250 255 260 

aac ate gtg tac ggc ate aac cac acc gac ate acc gca gat gat cag 931 
Asn He Val Tyr Gly He Asn His Thr Asp He Thr Ala Asp Asp Gin 
265 270 275 

ate gtt tec gca gca tea tgc acc acc aat gcc att acc cca gtg etc 979 
He Val Ser Ala Ala Ser Cys Thr Thr Asn Ala lie Thr Pro Val Leu 
280 285 290 

aag gtg ate aat gat cgc tac ggc gtg gaa ttc ggc cac gta gaa acc 1027 
Lys Val He Asn Asp Arg Tyr Gly Val Glu Phe Gly His Val Glu Thr 
295 300 305 

gtt cac tec ttc acc aat gac cag aac ctg ate gac aac ttc cac aag 1075 
Val His Ser Phe Thr Asn Asp Gin Asn Leu He Asp Asn Phe His Lys 
310 315 320 325 

ggt tct cgc cgt ggt cgc gca gca ggt ctg aat atg gtt etc acc gaa 1123 
Gly Ser Arg Arg Gly Arg Ala Ala Gly Leu Asn Met Val Leu Thr Glu 
330 335 340 



acc ggc get gca aag get gta tec aag gcg ctt cca gag ctg gaa ggc 



1171 
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Thr Gly Ala Ala Lys Ala Val Ser Lys Ala Leu Pro Glu Leu Glu Gly 
345 350 355 

aag etc ace ggc aat gec ate cgc gtt cct acc cct gac gtg tec atg 1219 
Lys Leu Thr Gly Asn Ala lie Arg Val Pro Thr Pro Asp Val Ser Met 
360 365 370 

get gtg etc aac ttg acc ctg aac acg gag gtg gac cgc gat gag gtc 1267 
Ala Val Leu Asn Leu Thr Leu Asn Thr Glu Val Asp Arg Asp Glu Val 
375 , 380 385 

aac gag ttc etc cgc cgt gtg tec ctg cac tct gac ttg cgc cag caa 1315 
Asn Glu Phe Leu Arg Arg Val Ser Leu His Ser Asp Leu Arg Gin Gin 
390 395 400 405 

ate gac tgg ate cgt tec cca gag gtt gtt tec act gac ttc gtg ggc 1363 
lie Asp Trp lie Arg Ser Pro Glu Val Val Ser Thr Asp Phe Val Gly 
410 415 420 

acc acc cac gcg ggc ate gtt gat ggt eta gee acc ate gca acc ggt 1411 
Thr Thr His Ala Gly lie Val Asp Gly Leu Ala Thr lie Ala Thr Gly 
425 430 435 

cgc cac ctg gtg ctt tac gtg tgg tac gac aac gag ttc ggc tac tec 1459 
Arg His Leu Val Leu Tyr Val Trp Tyr Asp Asn Glu Phe Gly Tyr Ser 
440 445 450 

aac cag gtc att cgc ate gtc gag gag ate gee ggc gtg cgt cct cgc 1507 
Asn Gin Val lie Arg lie Val Glu Glu lie Ala Gly Val Arg Pro Arg 
455 460 465 

gtg tac ccg gag cgc agg cag cca gec gta eta taggttatcc aagectaata 1560 
Val Tyr Pro Glu Arg Arg Gin Pro Ala Val Leu 
470 475 480 

cac 1563 



<210> 66 
<211> 480 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 66 

Met Thr His Asn His Lys Asp Trp Asn Asp Arg lie Ala Val Ala Glu 
15 10 15 

Glu Met Val Pro Leu lie Gly Arg Leu His Arg Asn Asn Asn Val Val 
20 25 30 

Val Ser Val Phe Gly Arg Leu Leu Val Asn Val Ser Asp lie Asp lie 
35 40 45 

lie Lys Ser His Arg Tyr Ala Arg His lie lie Ser Lys Glu Leu Pro 
50 55 60 

Leu Glu Ser Ser Leu Asp lie Leu Arg Glu Leu Val Asp Met Asn Leu 
65 70 75 80 



Gly Thr Ala Ser lie Asp Leu Gly Gin Leu Ala Tyr Ser Phe Glu Glu 
85 90 95 
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Ser Glu Ser Thr 
100 

Val lie Gly Ala 
115 

Gly Phe Gly Arg 
130 

Glu Ala Leu Tyr 
145 

Asn Gly Glu Glu 



Ser Val His Gly 
180 

Asn He He Trp 
195 

Asp Pro Ala Thr 
210 

Val Val Asp Asn 
225 

His Leu Lys Ser 



Lys Gly Asp Leu 
260 

Thr Ala Asp Asp 
275 

He Thr Pro Val 
290 

Gly His Val Glu 
305 

Asp Asn Phe His 



Met Val Leu Thr 
340 

Pro Glu Leu Glu 
355 

Pro Asp Val Ser 
370 

Asp Arg Asp Glu 
385 

Asp Leu Arg Gin 



Asp Leu Arg Ala 



Glu Thr Asp He 
120 

He Gly Arg Leu 
135 

Asp Gly Ala Arg 
150 

Asp Leu Val Lys 
165 

Gly Phe Asp Gly 



Ala Asn Gly Thr 
200 

He Asp Tyr Thr 
215 

Thr Gly Arg Trp 
230 

Lys Gly Val Ala 
245 

Lys Asn He Val 



Gin He Val Ser 

280 

Leu Lys Val He 
295 

Thr Val His Ser 
310 

Lys Gly Ser Arg 
325 

Glu Thr Gly Ala 



Gly Lys Leu Thr 
360 

Met Ala Val Leu 
375 

Val Asn Glu Phe 
390 

Gin He Asp Trp 
405 



Phe Leu Glu Asp 
105 

Asn Pro Thr Asp 



Leu Ala Arg He 
140 

Leu Arg Ala He 
155 

Arg Ala Ser Leu 
170 

Thr He Thr Thr 

185 

Pro He Lys Val 



Glu Tyr Gly He 
220 

Arg Asp Arg Glu 
235 

Lys Val Val Leu 
250 

Tyr Gly He Asn 
265 

Ala Ala Ser Cys 



Asn Asp Arg Tyr 
300 

Phe Thr Asn Asp 
315 

Arg Gly Arg Ala 
330 

Ala Lys Ala Val 
345 

Gly Asn Ala He 



Asn Leu Thr Leu 
380 

Leu Arg Arg Val 
395 

He Arg Ser Pro 
410 



Ala Leu Ala Pro 
110 

He Val Leu Tyr 
125 

Leu Val Ser Arg 



Val Val Arg Lys 
160 

Leu Arg Arg Asp 
175 

Asp Tyr Asp Asn 
190 

He Tyr Ser Asn 
205 

Asn Asp Ala Val 



Gly Leu Ser Gin 
240 

Thr Ala Pro Gly 
255 

His Thr Asp He 
270 

Thr Thr Asn Ala 
285 

Gly Val Glu Phe 



Gin Asn Leu He 
320 

Ala Gly Leu Asn 
335 

Ser Lys Ala Leu 

350 

Arg Val Pro Thr 
365 

Asn Thr Glu Val 



Ser Leu His Ser 
400 

Glu Val Val Ser 
415 



BGI-126CP 



-96- 



Thr Asp Phe Val 

420 

Thr lie Ala Thr 
435 

Glu Phe Gly Tyr 
450 

Gly Val Arg Pro 
465 



Gly Thr Thr His 



Gly Arg His Leu 
440 

Ser Asn Gin Val 
455 

Arg Val Tyr Pro 
470 



Ala Gly lie Val 
425 

Val Leu Tyr Val 



lie Arg lie Val 
460 

Glu Arg Arg Gin 
475 



Asp Gly Leu Ala 
430 

Trp Tyr Asp Asn 
445 

Glu Glu He Ala 



Pro Ala Val Leu 
480 



<210> 67 
<211> 1125 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1102) 
<223> RXA02256 

<400> 67 

ttgggttctg tcagctcaag aattcttgag tgaccgatgc tctgattgac ctaactgctt 60 

gacacattgc atttcctaca atctttagag gagacacaac atg acc att cgt gtt 115 

Met Thr He Arg Val 
1 5 

ggt att aac gga ttt ggc cgt ate gga cgt aac ttc ttc cgc gca gtt 163 
Gly He Asn Gly Phe Gly Arg He Gly Arg Asn Phe Phe Arg Ala Val 
10 15 20 

ctg gag cgc age gac gat etc gag gta gtt gca gtc aac gac etc acc 211 
Leu Glu Arg Ser Asp Asp Leu Glu Val Val Ala Val Asn Asp Leu Thr 
25 30 35 

gac aac aag acc ctt tec acc ctt etc aag ttc gac tec ate atg ggc 259 
Asp Asn Lys Thr Leu Ser Thr Leu Leu Lys Phe Asp Ser He Met Gly 
40 45 50 

cgc ctt ggc cag gaa gtt gaa tac gac gat gac tec ate acc gtt ggt 307 
Arg Leu Gly Gin Glu Val Glu Tyr Asp Asp Asp Ser He Thr Val Gly 
55 60 65 

ggc aag cgc ate get gtt tac gca gag cgc gat cca aag aac ctg gac 355 
Gly Lys Arg He Ala Val Tyr Ala Glu Arg Asp Pro Lys Asn Leu Asp 
70 75 80 85 

tgg get gca cac aac gtt gac ate gtg ate gag tec acc ggc ttc ttc 403 
Trp Ala Ala His Asn Val Asp He Val He Glu Ser Thr Gly Phe Phe 
90 95 100 

acc gat gca aac gcg get aag get cac ate gaa gca ggt gee aag aag 451 
Thr Asp Ala Asn Ala Ala Lys Ala His He Glu Ala Gly Ala Lys Lys 
105 110 115 
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gtc ate ate tec gca cca gca age aac gaa gac gca acc ttc gtt tac 
Val He He Ser Ala Pro Ala Ser Asn Glu Asp Ala Thr Phe Val Tyr 
120 125 130 

ggt gtg aac cac gag tec tac gat cct gag aac cac aac gtg ate tec 
Gly Val Asn His Glu Ser Tyr Asp Pro Glu Asn His Asn Val He Ser 
135 140 145 

ggc gca tct tgc acc acc aac tgc etc gca cca atg gca aag gtc eta 
Gly Ala Ser Cys Thr Thr Asn Cys Leu Ala Pro Met Ala Lys Val Leu 
150 155 160 165 

aac gac aag ttc ggc ate gag aac ggc etc atg acc acc gtt cac gca 
Asn Asp Lys Phe Gly He Glu Asn Gly Leu Met Thr Thr Val His Ala 
170 175 180 

tac act ggc gac cag cgc ctg cac gat gca cct cac cgc gac ctg cgt 
Tyr Thr Gly Asp Gin Arg Leu His Asp Ala Pro His Arg Asp Leu Arg 
185 190 195 

cgt gca cgt gca gca gca gtc aac ate grt cct acc tec acc ggt gca 
Arg Ala Arg Ala Ala Ala Val Asn He Val Pro Thr Ser Thr Gly Ala 
200 205 210 

get aag get gtt get ctg gtt etc cca gag etc aag ggc aag ctt gac 
Ala Lys Ala Val Ala Leu Val Leu Pro Glu Leu Lys Gly Lys Leu Asp 
215 220 225 

ggc tac gca ctt cgc gtt cca gtt ate acc ggt tec gca acc gac ctg 
Gly Tyr Ala Leu Arg Val Pro Val He Thr Gly Ser Ala Thr Asp Leu 
230 235 240 245 

acc ttc aac acc aag tct gag gtc acc gtt gag tec ate aac get gca 
Thr Phe Asn Thr Lys Ser Glu Val Thr Val Glu Ser He Asn Ala Ala 



250 



255 260 



ate aag gaa get gca gtc ggc gag ttc ggc gag acc ctg get tac tec 
He Lys Glu Ala Ala Val Gly Glu Phe Gly Glu Thr Leu Ala Tyr Ser 
265 270 275 

gaa gag cca ctg gtt tec acc gac ate gtc cac gat tec cac ggc tec 
Glu Glu Pro Leu Val Ser Thr Asp He Val His Asp Ser His Gly Ser 
280 285 290 

ate ttc gac get ggc ctg acc aag gtc tec ggc aac acc gtc aag gtt 
He Phe Asp Ala Gly Leu Thr Lys Val Ser Gly Asn Thr Val Lys Val 
295 300 305 

gtt tec tgg tac gac aac gag tgg ggc tac acc tgc cag etc ctg cgt 
Val Ser Trp Tyr Asp Asn Glu Trp Gly Tyr Thr Cys Gin Leu Leu Arg 
310 315 320 325 

ctg acc gag etc gta get tec aag etc taattagttc acategctaa 
Leu Thr Glu Leu Val Ala Ser Lys Leu 
330 

cgt 



499 



547 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1075 



1122 



1125 



<210> 68 
<211> 334 
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<212> PRT 

<213> Corynebacterium glutamicum 
<400> 68 

Met Thr He Arg Val Gly He Asn Gly Phe Gly Arg He Gly Arg Asn 
15 10 15 

Phe Phe Arg Ala Val Leu Glu Arg Ser Asp Asp Leu Glu Val Val Ala 
20 25 30 

Val Asn Asp Leu Thr Asp Asn Lys Thr Leu Ser Thr Leu Leu Lys Phe 
35 40 45 

Asp Ser He Met Gly Arg Leu Gly Gin Glu Val Glu Tyr Asp Asp Asp 
50 55 60 

Ser He Thr Val Gly Gly Lys Arg He Ala Val Tyr Ala Glu Arg Asp 
65 70 75 80 

Pro Lys Asn Leu Asp Trp Ala Ala His Asn Val Asp He Val He Glu 
85 90 95 

Ser Thr Gly Phe Phe Thr Asp Ala Asn Ala Ala Lys Ala His He Glu 
100 105 HO 

Ala Gly Ala Lys Lys Val He He Ser Ala Pro Ala Ser Asn Glu Asp 
115 120 125 

Ala Thr Phe Val Tyr Gly Val Asn His Glu Ser Tyr Asp Pro Glu Asn 
130 135 140 

His Asn Val He Ser Gly Ala Ser Cys Thr Thr Asn Cys Leu Ala Pro 
145 150 155 160 

Met Ala Lys Val Leu Asn Asp Lys Phe Gly He Glu Asn Gly Leu Met 
165 170 175 

Thr Thr Val His Ala Tyr Thr Gly Asp Gin Arg Leu His Asp Ala Pro 
180 185 190 

His Arg Asp Leu Arg Arg Ala Arg Ala Ala Ala Val Asn He Val Pro 
195 200 205 

Thr Ser Thr Gly Ala Ala Lys Ala Val Ala Leu Val Leu Pro Glu Leu 
210 215 220 

Lys Gly Lys Leu Asp Gly Tyr Ala Leu Arg Val Pro Val He Thr Gly 
225 230 235 240 

Ser Ala Thr Asp Leu Thr Phe Asn Thr Lys Ser Glu Val Thr Val Glu 
245 250 255 

Ser He Asn Ala Ala He Lys Glu Ala Ala Val Gly Glu Phe Gly Glu 
260 265 270 

Thr Leu Ala Tyr Ser Glu Glu Pro Leu Val Ser Thr Asp He Val His 
275 280 285 

Asp Ser His Gly Ser He Phe Asp Ala Gly Leu Thr Lys Val Ser Gly 
290 295 300 
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Asn Thr Val Lys Val Val Ser Trp Tyr Asp Asn Glu Trp Gly Tyr Thr 
305 310 315 320 

Cys Gin Leu Leu Arg Leu Thr Glu Leu Val Ala Ser Lys Leu 
325 330 



<210> 69 
<211> 1338 
<212> DNA 

<213> Corynebacterium glutainicum 

<220> 
<221> CDS 

<222> (101) . . (1315) 
<223> RXA02257 

<400> 69 

ataccggtgc cagcgccaca caatgtgtgg caatctggga cagtgcatca cattgcacca 60 



gaagaatttt ttaaacaatc aaatctccaa ggagtacggc atg get gtt aag acc 

Met Ala Val Lys Thr 
1 5 



115 



etc aag gac ttg etc gac gaa ggc gta gac gga cgc cac gtc ate gtt 
Leu Lys Asp Leu Leu Asp Glu Gly Val Asp Gly Arg His Val lie Val 
10 15 20 



163 



cga tct gac ttc aat gtt ccc etc aac gat gac cgc gag ate acc gat 
Arg Ser Asp Phe Asn Val Pro Leu Asn Asp Asp Arg Glu He Thr Asp 
25 30 35 



211 



aag ggc cga ate att gec tec eta cca acc ctt aaa gca ctg age gaa 
Lys Gly Arg He He Ala Ser Leu Pro Thr Leu Lys Ala Leu Ser Glu 
40 45 50 



259 



ggt ggc gca aag gtc ate gtc atg get cac ctt ggc cgc cca aag ggc 
Gly Gly Ala Lys Val He Val Met Ala His Leu Gly Arg Pro Lys Gly 
55 60 65 



307 



gag gtc aac gag aag tac tec etc gca cct gtc get gag gca etc tec 
Glu Val Asn Glu Lys Tyr Ser Leu Ala Pro Val Ala Glu Ala Leu Ser 
70 75 80 85 



355 



gat gag ctt ggc cag tac gtt gca ctt gee gca gac gtt gtt ggc gaa 
Asp Glu Leu Gly Gin Tyr Val Ala Leu Ala Ala Asp Val Val Gly Glu 
90 95 100 



403 



gac gca cac gag cgc gca aac ggc ctg acc gag ggc gac ate ctg etc 
Asp Ala His Glu Arg Ala Asn Gly Leu Thr Glu Gly Asp He Leu Leu 
105 110 115 



451 



ctg gag aac gtg cgc ttc gac cca cgc gaa acc tec aag gac gag gca 
Leu Glu Asn Val Arg Phe Asp Pro Arg Glu Thr Ser Lys Asp Glu Ala 
120 125 130 



499 



gag cgc acc get ttc get cag gag etc gca get ctt gca gca gac aac 
Glu Arg Thr Ala Phe Ala Gin Glu Leu Ala Ala Leu Ala Ala Asp Asn 
135 140 145 



547 



ggc gca ttc gtt tct gac ggc ttc ggt gtt gtc cac cgc gca cag acc 



595 
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Gly Ala Phe Val Ser Asp Gly Phe Gly Val Val His Arg Ala Gin Thr 
150 155 160 165 

tec gtc tac gac att gca aag ttg ctg cca cac tac get ggc gga ctg 643 
Ser Val Tyr Asp lie Ala Lys Leu Leu Pro His Tyr Ala Gly Gly Leu 
170 175 180 

gta gag acc gag att tec gtt ctg gaa aag ate gca gaa tea cca gag 691 
Val Glu Thr Glu lie Ser Val Leu Glu Lys lie Ala Glu Ser Pro Glu 
185 190 195 

gca cca tac gta gtg gtt etc ggt gga tec aag gtc tct gac aag ate 
Ala Pro Tyr Val Val Val Leu Gly Gly Ser Lys Val Ser Asp Lys lie 
200 205 210 



739 



ggt gtt att gag gcg ctg get gee aag get gac aag ate ate gtc ggt 787 
Gly Val lie Glu Ala Leu Ala Ala Lys Ala Asp Lys lie lie Val Gly 
215 220 225 

ggc ggc atg tgc tac acc ttc etc gca get cag gga cac aac gtt cag 835 
Gly Gly Met Cys Tyr Thr Phe Leu Ala Ala Gin Gly His Asn Val Gin 
230 235 240 245 

cag tec etc ctg cag gaa gaa atg aag get acc tgc acc gac ctg etc 883 
Gin Ser Leu Leu Gin Glu Glu Met Lys Ala Thr Cys Thr Asp Leu Leu 
250 255 260 

gca cgc ttc ggt gac aag ate gtt etc cca gtt gac ctg gtt gca gca 931 
Ala Arg Phe Gly Asp Lys lie Val Leu Pro Val Asp Leu Val Ala Ala 
265 270 275 

tec gaa ttt aac aag gac gca gag aag cag ate gtt gac ctg gac tec 979 
Ser Glu Phe Asn Lys Asp Ala Glu Lys Gin lie Val Asp Leu Asp Ser 
280 285 290 

ate cca gaa ggc tgg atg tct ctt gac ate gga cca gag tec gtc aag 1027 
lie Pro Glu Gly Trp Met Ser Leu Asp lie Gly Pro Glu Ser Val Lys 
295 300 305 

aac ttc ggt gag gtt etc age acc get aag acc ate ttc tgg aac ggc 1075 
Asn Phe Gly Glu Val Leu Ser Thr Ala Lys Thr lie Phe Trp Asn Gly 
310 315 320 325 

cca atg ggc gtg ttc gag ttc gca gca ttc tct gaa ggc acc cgc ggc 1123 
Pro Met Gly Val Phe Glu Phe Ala Ala Phe Ser Glu Gly Thr Arg Gly 
330 335 340 

ate gec cag gec ate ate gat gca act gca ggc aac gac gca ttc tec 1171 
lie Ala Gin Ala lie lie Asp Ala Thr Ala Gly Asn Asp Ala Phe Ser 
345 350 355 

gtt gtt ggc ggt ggc gac tec gca gca tec gtt cgc gtg etc ggc ctg 1219 
Val Val Gly Gly Gly Asp Ser Ala Ala Ser Val Arg Val Leu Gly Leu 
360 365 370 

aac gaa gac ggc ttc tec cac ate tec acc ggt ggt ggc gca tec etc 1267 
Asn Glu Asp Gly Phe Ser His lie Ser Thr Gly Gly Gly Ala Ser Leu 
375 380 385 



gag tac ctt gaa ggc aag gaa etc cca ggc gtt gca att etc get cag 
Glu Tyr Leu Glu Gly Lys Glu Leu Pro Gly Val Ala lie Leu Ala Gin 



1315 
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390 395 400 405 

taaatccgac acggcccttt gtt 1331 



<210> 70 
<211> 405 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 70 

Met Ala Val Lys Thr Leu Lys Asp Leu Leu Asp Glu Gly Val Asp Gly 
15 10 15 

Arg His Val lie Val Arg Ser Asp Phe Asn Val Pro Leu Asn Asp Asp 
20 25 30 

Arg Glu lie Thr Asp Lys Gly Arg lie lie Ala Ser Leu Pro Thr Leu 
35 40 45 

Lys Ala Leu Ser Glu Gly Gly Ala Lys Val lie Val Met Ala His Leu 
50 55 60 

Gly Arg Pro Lys Gly Glu Val Asn Glu Lys Tyr Ser Leu Ala Pro Val 
65 70 75 80 

Ala Glu Ala Leu Ser Asp Glu Leu Gly Gin Tyr Val Ala Leu Ala Ala 
85 90 95 

Asp Val Val Gly Glu Asp Ala His Glu Arg Ala Asn Gly Leu Thr Glu 
100 105 110 

Gly Asp lie Leu Leu Leu Glu Asn Val Arg Phe Asp Pro Arg Glu Thr 
115 120 125 

Ser Lys Asp Glu Ala Glu Arg Thr Ala Phe Ala Gin Glu Leu Ala Ala 
130 135 140 

Leu Ala Ala Asp Asn Gly Ala Phe Val Ser Asp Gly Phe Gly Val Val 
145 150 155 160 

His Arg Ala Gin Thr Ser Val Tyr Asp lie Ala Lys Leu Leu Pro His 
165 170 175 

Tyr Ala Gly Gly Leu Val Glu Thr Glu lie Ser Val Leu Glu Lys He 
180 185 190 

Ala Glu Ser Pro Glu Ala Pro Tyr Val Val Val Leu Gly Gly Ser Lys 
195 200 205 

Val Ser Asp Lys He Gly Val He Glu Ala Leu Ala Ala Lys Ala Asp 
210 215 220 

Lys He He Val Gly Gly Gly Met Cys Tyr Thr Phe Leu Ala Ala Gin 
225 230 235 240 

Gly His Asn Val Gin Gin Ser Leu Leu Gin Glu Glu Met Lys Ala Thr 
245 250 255 

Cys Thr Asp Leu Leu Ala Arg Phe Gly Asp Lys lie Val Leu Pro Val 
260 265 270 
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Asp Leu Val Ala Ala Ser Glu Phe Asn Lys Asp Ala Glu Lys Gin lie 
275 280 285 

Val Asp Leu Asp Ser lie Pro Glu Gly Trp Met Ser Leu Asp lie Gly 

290 295 300 

Pro Glu Ser Val Lys Asn Phe Gly Glu Val Leu Ser Thr Ala Lys Thr 
305 310 315 320 

lie Phe Trp Asn Gly Pro Met Gly Val Phe Glu Phe Ala Ala Phe Ser 
325 330 335 

Glu Gly Thr Arg Gly lie Ala Gin Ala lie lie Asp Ala Thr Ala Gly 
340 345 350 

Asn Asp Ala Phe Ser Val Val Gly Gly Gly Asp Ser Ala Ala Ser Val 
355 360 365 

Arg Val Leu Gly Leu Asn Glu Asp Gly Phe Ser His lie Ser Thr Gly 
370 375 380 

Gly Gly Ala Ser Leu Glu Tyr Leu Glu Gly Lys Glu Leu Pro Gly Val 
385 390 395 400 

Ala lie Leu Ala Gin 

405 



<210> 71 
<211> 1398 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1375) 
<223> RXA00235 

<400> 71 

cgaaacaaga ttcgtgcaac aattgggtgt agacgtgatt gaagacattt gatcacgtga 60 

ataattctag ttagctccca agttggcata ggaggccaca gtg get gaa ate atg 115 

Val Ala Glu lie Met 
1 5 

cac gta ttc get cgc gaa att etc gac tec cgc ggt aac cca ace gtc 163 
His Val Phe Ala Arg Glu lie Leu Asp Ser Arg Gly Asn Pro Thr Val 
10 15 20 

gag gca gag gtt ttc ctg gat gac ggt tec cac ggt gtc gca ggt gtt 211 
Glu Ala Glu Val Phe Leu Asp Asp Gly Ser His Gly Val Ala Gly Val 
25 30 35 

cca tec ggc gca tec acc ggc gtc cac gag get cat gag ctg cgt gac 259 
Pro Ser Gly Ala Ser Thr Gly Val His Glu Ala His Glu Leu Arg Asp 
40 45 50 

ggt ggc gat cgc tac ctg ggc aag ggc gtt ttg aag gca gtt gaa aac 307 
Gly Gly Asp Arg Tyr Leu Gly Lys Gly Val Leu Lys Ala Val Glu Asn 
55 60 65 
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gtc aac gaa gaa ate ggc gac gag etc get ggc eta gag get gac gat 355 
Val Asn Glu Glu lie Gly Asp Glu Leu Ala Gly Leu Glu Ala Asp Asp 
70 75 80 85 

cag cgc etc ate gac gaa gca atg ate aag ctt gat ggc acc gec aac 403 
Gin Arg Leu He Asp Glu Ala Met He Lys Leu Asp Gly Thr Ala Asn 
90 95 100 

aag tec cgc ctg ggt gca aac gca ate ctt ggt gtt tec atg get gtt 451 
Lys Ser Arg Leu Gly Ala Asn Ala He Leu Gly Val Ser Met Ala Val 
105 110 115 

gca aag get get get gat tec gca ggc etc cca ctg ttc cgc tac ate 499 
Ala Lys Ala Ala Ala Asp Ser Ala Gly Leu Pro Leu Phe Arg Tyr He 
120 125 130 

ggt gga cca aac gca cac gtt ctt cca gtt cca atg atg aac ate ate 547 
Gly Gly Pro Asn Ala His Val Leu Pro Val Pro Met Met Asn He lie 
135 140 145 

acc ggt ggc get cac get gac tec ggt gtt gac gtt cag gaa ttc atg 595 
Thr Gly Gly Ala His Ala Asp Ser Gly Val Asp Val Gin Glu Phe Met 
150 155 160 165 

ate get cca ate ggt gca gag acc ttc tct gag get etc cgc aac ggc 643 
He Ala Pro He Gly Ala Glu Thr Phe Ser Glu Ala Leu Arg Asn Gly 
170 175 180 

gcg gag gtc tac cac gca ctg aag tec gtc ate aag gaa aag ggc ctg 691 
Ala Glu Val Tyr His Ala Leu Lys Ser Val He Lys Glu Lys Gly Leu 
185 190 195 

tec acc gga ctt ggc gat gag ggc ggc ttc get cct tec gtc ggc tec 739 
Ser Thr Gly Leu Gly Asp Glu Gly Gly Phe Ala Pro Ser Val Gly Ser 
200 205 210 

acc cgt gag get ctt gac ctt ate gtt gag gca ate gag aag get ggc 787 
Thr Arg Glu Ala Leu Asp Leu He Val Glu Ala He Glu Lys Ala Gly 
215 220 225 

ttc acc cca ggc aag gac ate get ctt get ctg gac gtt get tec tct 835 
Phe Thr Pro Gly Lys Asp He Ala Leu Ala Leu Asp Val Ala Ser Ser 
230 235 240 245 

gag ttc ttc aag gac ggc acc tac cac ttc gaa ggt ggc cag cac tec 883 
Glu Phe Phe Lys Asp Gly Thr Tyr His Phe Glu Gly Gly Gin His Ser 
250 255 260 

gca get gag atg gca aac gtt tae get gag etc gtt gac gcg tac cca 931 
Ala Ala Glu Met Ala Asn Val Tyr Ala Glu Leu Val Asp Ala Tyr Pro 
265 270 275 

ate gtc tec ate gag gac cca ctg cag gaa gat gac tgg gag ggt tac 979 
He Val Ser He Glu Asp Pro Leu Gin Glu Asp Asp Trp Glu Gly Tyr 
280 285 290 

acc aac etc acc gca acc ate ggc gac aag gtt cag ate gtt ggc gac 1027 
Thr Asn Leu Thr Ala Thr He Gly Asp Lys Val Gin He Val Gly Asp 
295 300 305 
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gac ttc ttc gtc acc aac cct gag cgc ctg aag gag ggc ate get aag 1075 
Asp Phe Phe Val Thr Asn Pro Glu Arg Leu Lys Glu Gly lie Ala Lys 
310 315 320 325 

aag get gec aac tec ate ctg gtt aag gtg aac cag ate ggt acc etc 1123 
Lys Ala Ala Asn Ser lie Leu Val Lys Val Asn Gin lie Gly Thr Leu 
330 335 340 

acc gag acc ttc gac get gtc gac atg get cac cgc gca ggc tac acc 1171 
Thr Glu Thr Phe Asp Ala Val Asp Met Ala His Arg Ala Gly Tyr Thr 
345 350 355 

tec atg atg tec cac cgt tec ggt gag acc gag gac acc acc att get 1219 
Ser Met Met Ser His Arg Ser Gly Glu Thr Glu Asp Thr Thr lie Ala 
360 365 370 

gac etc gca gtt gca etc aac tgt ggc cag ate aag act ggt get cca 1267 
Asp Leu Ala Val Ala Leu Asn Cys Gly Gin lie Lys Thr Gly Ala Pro 
375 380 385 

gca cgt tec gac cgt gtc gca aag tac aac cag ctt etc cgc ate gag 1315 
Ala Arg Ser Asp Arg Val Ala Lys Tyr Asn Gin Leu Leu Arg lie Glu 
390 395 400 405 

cag ctg ctt ggc gac gee ggc gtc tac gca ggt cgc age gca ttc cca 1363 
Gin Leu Leu Gly Asp Ala Gly Val Tyr Ala Gly Arg Ser Ala Phe Pro 
410 415 420 

cgc ttt cag ggc taaataaaag egcttttega cgc 1398 
Arg Phe Gin Gly 
425 



<210> 72 
<211> 425 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 72 

Val Ala Glu lie Met His Val Phe Ala Arg Glu lie Leu Asp Ser Arg 
15 10 15 

Gly Asn Pro Thr Val Glu Ala Glu Val Phe Leu Asp Asp Gly Ser His 
20 25 30 

Gly Val Ala Gly Val Pro Ser Gly Ala Ser Thr Gly Val His Glu Ala 
35 40 45 

His Glu Leu Arg Asp Gly Gly Asp Arg Tyr Leu Gly Lys Gly Val Leu 
50 55 60 

Lys Ala Val Glu Asn Val Asn Glu Glu lie Gly Asp Glu Leu Ala Gly 
65 70 75 80 

Leu Glu Ala Asp Asp Gin Arg Leu lie Asp Glu Ala Met lie Lys Leu 
85 90 95 

Asp Gly Thr Ala Asn Lys Ser Arg Leu Gly Ala Asn Ala lie Leu Gly 
100 105 110 



Val Ser Met Ala Val Ala Lys Ala Ala Ala Asp Ser Ala Gly Leu Pro 



BGM26CP 



- 105- 



115 120 125 

Leu Phe Arg Tyr lie Gly Gly Pro Asn Ala His Val Leu Pro Val Pro 
130 135 140 

Met Met Asn lie lie Thr Gly Gly Ala His Ala Asp Ser Gly Val Asp 
145 150 155 160 

Val Gin Glu Phe Met lie Ala Pro lie Gly Ala Glu Thr Phe Ser Glu 
165 170 175 

Ala Leu Arg Asn Gly Ala Glu Val Tyr His Ala Leu Lys Ser Val lie 
180 185 190 

Lys Glu Lys Gly Leu Ser Thr Gly Leu Gly Asp Glu Gly Gly Phe Ala 
195 200 205 

Pro Ser Val Gly Ser Thr Arg Glu Ala Leu Asp Leu lie Val Glu Ala 
210 215 220 

lie Glu Lys Ala Gly Phe Thr Pro Gly Lys Asp lie Ala Leu Ala Leu 
225 230 235 240 

Asp Val Ala Ser Ser Glu Phe Phe Lys Asp Gly Thr Tyr His Phe Glu 
245 250 255 

Gly Gly Gin His Ser Ala Ala Glu Met Ala Asn Val Tyr Ala Glu Leu 
260 265 270 

Val Asp Ala Tyr Pro lie Val Ser lie Glu Asp Pro Leu Gin Glu Asp 
275 280 285 

Asp Trp Glu Gly Tyr Thr Asn Leu Thr Ala Thr lie Gly Asp Lys Val 
290 295 300 

Gin lie Val Gly Asp Asp Phe Phe Val Thr Asn Pro Glu Arg Leu Lys 
305 310 315 320 

Glu Gly lie Ala Lys Lys Ala Ala Asn Ser lie Leu Val Lys Val Asn 
325 330 335 

Gin lie Gly Thr Leu Thr Glu Thr Phe Asp Ala Val Asp Met Ala His 
340 345 350 

Arg Ala Gly Tyr Thr Ser Met Met Ser His Arg Ser Gly Glu Thr Glu 
355 360 365 

Asp Thr Thr lie Ala Asp Leu Ala Val Ala Leu Asn Cys Gly Gin lie 
370 375 380 

Lys Thr Gly Ala Pro Ala Arg Ser Asp Arg Val Ala Lys Tyr Asn Gin 
385 390 395 400 

Leu Leu Arg lie Glu Gin Leu Leu Gly Asp Ala Gly Val Tyr Ala Gly 
405 410 415 

Arg Ser Ala Phe Pro Arg Phe Gin Gly 
420 425 



<210> 73 
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<211> 1554 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1531) 
<223> RXA01093 

<400> 73 

cagaggcgta gaacattgtc tgttcacact ctgggtcgca agattcatcg agaattaatg 60 

gtagtacctg tggcttgagg gggaatgacg tactaggctt atg ggc gtg gat aga 115 

Met Gly Val Asp Arg 
1 5 

cga act aag att gta tgt acc eta ggc cca gcg gtg get agt gca gat 163 
Arg Thr Lys lie Val Cys Thr Leu Gly Pro Ala Val Ala Ser Ala Asp 
10 15 20 

gga att ctg cgt ttg gta gaa gac ggc atg gat gtt get cgc etc aac 211 
Gly lie Leu Arg Leu Val Glu Asp Gly Met Asp Val Ala Arg Leu Asn 
25 30 35 

ttc tec cat ggt gac cac cca gat cat gag caa aac tae aag tgg gtc 259 
Phe Ser His Gly Asp His Pro Asp His Glu Gin Asn Tyr Lys Trp Val 
40 45 50 

cgc gag gcg gcg gag aag act ggc cgt gca gtc ggt att etc gca gac 307 
Arg Glu Ala Ala Glu Lys Thr Gly Arg Ala Val Gly lie Leu Ala Asp 
55 60 65 

etc caa gga ccg aag ate cgt ctt ggc cgt ttc act gac ggc gca acc 355 
Leu Gin Gly Pro Lys lie Arg Leu Gly Arg Phe Thr Asp Gly Ala Thr 
70 75 80 85 

gtg tgg gaa aac ggc gag acc att egg ate acc gtt gac gat gta gag 403 
Val Trp Glu Asn Gly Glu Thr lie Arg lie Thr Val Asp Asp Val Glu 
90 95 100 

gga acg cac gat cgt gtg tec acc acc tae aag aat ctg gca aaa gac 451 
Gly Thr His Asp Arg Val Ser Thr Thr Tyr Lys Asn Leu Ala Lys Asp 
105 110 115 

gcg aag cca ggc gac cgc ctg etc gtt gat gac ggc aag gtt ggc etc 4 99 
Ala Lys Pro Gly Asp Arg Leu Leu Val Asp Asp Gly Lys Val Gly Leu 
120 125 130 

gtc tgc gtt tec gtc gaa ggt aac gac gtc ate tgt gag gtt gtt gag 547 
Val Cys Val Ser Val Glu Gly Asn Asp Val lie Cys Glu Val Val Glu 
135 140 145 

ggc gga cca gtc tec aac aac aag ggt gtt tec ctg cca ggt atg gat 595 
Gly Gly Pro Val Ser Asn Asn Lys Gly Val Ser Leu Pro Gly Met Asp 
150 155 160 165 

att tec gta cct gca ctg tec gaa aag gat ate cgt gac ctg cgc ttc 643 
lie Ser Val Pro Ala Leu Ser Glu Lys Asp lie Arg Asp Leu Arg Phe 
170 175 180 



gec ctg aag etc ggc gtg gac ttt att gca ctg tec ttc gta cgt tec 



691 
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Ala Leu Lys Leu Gly Val Asp Phe lie Ala Leu Ser Phe Val Arg Ser 
185 190 195 

cca gca gat get gaa etc gtt cac aag ate atg gac gaa gaa ggt cgt 739 
Pro Ala Asp Ala Glu Leu Val His Lys lie Met Asp Glu Glu Gly Arg 
200 205 210 

cgt gtt cct gtg ate gec aag ctg gaa aag cca gag get gtc ace tec 787 
Arg Val Pro Val lie Ala Lys Leu Glu Lys Pro Glu Ala Val Thr Ser 
215 220 225 

etc gag cca ate gtg ttg gca ttc gac gec gtc atg gtt get cgt ggt 835 
Leu Glu Pro lie Val Leu Ala Phe Asp Ala Val Met Val Ala Arg Gly 
230 235 240 245 

gac etc ggc gtt gag gtt cct ctg gag gag gtt cca ctg gtt cag aag 883 
Asp Leu Gly Val Glu Val Pro Leu Glu Glu Val Pro Leu Val Gin Lys 
250 255 260 

cgc gca ate cag att gec cgt gag aac gca aag cca gtt ate gtg gca 931 
Arg Ala lie Gin lie Ala Arg Glu Asn Ala Lys Pro Val lie Val Ala 
265 270 275 

acc cag atg ctg gat tec atg att gag aac tec cgc cca ace cgt gcg 979 
Thr Gin Met Leu Asp Ser Met lie Glu Asn Ser Arg Pro Thr Arg Ala 
280 285 290 



gaa get tct gac gtg gca aac get gtg etc gat ggc gca gat get gtc 
Glu Ala Ser Asp Val Ala Asn Ala Val Leu Asp Gly Ala Asp Ala Val 
295 300 305 



1027 



atg ctt tct ggt gaa act tea gtg ggc aaa gat ccg cac aac gtt gtg 1075 

Met Leu Ser Gly Glu Thr Ser Val Gly Lys Asp Pro His Asn Val Val 
310 315 320 325 

cgc acc atg tct cgc att gtt cgc ttc get gaa acc gac ggt cgc gtc 1123 

Arg Thr Met Ser Arg lie Val Arg Phe Ala Glu Thr Asp Gly Arg Val 
330 335 340 

cca gac ctg acc cac ate cct cgc act aag cgt ggc gtt att tec tac 1171 

Pro Asp Leu Thr His lie Pro Arg Thr Lys Arg Gly Val lie Ser Tyr 

345 350 355 

tct gca cgt gat ate gec gag cgc etc aac get cgt gca ttg gtt gcg 1219 

Ser Ala Arg Asp lie Ala Glu Arg Leu Asn Ala Arg Ala Leu Val Ala 
360 365 370 

ttc acc acc tct ggt gat acc gca aag cgt gtg get cgt ctg cac age 1267 

Phe Thr Thr Ser Gly Asp Thr Ala Lys Arg Val Ala Arg Leu His Ser 
375 380 385 

cac ctg cca ctg etc gtg ttc act cca aat gag gca gtt cgc tct gag 1315 

His Leu Pro Leu Leu Val Phe Thr Pro Asn Glu Ala Val Arg Ser Glu 
390 395 400 405 

ctg gcg ctg acc tgg ggt gca acc ace ttc ctg tgt cca cct gtc age 1363 

Leu Ala Leu Thr Trp Gly Ala Thr Thr Phe Leu Cys Pro Pro Val Ser 
410 415 420 



gat acc gat gac atg atg cgc gaa gtc gac cgt get ctt tta gca atg 
Asp Thr Asp Asp Met Met Arg Glu Val Asp Arg Ala Leu Leu Ala Met 



1411 
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425 430 435 

cct gag tac aac aag ggt gac atg atg gtt gtt gtt gca ggt tec cct 1459 
Pro Glu Tyr Asn Lys Gly Asp Met Met Val Val Val Ala Gly Ser Pro 
440 445 450 

cct ggt gtt acc ggt aac acc aac atg att cac gtc cac ctt ctt ggt 1507 
Pro Gly Val Thr Gly Asn Thr Asn Met lie His Val His Leu Leu Gly 
455 460 465 

gac gac aca agg att gca aag etc taategctta aatctttcaa aaa 1554 
Asp Asp Thr Arg lie Ala Lys Leu 
470 475 



<210> 74 
<211> 477 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 74 

Met Gly Val Asp Arg Arg Thr Lys lie Val Cys Thr Leu Gly Pro Ala 
15 10 15 

Val Ala Ser Ala Asp Gly lie Leu Arg Leu Val Glu Asp Gly Met Asp 
20 25 30 

Val Ala Arg Leu Asn Phe Ser His Gly Asp His Pro Asp His Glu Gin 
35 40 45 

Asn Tyr Lys Trp Val Arg Glu Ala Ala Glu Lys Thr Gly Arg Ala Val 
50 55 60 

Gly lie Leu Ala Asp Leu Gin Gly Pro Lys lie Arg Leu Gly Arg Phe 
65 70 75 80 

Thr Asp Gly Ala Thr Val Trp Glu Asn Gly Glu Thr lie Arg lie Thr 
85 90 95 

Val Asp Asp Val Glu Gly Thr His Asp Arg Val Ser Thr Thr Tyr Lys 
100 105 110 

Asn Leu Ala Lys Asp Ala Lys Pro Gly Asp Arg Leu Leu Val Asp Asp 
115 120 125 

Gly Lys Val Gly Leu Val Cys Val Ser Val Glu Gly Asn Asp Val lie 
130 135 140 

Cys Glu Val Val Glu Gly Gly Pro Val Ser Asn Asn Lys Gly Val Ser 
145 150 155 160 

Leu Pro Gly Met Asp lie Ser Val Pro Ala Leu Ser Glu Lys Asp lie 
165 170 175 

Arg Asp Leu Arg Phe Ala Leu Lys Leu Gly Val Asp Phe lie Ala Leu 
180 185 190 

Ser Phe Val Arg Ser Pro Ala Asp Ala Glu Leu Val His Lys lie Met 
195 200 205 



Asp Glu Glu Gly Arg Arg Val Pro Val lie Ala Lys Leu Glu Lys Pro 
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210 215 220 

Glu Ala Val Thr Ser Leu Glu Pro lie Val Leu Ala Phe Asp Ala Val 
225 230 235 240 

Met Val Ala Arg Gly Asp Leu Gly Val Glu Val Pro Leu Glu Glu Val 
245 250 255 

Pro Leu Val Gin Lys Arg Ala lie Gin lie Ala Arg Glu Asn Ala Lys 
260 265 270 

Pro Val lie Val Ala Thr Gin Met Leu Asp Ser Met lie Glu Asn Ser 
275 280 285 

Arg Pro Thr Arg Ala Glu Ala Ser Asp Val Ala Asn Ala Val Leu Asp 
290 295 300 

Gly Ala Asp Ala Val Met Leu Ser Gly Glu Thr Ser Val Gly Lys Asp 
305 310 315 320 

Pro His Asn Val Val Arg Thr Met Ser Arg lie Val Arg Phe Ala Glu 
325 330 335 

Thr Asp Gly Arg Val Pro Asp Leu Thr His lie Pro Arg Thr Lys Arg 
340 345 350 

Gly Val lie Ser Tyr Ser Ala Arg Asp lie Ala Glu Arg Leu Asn Ala 
355 360 365 

Arg Ala Leu Val Ala Phe Thr Thr Ser Gly Asp Thr Ala Lys Arg Val 
370 375 380 

Ala Arg Leu His Ser His Leu Pro Leu Leu Val Phe Thr Pro Asn Glu 
385 390 395 400 

Ala Val Arg Ser Glu Leu Ala Leu Thr Trp Gly Ala Thr Thr Phe Leu 
405 410 415 

Cys Pro Pro Val Ser Asp Thr Asp Asp Met Met Arg Glu Val Asp Arg 
420 425 430 

Ala Leu Leu Ala Met Pro Glu Tyr Asn Lys Gly Asp Met Met Val Val 
435 440 445 

Val Ala Gly Ser Pro Pro Gly Val Thr Gly Asn Thr Asn Met lie His 
450 455 460 

Val His Leu Leu Gly Asp Asp Thr Arg lie Ala Lys Leu 
465 470 475 



<210> 75 
<211> 1980 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1957) 
<223> RXN02675 
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<400> 75 

aagtgtttca ttggaacact tgcgctgcca actttttggt ttacgggcac aatgaaactg 60 

ttggatggaa tttagagtgt ttgtagctta aggagctcaa atg aat gag ttt gac 115 

Met Asn Glu Phe Asp 
1 5 

cag gac att etc cag gag ate aag act gaa etc gac gag tta att eta 163 
Gin Asp lie Leu Gin Glu lie Lys Thr Glu Leu Asp Glu Leu lie Leu 
10 15 20 

gaa ctt gat gag gtg aca caa act cac age gag gec ate ggg cag gtc 211 
Glu Leu Asp Glu Val Thr Gin Thr His Ser Glu Ala lie Gly Gin Val 
25 30 35 

tec cca acc cat tac gtt ggt gec cgc aac etc atg cat tac gcg cat 259 
Ser Pro Thr His Tyr Val Gly Ala Arg Asn Leu Met His Tyr Ala His 
40 45 50 

ctt cgc acc aaa gac etc cgt ggc ctg cag caa cgc etc tec tct gtg 307 
Leu Arg Thr Lys Asp Leu Arg Gly Leu Gin Gin Arg Leu Ser Ser Val 
55 60 65 

gga get acc cgc ttg act acc acc gaa cca gca gtg cag gec cgc etc 355 
Gly Ala Thr Arg Leu Thr Thr Thr Glu Pro Ala Val Gin Ala Arg Leu 
70 75 80 85 

aag gec gec cgc aat gtt ate gga get ttc gca ggt gaa ggc cca ctt 403 
Lys Ala Ala Arg Asn Val lie Gly Ala Phe Ala Gly Glu Gly Pro Leu 
90 95 100 

tat cca ccc tea gat gtc gtc gat gec ttc gaa gat gee gat gag att 451 
Tyr Pro Pro Ser Asp Val Val Asp Ala Phe Glu Asp Ala Asp Glu lie 
105 110 115 

etc gac gag cac gee gaa att etc ctt ggc gaa ccc eta ccg gat act 499 
Leu Asp Glu His Ala Glu lie Leu Leu Gly Glu Pro Leu Pro Asp Thr 
120 125 130 

cca tec tgc ate atg gtc acc ctg ccc acc gaa gee gec acc gac att 547 
Pro Ser Cys lie Met Val Thr Leu Pro Thr Glu Ala Ala Thr Asp lie 
135 140 145 

gaa ctt gtc cgt ggc ttc gee aaa age ggc atg aat eta get cgc ate 595 
Glu Leu Val Arg Gly Phe Ala Lys Ser Gly Met Asn Leu Ala Arg lie 
150 155 160 165 

aac tgt gca cac gac gat gaa acc gtc tgg aag cag atg ate gac aac 643 
Asn Cys Ala His Asp Asp Glu Thr Val Trp Lys Gin Met lie Asp Asn 
170 175 180 

gtc cac acc gtt gca gaa gaa gtt ggc egg gaa ate cgc gtc age atg 691 
Val His Thr Val Ala Glu Glu Val Gly Arg Glu He Arg Val Ser Met 
185 190 195 

gac etc gec gga cca aaa gta cgc acc ggc gaa ate gee cca ggc gca 739 
Asp Leu Ala Gly Pro Lys Val Arg Thr Gly Glu He Ala Pro Gly Ala 
200 205 210 



gaa gta ggt cgc gca cga gta acc cgc gac gaa acc gga aaa gta ctg 
Glu Val Gly Arg Ala Arg Val Thr Arg Asp Glu Thr Gly Lys Val Leu 



787 
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215 220 225 

acg ccc gca aaa ctg tgg ate acc gec cac ggc tec gaa cca gtc cca 835 
Thr Pro Ala Lys Leu Trp He Thr Ala His Gly Ser Glu Pro Val Pro 
230 235 240 245 

gec ccc gaa age ctg ccc ggt cgc ccc get ctg ccg att gaa gtc acc 883 
Ala Pro Glu Ser Leu Pro Gly Arg Pro Ala Leu Pro He Glu Val Thr 
250 255 260 

cca gaa tgg ttc gac aaa eta gaa ate ggc age gtc ate aac gtc cca 
Pro Glu Trp Phe Asp Lys Leu Glu He Gly Ser Val He Asn Val Pro 
265 270 275 

gac acc cgc gga tec cgc cga gca ttc acc gtg acc agg gtt ttt gat 
Asp Thr Arg Gly Ser Arg Arg Ala Phe Thr Val Thr Arg Val Phe Asp 
280 285 290 

ggc gcg gtc etc gec gaa ggc cca caa aaa gec tac ate tec aac ggc 
Gly Ala Val Leu Ala Glu Gly Pro Gin Lys Ala Tyr He Ser Asn Gly 
295 300 305 

acc etc ctg gaa cac aac tac gac cgc tec egg gtc tac ggc ate ccc 
Thr Leu Leu Glu His Asn Tyr Asp Arg Ser Arg Val Tyr Gly He Pro 
310 315 320 325 

gee gta gtt cag cgc ate aac etc aaa gtc ggc gac cgc etc ate ctt 1123 
Ala Val Val Gin Arg He Asn Leu Lys Val Gly Asp Arg Leu He Leu 
330 335 340 

acc gac gaa gaa etc acc tac gat cca tec etc gga tec ggc cgc aca 1171 
Thr Asp Glu Glu Leu Thr Tyr Asp Pro Ser Leu Gly Ser Gly Arg Thr 
345 350 355 



aac etc cca gac tec gaa ctt cca etc cca age etc act gaa gaa gac 
Asn Leu Pro Asp Ser Glu Leu Pro Leu Pro Ser Leu Thr Glu Glu Asp 
425 430 435 

etc caa cac ctg cgc ttt gtc gtc aaa tac gee gac ate gca gec ate 
Leu Gin His Leu Arg Phe Val Val Lys Tyr Ala Asp He Ala Ala He 
440 445 450 

tec ttc ate cga aac gtc gee gac gtg gaa tac etc etc caa gca etc 
Ser Phe He Arg Asn Val Ala Asp Val Glu Tyr Leu Leu Gin Ala Leu 
455 460 465 



931 



979 



1027 



1075 



cca cgc ate age tgc acc ctt cca caa gca gtc gat gca att aaa gtc 1219 
Pro Arg He Ser Cys Thr Leu Pro Gin Ala Val Asp Ala He Lys Val 
360 365 370 

ggg cac cgc gtg ctt ttc gac gac gga gec ate gec gca gtc tgc ate 1267 
Gly His Arg Val Leu Phe Asp Asp Gly Ala He Ala Ala Val Cys He 
375 380 385 

gac aag acc tec act gec gac ggc cac aac gac gta gaa ttg gaa gtc 1315 
Asp Lys Thr Ser Thr Ala Asp Gly His Asn Asp Val Glu Leu Glu Val 
390 395 400 405 

acc cac gee cgc cca caa ggc gta aac ctg gec gca tac aag gga ate 1363 
Thr His Ala Arg Pro Gin Gly Val Asn Leu Ala Ala Tyr Lys Gly He 
410 415 420 



1411 



1459 
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gcc gac ate gga gat cca gta gec gtc gaa cgc ctt ggc etc gtc ctt 1555 
Ala Asp He Gly Asp Pro Val Ala Val Glu Arg Leu Gly Leu Val Leu 
470 475 480 485 



aaa ate gag acc ate cca ggc tac gaa ggc etc gee caa ate etc ctg 
Lys He Glu Thr He Pro Gly Tyr Glu Gly Leu Ala Gin He Leu Leu 
490 495 500 



etc gee gtc gaa etc ggc ttc gac cgc atg gca gaa gtc ccc caa ctg 
Leu Ala Val Glu Leu Gly Phe Asp Arg Met Ala Glu Val Pro Gin Leu 
520 525 530 

ate atg gec ctt gec gaa gee gee cac gtc cca acc ate ttg gec acc 
He Met Ala Leu Ala Glu Ala Ala His Val Pro Thr He Leu Ala Thr 
535 540 545 

caa gtc ctg gaa aac atg gee aaa aac gga etc cca tct cgc gca gaa 
Gin Val Leu Glu Asn Met Ala Lys Asn Gly Leu Pro Ser Arg Ala Glu 
550 555 560 565 

ate acc gac gca gca atg gca ctt cgc get gaa tgc gtc atg ctg aac 
He Thr Asp Ala Ala Met Ala Leu Arg Ala Glu Cys Val Met Leu Asn 
570 575 580 

aag gga cca cac ate aac gac gec ate aag gtc etc acc gaa atg age 
Lys Gly Pro His He Asn Asp Ala He Lys Val Leu Thr Glu Met Ser 
585 590 595 

cgc aaa ctt ggt gca tec caa cga aag agt agg ctg ctg ctg cgc aag 
Arg Lys Leu Gly Ala Ser Gin Arg Lys Ser Arg Leu Leu Leu Arg Lys 
600 605 610 

gtg aag age tgg gaa gag taactcacaa aggegattgg cgt 
Val Lys Ser Trp Glu Glu 
615 



<210> 76 
<211> 619 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 76 

Met Asn Glu Phe Asp Gin Asp He Leu Gin Glu He Lys Thr Glu Leu 
15 10 15 

Asp Glu Leu He Leu Glu Leu Asp Glu Val Thr Gin Thr His Ser Glu 
20 25 30 

Ala He Gly Gin Val Ser Pro Thr His Tyr Val Gly Ala Arg Asn Leu 
35 40 45 

Met His Tyr Ala His Leu Arg Thr Lys Asp Leu Arg Gly Leu Gin Gin 
50 55 60 

Arg Leu Ser Ser Val Gly Ala Thr Arg Leu Thr Thr Thr Glu Pro Ala 



1603 



acc ggc atg cgc cac gaa aac ttc ggc ate atg ate gec cgc gga gac 1651 
Thr Gly Met Arg His Glu Asn Phe Gly He Met He Ala Arg Gly Asp 
505 510 515 



1699 



1747 



1795 



1843 



1891 



1939 



1980 
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65 



70 75 80 



Val Gin Ala Arg Leu Lys Ala Ala Arg Asn Val lie Gly Ala Phe Ala 
85 90 95 

Gly Glu Gly Pro Leu Tyr Pro Pro Ser Asp Val Val Asp Ala Phe Glu 
100 105 HO 

Asp Ala Asp Glu lie Leu Asp Glu His Ala Glu lie Leu Leu Gly Glu 
115 120 125 

Pro Leu Pro Asp Thr Pro Ser Cys He Met Val Thr Leu Pro Thr Glu 
130 135 140 

Ala Ala Thr Asp He Glu Leu Val Arg Gly Phe Ala Lys Ser Gly Met 
145 150 155 160- 

Asn Leu Ala Arg He Asn Cys Ala His Asp Asp Glu Thr Val Trp Lys 
165 170 175 

Gin Met He Asp Asn Val His Thr Val Ala Glu Glu Val Gly Arg Glu 
180 185 190 

He Arg Val Ser Met Asp Leu Ala Gly Pro Lys Val Arg Thr Gly Glu 
195 200 205 

He Ala Pro Gly Ala Glu Val Gly Arg Ala Arg Val Thr Arg Asp Glu 
210 215 220 

Thr Gly Lys Val Leu Thr Pro Ala Lys Leu Trp He Thr Ala His Gly 
225 230 235 240 

Ser Glu Pro Val Pro Ala Pro Glu Ser Leu Pro Gly Arg Pro Ala Leu 
245 250 255 

Pro He Glu Val Thr Pro Glu Trp Phe Asp Lys Leu Glu He Gly Ser 
260 265 270 

Val He Asn Val Pro Asp Thr Arg Gly Ser Arg Arg Ala Phe Thr Val 
275 280 285 

Thr Arg Val Phe Asp Gly Ala Val Leu Ala Glu Gly Pro Gin Lys Ala 
290 295 300 

Tyr He Ser Asn Gly Thr Leu Leu Glu His Asn Tyr Asp Arg Ser Arg 
305 310 315 320 

Val Tyr Gly He Pro Ala Val Val Gin Arg He Asn Leu Lys Val Gly 
325 330 335 

Asp Arg Leu He Leu Thr Asp Glu Glu Leu Thr Tyr Asp Pro Ser Leu 
340 345 350 

Gly Ser Gly Arg Thr Pro Arg He Ser Cys Thr Leu Pro Gin Ala Val 
355 360 365 

Asp Ala He Lys Val Gly His Arg Val Leu Phe Asp Asp Gly Ala He 
370 375 380 

Ala Ala Val Cys He Asp Lys Thr Ser Thr Ala Asp Gly His Asn Asp 
385 390 395 400 
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Val Glu Leu Glu Val Thr His Ala Arg Pro Gin Gly Val Asn Leu Ala 
405 410 415 

Ala Tyr Lys Gly He Asn Leu Pro Asp Ser Glu Leu Pro Leu Pro Ser 
420 425 430 

Leu Thr Glu Glu Asp Leu Gin His Leu Arg Phe Val Val Lys Tyr Ala 
435 440 445 

Asp He Ala Ala He Ser Phe He Arg Asn Val Ala Asp Val Glu Tyr 
450 455 460 

Leu Leu Gin Ala Leu Ala Asp He Gly Asp Pro Val Ala Val Glu Arg 
465 470 475 480' 

Leu Gly Leu Val Leu Lys He Glu Thr He Pro Gly Tyr Glu Gly Leu 
485 490 495 

Ala Gin He Leu Leu Thr Gly Met Arg His Glu Asn Phe Gly He Met 
500 505 510 

He Ala Arg Gly Asp Leu Ala Val Glu Leu Gly Phe Asp Arg Met Ala 
515 520 525 

Glu Val Pro Gin Leu He Met Ala Leu Ala Glu Ala Ala His Val Pro 
530 535 540 

Thr He Leu Ala Thr Gin Val Leu Glu Asn Met Ala Lys Asn Gly Leu 
545 550 555 560 

Pro Ser Arg Ala Glu He Thr Asp Ala Ala Met Ala Leu Arg Ala Glu 
565 570 575 

Cys Val Met Leu Asn Lys Gly Pro His He Asn Asp Ala He Lys Val 
580 585 590 

Leu Thr Glu Met Ser Arg Lys Leu Gly Ala Ser Gin Arg Lys Ser Arg 
595 600 605 

Leu Leu Leu Arg Lys Val Lys Ser Trp Glu Glu 
610 615 



<210> 77 
<211> 386 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (363) 
<223> FRXA02675 

<400> 77 

ate etc atg ace ggc atg cgc cac gaa aac ttc ggc ate atg ate gee 
He Leu Met Thr Gly Met Arg His Glu Asn Phe Gly He Met He Ala 
15 10 15 

cgc gga gac etc gee gtc gaa etc ggc ttc gac cgc atg gca gaa gtc 
Arg Gly Asp Leu Ala Val Glu Leu Gly Phe Asp Arg Met Ala Glu Val 
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20 25 30 

ccc caa ctg ate atg gec ctt gca gaa gec gec cac gtc cca acc ate 
Pro Gin Leu He Met Ala Leu Ala Glu Ala Ala His Val Pro Thr He 
35 40 45 

ttg gec acc caa gtc ctg gaa aac atg gee aaa aac gga etc cca tct 
Leu Ala Thr Gin Val Leu Glu Asn Met Ala Lys Asn Gly Leu Pro Ser 
50 55 60 

cgc gca gaa ate acc gac gca gca atg gca ctt cgc get gaa tgc gtc 
Arg Ala Glu He Thr Asp Ala Ala Met Ala Leu Arg Ala Glu Cys Val 
65 70 75 80 

atg ctg aac aag gga cca cac ate aac gac gec ate aag gtc etc acc 
Met Leu Asn Lys Gly Pro His He Asn Asp Ala He Lys Val Leu Thr 
85 90 95 

gaa atg age cgc aaa ctt ggt gca tec caa cga aag agt agg ctg ctg 
Glu Met Ser Arg Lys Leu Gly Ala Ser Gin Arg Lys Ser Arg Leu Leu 
100 105 HO 

ctg cgc aag gtg aag age tgg gaa gag taactcacaa aggegattgg 

Leu Arg Lys Val Lys Ser Trp Glu Glu 
115 120 

cgt 



144 



192 



240 



288 



336 



383 



386 



<210> 78 
<211> 121 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 78 

He Leu Met Thr Gly Met Arg His Glu Asn Phe Gly He Met He Ala 
15 10 15 

Arg Gly Asp Leu Ala Val Glu Leu Gly Phe Asp Arg Met Ala Glu Val 
20 25 30 

Pro Gin Leu He Met Ala Leu Ala Glu Ala Ala His Val Pro Thr He 
35 40 45 

Leu Ala Thr Gin Val Leu Glu Asn Met Ala Lys Asn Gly Leu Pro Ser 
50 55 60 

Arg Ala Glu He Thr Asp Ala Ala Met Ala Leu Arg Ala Glu Cys Val 
65 70 75 80 

Met Leu Asn Lys Gly Pro His He Asn Asp Ala He Lys Val Leu Thr 
85 90 95 

Glu Met Ser Arg Lys Leu Gly Ala Ser Gin Arg Lys Ser Arg Leu Leu 
100 105 HO 

Leu Arg Lys Val Lys Ser Trp Glu Glu 
115 120 



<210> 79 



BGI-126CP 



- 116- 



<211> 1522 
<212> DNA 

<213> Corynebacterium glut ami cum 



<220> 
<221> CDS 

<222> (101) . . (1522) 
<223> FRXA02695 



<400> 79 

aagtgtttca ttggaacact tgcgctgcca actttttggt ttacgggcac aatgaaactg 60 

ttggatggaa tttagagtgt ttgtagctta aggagctcaa atg aat gag ttt gac 115 

Met Asn Glu Phe Asp 
1 5 



cag gac att etc cag gag ate aag act gaa etc gac gag tta att eta 
Gin Asp lie Leu Gin Glu lie Lys Thr Glu Leu Asp Glu Leu lie Leu 
10 15 20 



163 



gaa ctt gat gag gtg aca caa act cac age gag gec ate ggg cag gtc 
Glu Leu Asp Glu Val Thr Gin Thr His Ser Glu Ala He Gly Gin Val 
25 30 35 



211 



tec cca acc cat tac gtt ggt gec cgc aac etc atg cat tac gcg cat 
Ser Pro Thr His Tyr Val Gly Ala Arg Asn Leu Met His Tyr Ala His 
40 45 50 



259 



ctt cgc acc aaa gac etc cgt ggc ctg cag caa cgc etc tec tct gtg 307 
Leu Arg Thr Lys Asp Leu Arg Gly Leu Gin Gin Arg Leu Ser Ser Val 
55 60 65 



gga get acc cgc ttg act acc acc gaa cca gca gtg cag gec cgc etc 355 
Gly Ala Thr Arg Leu Thr Thr Thr Glu Pro Ala Val Gin Ala Arg Leu 
70 75 80 85 



aag gee gee cgc aat gtt ate gga get ttc gca ggt gaa ggc cca ctt 403 
Lys Ala Ala Arg Asn Val He Gly Ala Phe Ala Gly Glu Gly Pro Leu 
90 95 100 



tat cca ccc tea gat gtc gtc gat gee ttc gaa gat gee gat gag att 
Tyr Pro Pro Ser Asp Val Val Asp Ala Phe Glu Asp Ala Asp Glu He 
105 110 115 



451 



etc gac gag cac gee gaa att etc ctt ggc gaa ccc eta ccg gat act 4 99 
Leu Asp Glu His Ala Glu He Leu Leu Gly Glu Pro Leu Pro Asp Thr 
120 125 130 



cca tec tgc ate atg gtc acc ctg ccc acc gaa gee gee acc gac att 547 
Pro Ser Cys He Met Val Thr Leu Pro Thr Glu Ala Ala Thr Asp He 
135 140 145 



gaa ctt gtc cgt ggc ttc gec aaa age ggc atg aat eta get cgc ate 
Glu Leu Val Arg Gly Phe Ala Lys Ser Gly Met Asn Leu Ala Arg He 
150 155 160 165 



595 



aac tgt gca cac gac gat gaa acc gtc tgg aag cag atg ate gac aac 643 
Asn Cys Ala His Asp Asp Glu Thr Val Trp Lys Gin Met He Asp Asn 
170 175 180 



gtc cac acc gtt gca gaa gaa gtt ggc egg gaa ate cgc gtc age atg 



691 
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Val His Thr Val Ala Glu Glu Val Gly Arg Glu lie Arg Val Ser Met 
185 190 195 

gac etc gec gga cca aaa gta cgc acc ggc gaa ate gec cca ggc gca 739 
Asp Leu Ala Gly Pro Lys Val Arg Thr Gly Glu lie Ala Pro Gly Ala 
200 205 210 



gaa gta ggt cgc gca cga gta acc cgc gac gaa acc gga aaa gta ctg 
Glu Val Gly Arg Ala Arg Val Thr Arg Asp Glu Thr Gly Lys Val Leu 
215 220 225 



ggc gcg gtc etc gec gaa ggc cca caa aaa gec tac ate tec aac ggc 
Gly Ala Val Leu Ala Glu Gly Pro Gin Lys Ala Tyr lie Ser Asn Gly 
295 300 305 



cca cgc ate age tgc acc ctt cca caa gca gtc gat gca att aaa gtc 
Pro Arg lie Ser Cys Thr Leu Pro Gin Ala Val Asp Ala lie Lys Val 
360 365 370 



787 



acg ccc gca aaa ctg tgg ate acc gee cac ggc tec gaa cca gtc cca 835 
Thr Pro Ala Lys Leu Trp lie Thr Ala His Gly Ser Glu Pro Val Pro 
230 235 240 245 

gec ccc gaa age ctg ccc ggt cgc ccc get ctg ccg att gaa gtc acc 883 
Ala Pro Glu Ser Leu Pro Gly Arg Pro Ala Leu Pro lie Glu Val Thr 
250 255 260 

cca gaa tgg ttc gac aaa eta gaa ate ggc age gtc ate aac gtc cca 931 
Pro Glu Trp Phe Asp Lys Leu Glu lie Gly Ser Val He Asn Val Pro 
265 270 275 

gac acc cgc gga tec cgc cga gca ttc acc gtg acc agg gtt ttt gat 979 
Asp Thr Arg Gly Ser Arg Arg Ala Phe Thr Val Thr Arg Val Phe Asp 
280 285 290 



1027 



acc etc ctg gaa cac aac tac gac cgc tec egg gtc tac ggc ate ccc 1075 
Thr Leu Leu Glu His Asn Tyr Asp Arg Ser Arg Val Tyr Gly He Pro 
310 315 320 325 

gee gta gtt cag cgc ate aac etc aaa gtc ggc gac cgc etc ate ctt 1123 
Ala Val Val Gin Arg He Asn Leu Lys Val Gly Asp Arg Leu He Leu 
330 335 340 

acc gac gaa gaa etc acc tac gat cca tec etc gga tec ggc cgc aca 1171 
Thr Asp Glu Glu Leu Thr Tyr Asp Pro Ser Leu Gly Ser Gly Arg Thr 
345 350 355 



1219 



ggg cac cgc gtg ctt ttc gac gac gga gec ate gec gca gtc tgc ate 1267 
Gly His Arg Val Leu Phe Asp Asp Gly Ala He Ala Ala Val Cys He 
375 380 385 

gac aag acc tec act gec gac ggc cac aac gac gta gaa ttg gaa gtc 1315 
Asp Lys Thr Ser Thr Ala Asp Gly His Asn Asp Val Glu Leu Glu Val 
390 395 400 405 

aec cac gec cgc cca caa ggc gta aac ctg gee gca tac aag gga ate 1363 
Thr His Ala Arg Pro Gin Gly Val Asn Leu Ala Ala Tyr Lys Gly He 
410 415 420 



aac etc cca gac tec gaa ctt cca etc cca age etc act gaa gaa gac 
Asn Leu Pro Asp Ser Glu Leu Pro Leu Pro Ser Leu Thr Glu Glu Asp 



1411 
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425 430 435 

etc caa cac ctg cgc ttt gtc gtc aaa tac gec gac ate gca gec ate 1459 
Leu Gin His Leu Arg Phe Val Val Lys Tyr Ala Asp He Ala Ala He 
440 445 450 

tec ttc ate cga aac gtc gee gac gtg gaa tac etc etc caa gca etc 1507 
Ser Phe He Arg Asn Val Ala Asp Val Glu Tyr Leu Leu Gin Ala Leu 
455 460 465 

gee gac ate gga gat 1522 

Ala Asp He Gly Asp 

470 



<210> 80 
<211> 474 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 80 

Met Asn Glu Phe Asp Gin Asp He Leu Gin Glu He Lys Thr Glu Leu 
15 10 15 

Asp Glu Leu He Leu Glu Leu Asp Glu Val Thr Gin Thr His Ser Glu 
20 25 30 

Ala He Gly Gin Val Ser Pro Thr His Tyr Val Gly Ala Arg Asn Leu 
35 40 45 

Met His Tyr Ala His Leu Arg Thr Lys Asp Leu Arg Gly Leu Gin Gin 
50 55 60 

Arg Leu Ser Ser Val Gly Ala Thr Arg Leu Thr Thr Thr Glu Pro Ala 
65 70 75 80 

Val Gin Ala Arg Leu Lys Ala Ala Arg Asn Val He Gly Ala Phe Ala 
85 90 95 

Gly Glu Gly Pro Leu Tyr Pro Pro Ser Asp Val Val Asp Ala Phe Glu 
100 105 HO 

Asp Ala Asp Glu He Leu Asp Glu His Ala Glu He Leu Leu Gly Glu 
115 120 125 

Pro Leu Pro Asp Thr Pro Ser Cys He Met Val Thr Leu Pro Thr Glu 
130 135 140 

Ala Ala Thr Asp He Glu Leu Val Arg Gly Phe Ala Lys Ser Gly Met 
145 150 155 160 

Asn Leu Ala Arg He Asn Cys Ala His Asp Asp Glu Thr Val Trp Lys 
165 170 175 

Gin Met He Asp Asn Val His Thr Val Ala Glu Glu Val Gly Arg Glu 
180 185 190 

He Arg Val Ser Met Asp Leu Ala Gly Pro Lys Val Arg Thr Gly Glu 
195 200 205 

He Ala Pro Gly Ala Glu Val Gly Arg Ala Arg Val Thr Arg Asp Glu 
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210 215 220 

Thr Gly Lys Val Leu Thr Pro Ala Lys Leu Trp He Thr Ala His Gly 
225 230 235 240 

Ser Glu Pro Val Pro Ala Pro Glu Ser Leu Pro Gly Arg Pro Ala Leu 
245 250 255 

Pro He Glu Val Thr Pro Glu Trp Phe Asp Lys Leu Glu He Gly Ser 
260 265 270 

Val He Asn Val Pro Asp Thr Arg Gly Ser Arg Arg Ala Phe Thr Val 
275 280 285 

Thr Arg Val Phe Asp Gly Ala Val Leu Ala Glu Gly Pro Gin Lys Ala 
290 295 300 

Tyr He Ser Asn Gly Thr Leu Leu Glu His Asn Tyr Asp Arg Ser Arg 
305 310 315 320 

Val Tyr Gly He Pro Ala Val Val Gin Arg He Asn Leu Lys Val Gly 
325 330 335 

Asp Arg Leu He Leu Thr Asp Glu Glu Leu Thr Tyr Asp Pro Ser Leu 
340 345 350 

Gly Ser Gly Arg Thr Pro Arg He Ser Cys Thr Leu Pro Gin Ala Val 
355 360 365 

Asp Ala He Lys Val Gly His Arg Val Leu Phe Asp Asp Gly Ala He 
370 375 380 

Ala Ala Val Cys He Asp Lys Thr Ser Thr Ala Asp Gly His Asn Asp 
385 390 395 400 

Val Glu Leu Glu Val Thr His Ala Arg Pro Gin Gly Val Asn Leu Ala 
405 410 415 

Ala Tyr Lys Gly He Asn Leu Pro Asp Ser Glu Leu Pro Leu Pro Ser 
420 425 430 

Leu Thr Glu Glu Asp Leu Gin His Leu Arg Phe Val Val Lys Tyr Ala 
435 440 445 

Asp He Ala Ala He Ser Phe He Arg Asn Val Ala Asp Val Glu Tyr 
450 455 460 

Leu Leu Gin Ala Leu Ala Asp He Gly Asp 
465 470 



<210> 81 
<211> 2022 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1999) 
<223> RXA00682 
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<400> 81 

ataggcacct tcgatttcag ctcaatcacc gtcgcaatga ccggcacgaa gtaaaaccac 60 

cgcatctttt cgtcgaaaag catctaaaag gagtttgacc atg get aat aaa tct 11 

Met Ala Asn Lys Ser 
1 5 



ttc ccc aag ccc tec gat ctt cca gtg ccc aag ggc get gaa ggt tgg 
Phe Pro Lys Pro Ser Asp Leu Pro Val Pro Lys Gly Ala Glu Gly Trp 
10 15 20 



163 



gaa gat ctg tac ccg tac tac etc gtt ttc caa gac aag etc atg gat 211 
Glu Asp Leu Tyr Pro Tyr Tyr Leu Val Phe Gin Asp Lys Leu Met Asp 
25 30 35 



caa gag aat gag aaa ttc tgg ttc tgc gat tea cag cac tgg cca act 
Gin Glu Asn Glu Lys Phe Trp Phe Cys Asp Ser Gin His Trp Pro Thr 
40 45 50 

gtg ttc aag cct ttt gaa act ate ggt ggt gaa ttc get gta aag tgc 
Val Phe Lys Pro Phe Glu Thr He Gly Gly Glu Phe Ala Val Lys Cys 
55 60 65 



ate gag ttc cgc gtg cat ctg gga tac etc tat atg tec cct att cca 
He Glu Phe Arg Val His Leu Gly Tyr Leu Tyr Met Ser Pro He Pro 
90 95 100 



ate acg cac tac ttc caa aac tgg gag cca atg ctg gca aat tgg aag 
He Thr His Tyr Phe Gin Asn Trp Glu Pro Met Leu Ala Asn Trp Lys 
120 125 130 

gag cga gta tta gga ace ate aat gag ctg gaa tct eta gaa ttc aag 
Glu Arg Val Leu Gly Thr He Asn Glu Leu Glu Ser Leu Glu Phe Lys 
135 140 145 

cca ctg cct gac tac gtg cct ate gat gat att gtc tec gga aaa gee 
Pro Leu Pro Asp Tyr Val Pro He Asp Asp He Val Ser Gly Lys Ala 
150 155 160 165 

aaa gac ggc ace gaa gta etc atg gaa aac ttc gat egg etc att cag 
Lys Asp Gly Thr Glu Val Leu Met Glu Asn Phe Asp Arg Leu He Gin 
170 175 180 



tac ate get tac eta gat ttc ttc aat ttc tgc aag gaa gtc ttc cca 
Tyr He Ala Tyr Leu Asp Phe Phe Asn Phe Cys Lys Glu Val Phe Pro 
200 205 210 

gat ate cct gat caa tea att teg atg atg gtt cag ggc gtg gat atg 
Asp He Pro Asp Gin Ser He Ser Met Met Val Gin Gly Val Asp Met 



259 



307 



etc ggc caa tac aac get egg cat ttg atg ate ccg aat gee aat ggc 355 
Leu Gly Gin Tyr Asn Ala Arg His Leu Met He Pro Asn Ala Asn Gly 
70 75 80 85 



403 



gtg cct gaa gat cag att gcg gaa cgc gtc ccc atg ttc cag gaa cgc 451 
Val Pro Glu Asp Gin He Ala Glu Arg Val Pro Met Phe Gin Glu Arg 
105 HO H5 



499 



547 



595 



643 



etc gee tac caa aac tgg caa tac cac ttt gag ttc etc aac ttg ggt 691 
Leu Ala Tyr Gin Asn Trp Gin Tyr His Phe Glu Phe Leu Asn Leu Gly 
185 190 195 



739 



787 
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215 220 225 

gag ctg ttc cgc ccc gat gat gaa eta aag att ctg gca cag eta gcg 
Glu Leu Phe Arg Pro Asp Asp Glu Leu Lys He Leu Ala Gin Leu Ala 
230 235 240 245 



gag gat gac atg ttg tac etc aac cgc act gaa gtc cgc gat gtc etc 
Glu Asp Asp Met Leu Tyr Leu Asn Arg Thr Glu Val Arg Asp Val Leu 
410 415 420 



ggc acg ate att tgg ccg gaa gaa att gag cga aga aaa gca att gtc 
Gly Thr He He Trp Pro Glu Glu He Glu Arg Arg Lys Ala He Val 
440 445 450 

acc get ttg aaa act gee cga cca gcg cca get ctt aac act cct cca 
Thr Ala Leu Lys Thr Ala Arg Pro Ala Pro Ala Leu Asn Thr Pro Pro 
455 460 465 



835 



883 



gtc gac ctt ggc ctg caa act cac ttt gee aac ccg gat gat ccg caa 
Val Asp Leu Gly Leu Gin Thr His Phe Ala Asn Pro Asp Asp Pro Gin 
250 255 260 

get acc ttg get get ate gca aag gca gaa ggc ggc gcg aca tgg ata 931 
Ala Thr Leu Ala Ala He Ala Lys Ala Glu Gly Gly Ala Thr Trp He 
265 270 275 

gcg cgc tgg gaa gaa gca caa gat ccg tgg ttc aac ttc acc gtc ggt 979 
Ala Arg Trp Glu Glu Ala Gin Asp Pro Trp Phe Asn Phe Thr Val Gly 
280 285 290 

aat ggc ttc tac ggt cac gat aaa tac tgg ate gag cac ctg gaa ctt 1027 
Asn Gly Phe Tyr Gly His Asp Lys Tyr Trp He Glu His Leu Glu Leu 
295 300 305 

cca ctg ggg tac ate gcg gat tac ate cgc cgc eta gat gaa ggc caa 1075 
Pro Leu Gly Tyr He Ala Asp Tyr He Arg Arg Leu Asp Glu Gly Gin 
310 315 320 325 

acc ate tec cgc ccg aaa gat gaa etc ate gca gaa aag gaa cgc gtg 1123 
Thr He Ser Arg Pro Lys Asp Glu Leu He Ala Glu Lys Glu Arg Val 
330 335 340 

gtg gaa gaa tac cgc gac ctt ttg gat gga gaa caa etc gcg cag ttt 1171 
Val Glu Glu Tyr Arg Asp Leu Leu Asp Gly Glu Gin Leu Ala Gin Phe 
345 350 355 

gat get aaa tgc ggc etc get get act gca tac ccc tat gtg gaa aac 1219 
Asp Ala Lys Cys Gly Leu Ala Ala Thr Ala Tyr Pro Tyr Val Glu Asn 
360 365 370 

cat aac ttc tac ate gag cac tgg acc atg tea gta ttt tgg cgc aaa 
His Asn Phe Tyr He Glu His Trp Thr Met Ser Val Phe Trp Arg Lys 
375 380 385 

gta cgc gaa ctt tec cgc act etc cag ggc tac ggt ttc tgg gag aac 1315 
Val Arg Glu Leu Ser Arg Thr Leu Gin Gly Tyr Gly Phe Trp Glu Asn 
390 395 400 405 



1267 



1363 



ttc gac ctg get act gcg tgg ggt gtc ggc gca ccc ggt ggt cca att 1411 
Phe Asp Leu Ala Thr Ala Trp Gly Val Gly Ala Pro Gly Gly Pro He 
425 430 435 



1459 



1507 



BGM26CP 



- 122- 



gag tec ate acc gaa cct ttc acc cgc atg etc tgg gga ate ace ace 1555 
Glu Ser He Thr Glu Pro Phe Thr Arg Met Leu Trp Gly He Thr Thr 
470 475 480 485 



gaa cag gtg caa tea tgg ttg ggc aat gac gag gat gee gaa gaa gga 
Glu Gin Val Gin Ser Trp Leu Gly Asn Asp Glu Asp Ala Glu Glu Gly 
490 495 500 



cga gta att etc age gca gat gac ctt tea gaa ate cag cag gat gaa 
Arg Val He Leu Ser Ala Asp Asp Leu Ser Glu He Gin Gin Asp Glu 
520 525 530 

ate etc gtt gee cct gta aca gca cct tct tgg ggc cca ate ttt ggc 
He Leu Val Ala Pro Val Thr Ala Pro Ser Trp Gly Pro He Phe Gly 
535 540 545 

aaa ate aag gca aca gtc act gat att ggt ggc atg atg age cat get 
Lys He Lys Ala Thr Val Thr Asp He Gly Gly Met Met Ser His Ala 
550 555 560 565 

gcg ate gtg tgc cgc gaa tac ggc ttg ccg get gtt act gga act ggc 
Ala He Val Cys Arg Glu Tyr Gly Leu Pro Ala Val Thr Gly Thr Gly 
570 575 580 

get gca tec acc acc ate aaa acc ggc gat tac etc aag gtc gat gga 
Ala Ala Ser Thr Thr He Lys Thr Gly Asp Tyr Leu Lys Val Asp Gly 
585 590 595 

acc aag ggc aag gtt gtc att gtt gat cca gat gcg cca cgc ate gaa 
Thr Lys Gly Lys Val Val He Val Asp Pro Asp Ala Pro Arg He Glu 
600 605 610 

gga ccc ggc gcg cac age cat gcg cac tea gta gca gca cat ggg gtg 
Gly Pro Gly Ala His Ser His Ala His Ser Val Ala Ala His Gly Val 
615 620 625 

gat aca cat gee tagtccacgc actgttctta tea 

Asp Thr His Ala 

630 



1603 



acc ctt aaa ggc atg get gca tec cct ggt gtg gtg gaa ggc tac get 1651 
Thr Leu Lys Gly Met Ala Ala Ser Pro Gly Val Val Glu Gly Tyr Ala 
505 510 515 



1699 



1747 



1795 



1843 



1891 



1939 



1987 



2022 



<210> 82 
<211> 633 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 82 

Met Ala Asn Lys Ser Phe Pro Lys 
1 5 

Gly Ala Glu Gly Trp Glu Asp Leu 
20 



Pro Ser Asp Leu Pro Val Pro Lys 

10 15 

Tyr Pro Tyr Tyr Leu Val Phe Gin 
25 30 



Asp Lys Leu Met Asp Gin Glu Asn Glu Lys Phe Trp Phe Cys Asp Ser 
35 40 45 
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Gln His Trp Pro 
50 

Phe Ala Val Lys 
65 

Pro Asn Ala Asn 



Met Ser Pro lie 
100 

Met Phe Gin Glu 
115 

Leu Ala Asn Trp 

130 

Ser Leu Glu Phe 
145 

Val Ser Gly Lys 



Asp Arg Leu lie 
180 

Phe Leu Asn Leu 
195 

Lys Glu Val Phe 
210 

Gin Gly Val Asp 
225 

Leu Ala Gin Leu 



Pro Asp Asp Pro 
260 

Gly Ala Thr Trp 
275 

Asn Phe Thr Val 
290 

Glu His Leu Glu 
305 

Leu Asp Glu Gly 



Glu Lys Glu Arg 
340 

Gin Leu Ala Gin 
355 

Pro Tyr Val Glu 



Thr Val Phe Lys 
55 

Cys Leu Gly Gin 
70 

Gly lie Glu Phe 
85 

Pro Val Pro Glu 



Arg lie Thr His 
120 

Lys Glu Arg Val 
135 

Lys Pro Leu Pro 
150 

Ala Lys Asp Gly 
165 

Gin Leu Ala Tyr 



Gly Tyr He Ala 
200 

Pro Asp He Pro 
215 

Met Glu Leu Phe 
230 

Ala Val Asp Leu 
245 

Gin Ala Thr Leu 



He Ala Arg Trp 
280 

Gly Asn Gly Phe 
295 

Leu Pro Leu Gly 
310 

Gin Thr He Ser 
325 

Val Val Glu Glu 



Phe Asp Ala Lys 
360 

Asn His Asn Phe 



Pro Phe Glu Thr 
60 

Tyr Asn Ala Arg 
75 

Arg Val His Leu 

90 

Asp Gin He Ala 
105 

Tyr Phe Gin Asn 



Leu Gly Thr He 
140 

Asp Tyr Val Pro 
155 

Thr Glu Val Leu 
170 

Gin Asn Trp Gin 
185 

Tyr Leu Asp Phe 



Asp Gin Ser He 
220 

Arg Pro Asp Asp 
235 

Gly Leu Gin Thr 
250 

Ala Ala He Ala 
265 

Glu Glu Ala Gin 



Tyr Gly His Asp 
300 

Tyr He Ala Asp 
315 

Arg Pro Lys Asp 
330 

Tyr Arg Asp Leu 
345 

Cys Gly Leu Ala 



Tyr He Glu His 



He Gly Gly Glu 



His Leu Met lie 
80 

Gly Tyr Leu Tyr 
95 

Glu Arg Val Pro 
110 

Trp Glu Pro Met 
125 

Asn Glu Leu Glu 



lie Asp Asp He 
160 

Met Glu Asn Phe 
175 

Tyr His Phe Glu 
190 

Phe Asn Phe Cys 
205 

Ser Met Met Val 



Glu Leu Lys He 
240 

His Phe Ala Asn 
255 

Lys Ala Glu Gly 
270 

Asp Pro Trp Phe 
285 

Lys Tyr Trp He 



Tyr He Arg Arg 
320 

Glu Leu He Ala 
335 

Leu Asp Gly Glu 
350 

Ala Thr Ala Tyr 
365 

Trp Thr Met Ser 
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370 



375 380 



Val Phe Trp Arg Lys Val Arg Glu Leu Ser Arg Thr Leu Gin Gly Tyr 
385 390 395 400 

Gly Phe Trp Glu Asn Glu Asp Asp Met Leu Tyr Leu Asn Arg Thr Glu 
405 410 415 

Val Arg Asp Val Leu Phe Asp Leu Ala Thr Ala Trp Gly Val Gly Ala 
420 425 430 

Pro Gly Gly Pro He Gly Thr He He Trp Pro Glu Glu He Glu Arg 
435 440 445 

Arg Lys Ala He Val Thr Ala Leu Lys Thr Ala Arg Pro Ala Pro Ala 
450 455 460 

Leu Asn Thr Pro Pro Glu Ser He Thr Glu Pro Phe Thr Arg Met Leu 
465 470 475 480 

Trp Gly He Thr Thr Glu Gin Val Gin Ser Trp Leu Gly Asn Asp Glu 
485 490 495 

Asp Ala Glu Glu Gly Thr Leu Lys Gly Met Ala Ala Ser Pro Gly Val 
500 505 510 

Val Glu Gly Tyr Ala Arg Val He Leu Ser Ala Asp Asp Leu Ser Glu 
515 520 525 

He Gin Gin Asp Glu He Leu Val Ala Pro Val Thr Ala Pro Ser Trp 
530 535 540 

Gly Pro He Phe Gly Lys He Lys Ala Thr Val Thr Asp He Gly Gly 
545 550 555 560 

Met Met Ser His Ala Ala He Val Cys Arg Glu Tyr Gly Leu Pro Ala 
565 570 575 

Val Thr Gly Thr Gly Ala Ala Ser Thr Thr He Lys Thr Gly Asp Tyr 
580 585 590 

Leu Lys Val Asp Gly Thr Lys Gly Lys Val Val He Val Asp Pro Asp 
595 600 605 

Ala Pro Arg He Glu Gly Pro Gly Ala His Ser His Ala His Ser Val 
610 615 620 

Ala Ala His Gly Val Asp Thr His Ala 
625 630 



<210> 83 
<211> 1215 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1192) 

<223> RXA00683 
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<400> 83 

ggacaaagct atcgggttcc gggagaacct ctccttccgc gtccccactt ctgttcccgt 60 

gacttggaac gcttaacgct ttattaaata aggagacacc atg acc aac agt ttg 11 

Met Thr Asn Ser Leu 
1 5 



aac ate ccg ttt gtc cag cgc ttc gat gaa ggc ctg gat cct gtt eta 
Asn lie Pro Phe Val Gin Arg Phe Asp Glu Gly Leu Asp Pro Val Leu 
10 15 20 



163 



gaa gta etc ggt ggc aag ggc get tea eta gtc acc atg aca gat get 211 
Glu Val Leu Gly Gly Lys Gly Ala Ser Leu Val Thr Met Thr Asp Ala 
25 30 35 



gga atg ccc gtt cca cct gga ttt gtg gtc act act gee age ttt gat 

Gly Met Pro Val Pro Pro Gly Phe Val Val Thr Thr Ala Ser Phe Asp 

40 45 50 

gaa ttc ate cgt gaa gca ggg gtt get gaa cac ate gat aaa ttc eta 

Glu Phe He Arg Glu Ala Gly Val Ala Glu His He Asp Lys Phe Leu 

55 60 65 



259 



307 



aac gat etc gat gca gaa gat gtt aag gaa gtg gat cga gtt tct gcg 355 
Asn Asp Leu Asp Ala Glu Asp Val Lys Glu Val Asp Arg Val Ser Ala 
70 75 80 85 

ate ate cgc gat gag ctg tgc agt ctt gac gtt cca gag aat get cgt 403 
He He Arg Asp Glu Leu Cys Ser Leu Asp Val Pro Glu Asn Ala Arg 
90 95 100 

ttc gca gtg cac cag get tat cgc gat etc atg gaa cga tgc ggt ggc 451 
Phe Ala Val His Gin Ala Tyr Arg Asp Leu Met Glu Arg Cys Gly Gly 
105 HO H5 

gac gtc ccg gtt get gtc egg tea teg gee act gee gaa gat ctg ccc 499 
Asp Val Pro Val Ala Val Arg Ser Ser Ala Thr Ala Glu Asp Leu Pro 
120 125 130 

gat get tec ttc gca ggg caa cag gac acc tat ctg tgg caa gtc ggt 
Asp Ala Ser Phe Ala Gly Gin Gin Asp Thr Tyr Leu Trp Gin Val Gly 
135 140 145 

ttg age get gtc act gaa cac ate cgt aaa tgc tgg get teg ctg ttc 
Leu Ser Ala Val Thr Glu His He Arg Lys Cys Trp Ala Ser Leu Phe 
150 155 160 165 

act tec cgt gee att ate tac cgt ctg aaa aac aac ate ccc aat gag 
Thr Ser Arg Ala He He Tyr Arg Leu Lys Asn Asn He Pro Asn Glu 
170 175 180 

ggc etc tec atg gcg gta gtt gtt caa aaa atg gtc aac tct cgt gtc 
Gly Leu Ser Met Ala Val Val Val Gin Lys Met Val Asn Ser Arg Val 
185 190 195 

gca ggc gtg gca ate act atg aat cct tec aac ggc gac cgc teg aag 
Ala Gly Val Ala He Thr Met Asn Pro Ser Asn Gly Asp Arg Ser Lys 
200 205 210 

ate acc ate gat tec tea tgg ggt gtt ggt gaa atg gtg gtc tea ggt 787 
He Thr He Asp Ser Ser Trp Gly Val Gly Glu Met Val Val Ser Gly 



547 



595 



643 



691 



739 
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215 220 225 

gaa gtg aca cca gac aat ate ttg ctg gac aag ate acg ctg cag gtt 835 
Glu Val Thr Pro Asp Asn lie Leu Leu Asp Lys He Thr Leu Gin Val 
230 235 240 245 

gtc tec gaa cac att gga age aaa cac get gaa etc ate ccc gat gee 883 
Val Ser Glu His He Gly Ser Lys His Ala Glu Leu He Pro Asp Ala 
250 255 260 

acc agt gga age etc gtg gaa aag ccc gtt gat gaa gaa cgc gca aac 931 
Thr Ser Gly Ser Leu Val Glu Lys Pro Val Asp Glu Glu Arg Ala Asn 
265 270 275 

cgc cgc agt ctg act gat gag gaa atg etc get gtg gca caa atg get 97 9 
Arg Arg Ser Leu Thr Asp Glu Glu Met Leu Ala Val Ala Gin Met Ala 
280 285 290 

aag cgt gca gaa aaa cac tac aag tgc cca caa gat ate gaa tgg gcg 1027 
Lys Arg Ala Glu Lys His Tyr Lys Cys Pro Gin Asp He Glu Trp Ala 
295 300 305 

ctg gac get gat ctg cca gat gga gaa aac ctt ctg tta ttg caa tec 1075 
Leu Asp Ala Asp Leu Pro Asp Gly Glu Asn Leu Leu Leu Leu Gin Ser 
310 315 320 325 

cgc ccg gaa act ate cac tec aac ggt gtg aag aag gaa acc cca act 1123 
Arg Pro Glu Thr He His Ser Asn Gly Val Lys Lys Glu Thr Pro Thr 
330 335 340 

ccg cag get gec aaa acc ata ggc acc ttc gat ttc age tea ate acc 1171 
Pro Gin Ala Ala Lys Thr He Gly Thr Phe Asp Phe Ser Ser He Thr 
345 350 355 

gtc gca atg acc ggc acg aag taaaaccacc gcatcttttc gtc 1215 
Val Ala Met Thr Gly Thr Lys 
360 



<210> 84 
<211> 364 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 84 

Met Thr Asn Ser Leu Asn He Pro Phe Val Gin Arg Phe Asp Glu Gly 
15 10 15 

Leu Asp Pro Val Leu Glu Val Leu Gly Gly Lys Gly Ala Ser Leu Val 
20 25 30 

Thr Met Thr Asp Ala Gly Met Pro Val Pro Pro Gly Phe Val Val Thr 
35 40 45 

Thr Ala Ser Phe Asp Glu Phe He Arg Glu Ala Gly Val Ala Glu His 
50 55 60 

lie Asp Lys Phe Leu Asn Asp Leu Asp Ala Glu Asp Val Lys Glu Val 
65 70 75 80 



Asp Arg Val Ser Ala He He Arg Asp Glu Leu Cys Ser Leu Asp Val 
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85 90 95 

Pro Glu Asn Ala Arg Phe Ala Val His Gin Ala Tyr Arg Asp Leu Met 
100 105 110 

Glu Arg Cys Gly Gly Asp Val Pro Val Ala Val Arg Ser Ser Ala Thr 
115 120 125 

Ala Glu Asp Leu Pro Asp Ala Ser Phe Ala Gly Gin Gin Asp Thr Tyr 
130 135 140 

Leu Trp Gin Val Gly Leu Ser Ala Val Thr Glu His lie Arg Lys Cys 
145 150 155 160 

Trp Ala Ser Leu Phe Thr Ser Arg Ala lie lie Tyr Arg Leu Lys Asn 
165 170 175 

Asn lie Pro Asn Glu Gly Leu Ser Met Ala Val Val Val Gin Lys Met 
180 185 190 

Val Asn Ser Arg Val Ala Gly Val Ala lie Thr Met Asn Pro Ser Asn 
195 200 205 

Gly Asp Arg Ser Lys lie Thr lie Asp Ser Ser Trp Gly Val Gly Glu 
210 215 220 

Met Val Val Ser Gly Glu Val Thr Pro Asp Asn lie Leu Leu Asp Lys 
225 230 235 240 

lie Thr Leu Gin Val Val Ser Glu His lie Gly Ser Lys His Ala Glu 
245 250 255 

Leu lie Pro Asp Ala Thr Ser Gly Ser Leu Val Glu Lys Pro Val Asp 
260 265 270 

Glu Glu Arg Ala Asn Arg Arg Ser Leu Thr Asp Glu Glu Met Leu Ala 
275 280 285 

Val Ala Gin Met Ala Lys Arg Ala Glu Lys His Tyr Lys Cys Pro Gin 
290 295 300 

Asp lie Glu Trp Ala Leu Asp Ala Asp Leu Pro Asp Gly Glu Asn Leu 
305 310 315 320 

Leu Leu Leu Gin Ser Arg Pro Glu Thr lie His Ser Asn Gly Val Lys 
325 330 335 

Lys Glu Thr Pro Thr Pro Gin Ala Ala Lys Thr lie Gly Thr Phe Asp 
340 345 350 

Phe Ser Ser lie Thr Val Ala Met Thr Gly Thr Lys 
355 360 



<210> 85 
<211> 1860 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
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<222> (101) . . (1837) 
<223> RXN00635 

<400> 85 

ctggcaggcg ggcgaagcgt ggcaacaact ggaatttaag agcacaattg aagtcgcacc 60 

aagttaggca acacaatagc cataacgttg aggagttcag atg gca cac age tac 115 

Met Ala His Ser Tyr 
1 5 

gca gaa caa tta att gac act ttg gaa get caa ggt gtg aag cga att 163 
Ala Glu Gin Leu He Asp Thr Leu Glu Ala Gin Gly Val Lys Arg He 
10 15 20 

tat ggt ttg gtg ggt gac age ctt aat ccg ate gtg gat get gtc cgc 211 
Tyr Gly Leu Val Gly Asp Ser Leu Asn Pro He Val Asp Ala Val Arg 
25 30 35 

caa tea gat att gag tgg gtg cac gtt cga aat gag gaa gcg gcg gcg 
Gin Ser Asp He Glu Trp Val His Val Arg Asn Glu Glu Ala Ala Ala 
40 45 50 

ttt gca gee ggt gcg gaa teg ttg ate act ggg gag ctg gca gta tgt 
Phe Ala Ala Gly Ala Glu Ser Leu He Thr Gly Glu Leu Ala Val Cys 
55 60 65 

get get tct tgt ggt cct gga aac aca cac ctg att cag ggt ctt tat 
Ala Ala Ser Cys Gly Pro Gly Asn Thr His Leu He Gin Gly Leu Tyr 
70 75 80 85 

gat teg cat cga aat ggt gcg aag gtg ttg gee ate get age cat att 
Asp Ser His Arg Asn Gly Ala Lys Val Leu Ala He Ala Ser His He 
90 95 100 

ccg agt gee cag att ggt teg acg ttc ttc cag gaa acg cat ccg gag 
Pro Ser Ala Gin He Gly Ser Thr Phe Phe Gin Glu Thr His Pro Glu 
105 HO H5 

att ttg ttt aag gaa tgc tct ggt tac tgc gag atg gtg aat ggt ggt 
He Leu Phe Lys Glu Cys Ser Gly Tyr Cys Glu Met Val Asn Gly Gly 
120 125 130 

gag cag ggt gaa cgc att ttg cat cac gcg att cag tec ace atg gcg 
Glu Gin Gly Glu Arg He Leu His His Ala He Gin Ser Thr Met Ala 
135 140 145 

ggt aaa ggt gtg teg gtg gta gtg att cct ggt gat ate get aag gaa 
Gly Lys Gly Val Ser Val Val Val He Pro Gly Asp He Ala Lys Glu 
150 155 160 165 

gac gca ggt gac ggt act tat tec aat tec act att tct tct ggc act 643 
Asp Ala Gly Asp Gly Thr Tyr Ser Asn Ser Thr He Ser Ser Gly Thr 
170 175 180 

cct gtg gtg ttc ccg gat cct act gag get gca gcg ctg gtg gag gcg 691 
Pro Val Val Phe Pro Asp Pro Thr Glu Ala Ala Ala Leu Val Glu Ala 
185 190 195 



259 



307 



355 



403 



451 



499 



547 



595 



att aac aac get aag tct gtc act ttg ttc tgc ggt gcg ggc gtg aag 
He Asn Asn Ala Lys Ser Val Thr Leu Phe Cys Gly Ala Gly Val Lys 
200 205 210 



739 
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aat get cgc gcg cag gtg ttg gag ttg gcg gag aag att aaa tea ccg 
Asn Ala Arg Ala Gin Val Leu Glu Leu Ala Glu Lys lie Lys Ser Pro 
215 220 225 

ate ggg cat gcg ctg ggt ggt aag cag tac ate cag cat gag aat ccg 
lie Gly His Ala Leu Gly Gly Lys Gin Tyr He Gin His Glu Asn Pro 
230 235 240 245 

ttt gag gtc ggc atg tct ggc ctg ctt ggt tac ggc gec tgc gtg gat 
Phe Glu Val Gly Met Ser Gly Leu Leu Gly Tyr Gly Ala Cys Val Asp 
250 255 260 

gcg tec aat gag gcg gat ctg ctg att eta ttg ggt acg gat ttc cct 
Ala Ser Asn Glu Ala Asp Leu Leu He Leu Leu Gly Thr Asp Phe Pro 



265 



270 275 



tat tct gat ttc ctt cct aaa gac aac gtt gec cag gtg gat ate aac 
Tyr Ser Asp Phe Leu Pro Lys Asp Asn Val Ala Gin Val Asp He Asn 

285 290 



280 

ggt gcg cac att ggt cga cgt acc acg gtg aag tat ccg gtg acc ggt 
Gly Ala His He Gly Arg Arg Thr Thr Val Lys Tyr Pro Val Thr Gly 
295 300 305 

gat gtt get gca aca ate gaa aat att ttg cct cat gtg aag gaa aaa 
Val Ala Ala Thr He Glu Asn He Leu Pro His Val Lys Glu Lys 
315 320 325 



Asp 
310 



gcg agg tac ate gag aat ccg gag gga acg cgc gac ttt gtg ggt tea 
Ala Arg Tyr He Glu Asn Pro Glu Gly Thr Arg Asp Phe Val Gly Ser 
390 395 400 405 

ttc cgc cac ggc acg atg get aat gcg ttg cct cat gcg att ggt gcg 
Phe Arg His Gly Thr Met Ala Asn Ala Leu Pro His Ala He Gly Ala 
410 415 420 

caa agt gtt gat cga aac cgc cag gtg ate gcg atg tgt ggc gat ggt 
Gin Ser Val Asp Arg Asn Arg Gin Val He Ala Met Cys Gly Asp Gly 
425 430 435 

ggt ttg ggc atg ctg ctg ggt gag ctt ctg acc gtt aag ctg cac caa 
Gly Leu Gly Met Leu Leu Gly Glu Leu Leu Thr Val Lys Leu His Gin 
440 445 450 



787 



835 



883 



931 



979 



1027 



1075 



1123 



aca gat cgt tec ttc ctt gat egg atg etc aag gca cac gag cgt aag 
Thr Asp Arg Ser Phe Leu Asp Arg Met Leu Lys Ala His Glu Arg Lys 
330 335 340 

ttg age teg gtg gta gag acg tac aca cat aac gtc gag aag cat gtg 
Leu Ser Ser Val Val Glu Thr Tyr Thr His Asn Val Glu Lys His Val 
345 350 355 

cct att cac cct gaa tac gtt gee tct att ttg aac gag ctg gcg gat 
Pro He His Pro Glu Tyr Val Ala Ser He Leu Asn Glu Leu Ala Asp 
360 365 370 

aag gat gcg gtg ttt act gtg gat acc ggc atg tgc aat gtg tgg cat 1267 
Lys Asp Ala Val Phe Thr Val Asp Thr Gly Met Cys Asn Val Trp His 
375 380 385 



1171 



1219 



1315 



1363 



1411 



1459 
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ctt ccg ctg aag get gtg gtg ttt aac aac agt tct ttg ggc atg gtg 1507 
Leu Pro Leu Lys Ala Val Val Phe Asn Asn Ser Ser Leu Gly Met Val 
455 460 465 

aag ttg gag atg etc gtg gag gga cag cca gaa ttt ggt act gac cat 1555 
Lys Leu Glu Met Leu Val Glu Gly Gin Pro Glu Phe Gly Thr Asp His 
470 475 480 485 

gag gaa gtg aat ttc gca gag att gcg gcg get gcg ggt ate aaa teg 1603 
Glu Glu Val Asn Phe Ala Glu lie Ala Ala Ala Ala Gly He Lys Ser 
490 495 500 

gta cgc ate ace gat ccg aag aaa gtt cgc gag cag eta get gag gca 1651 
Val Arg He Thr Asp Pro Lys Lys Val Arg Glu Gin Leu Ala Glu Ala 
505 510 515 

ttg gca tat cct gga cct gta ctg ate gat ate gtc acg gat cct aat 1699 
Leu Ala Tyr Pro Gly Pro Val Leu He Asp He Val Thr Asp Pro Asn 
520 525 530 

gcg ctg teg ate cca cca acc ate acg tgg gaa cag gtc atg gga ttc 1747 
Ala Leu Ser He Pro Pro Thr He Thr Trp Glu Gin Val Met Gly Phe 
535 540 545 

age aag gcg gee acc cga acc gtc ttt ggt gga gga gta gga gcg atg 1795 
Ser Lys Ala Ala Thr Arg Thr Val Phe Gly Gly Gly Val Gly Ala Met 
550 555 560 565 

ate gat ctg gec cgt teg aac ata agg aat att cct act cca 1837 
He Asp Leu Ala Arg Ser Asn He Arg Asn He Pro Thr Pro 
570 575 

tgatgattga tacacctgct gtt 1860 



<210> 86 
<211> 579 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 86 

Met Ala His Ser Tyr Ala Glu Gin Leu He Asp Thr Leu Glu Ala Gin 
15 10 15 

Gly Val Lys Arg He Tyr Gly Leu Val Gly Asp Ser Leu Asn Pro He 
20 25 30 

Val Asp Ala Val Arg Gin Ser Asp He Glu Trp Val His Val Arg Asn 
35 40 45 

Glu Glu Ala Ala Ala Phe Ala Ala Gly Ala Glu Ser Leu He Thr Gly 
50 55 60 

Glu Leu Ala Val Cys Ala Ala Ser Cys Gly Pro Gly Asn Thr His Leu 
65 70 75 80 

He Gin Gly Leu Tyr Asp Ser His Arg Asn Gly Ala Lys Val Leu Ala 
85 90 95 



He Ala Ser His He Pro Ser Ala Gin He Gly Ser Thr Phe Phe Gin 
100 105 110 
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Glu Thr His Pro Glu He Leu Phe Lys Glu Cys Ser Gly Tyr Cys Glu 
115 120 125 

Met Val Asn Gly Gly Glu Gin Gly Glu Arg He Leu His His Ala He 
130 135 140 

Gin Ser Thr Met Ala Gly Lys Gly Val Ser Val Val Val He Pro Gly 
145 150 155 160 

Asp He Ala Lys Glu Asp Ala Gly Asp Gly Thr Tyr Ser Asn Ser Thr 
165 170 175 

He Ser Ser Gly Thr Pro Val Val Phe Pro Asp Pro Thr Glu Ala Ala 
180 185 190 

Ala Leu Val Glu Ala He Asn Asn Ala Lys Ser Val Thr Leu Phe Cys 
195 200 205 

Gly Ala Gly Val Lys Asn Ala Arg Ala Gin Val Leu Glu Leu Ala Glu 
210 215 220 

Lvs He Lys Ser Pro He Gly His Ala Leu Gly Gly Lys Gin Tyr He 
225 230 235 240 

Gin His Glu Asn Pro Phe Glu Val Gly Met Ser Gly Leu Leu Gly Tyr 
245 250 255 

Gly Ala Cys Val Asp Ala Ser Asn Glu Ala Asp Leu Leu He Leu Leu 
260 265 270 

Gly Thr Asp Phe Pro Tyr Ser Asp Phe Leu Pro Lys Asp Asn Val Ala 
275 280 285 

Gin Val Asp He Asn Gly Ala His He Gly Arg Arg Thr Thr Val Lys 
290 295 300 

Tyr Pro Val Thr Gly Asp Val Ala Ala Thr He Glu Asn He Leu Pro 
305 310 315 320 

His Val Lys Glu Lys Thr Asp Arg Ser Phe Leu Asp Arg Met Leu Lys 
325 330 335 

Ala His Glu Arg Lys Leu Ser Ser Val Val Glu Thr Tyr Thr His Asn 
340 345 350 

Val Glu Lys His Val Pro He His Pro Glu Tyr Val Ala Ser He Leu 
355 360 365 

Asn Glu Leu Ala Asp Lys Asp Ala Val Phe Thr Val Asp Thr Gly Met 
370 375 380 

Cys Asn Val Trp His Ala Arg Tyr He Glu Asn Pro Glu Gly Thr Arg 
385 390 395 400 

Asp Phe Val Gly Ser Phe Arg His Gly Thr Met Ala Asn Ala Leu Pro 
405 410 415 

His Ala He Gly Ala Gin Ser Val Asp Arg Asn Arg Gin Val He Ala 
420 425 430 
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Met Cys Gly Asp 
435 

Val Lys Leu His 
450 

Ser Leu Gly Met 
4 65 

Phe Gly Thr Asp 



Ala Gly lie Lys 
500 

Gin Leu Ala Glu 

515 

Val Thr Asp Pro 
530 

Gin Val Met Gly 
545 

Gly Val Gly Ala 



Pro Thr Pro 



Gly Gly Leu Gly 
440 

Gin Leu Pro Leu 
455 

Val Lys Leu Glu 
470 

His Glu Glu Val 
485 

Ser Val Arg lie 



Ala Leu Ala Tyr 
520 

Asn Ala Leu Ser 
535 

Phe Ser Lys Ala 
550 

Met lie Asp Leu 
565 



Met Leu Leu Gly 



Lys Ala Val Val 
460 

Met Leu Val Glu 
475 

Asn Phe Ala Glu 
490 

Thr Asp Pro Lys 
505 

Pro Gly Pro Val 



lie Pro Pro Thr 
540 

Ala Thr Arg Thr 
555 

Ala Arg Ser Asn 

570 



Glu Leu Leu Thr 
445 

Phe Asn Asn Ser 



Gly Gin Pro Glu 
480 

He Ala Ala Ala 
495 

Lys Val Arg Glu 
510 

Leu He Asp He 
525 

He Thr Trp Glu 



Val Phe Gly Gly 
560 

He Arg Asn He 
575 



<210> 87 
<211> 552 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (88) . . (552) 
<223> FRXA02807 

<400> 87 

aaagcgtggc aacaactgga atttaagagc acaattgaag tcgcaccaag ttaggcaaca 60 

caatagccat aacgttgagg agttcagatg gca cac age tac gca gaa caa tta 114 

Met Ala His Ser Tyr Ala Glu Gin Leu 
1 5 

att gac act ttg gaa get caa ggt gtg aag cga att tat ggt ttg gtg 162 
He Asp Thr Leu Glu Ala Gin Gly Val Lys Arg He Tyr Gly Leu Val 
10 15 20 25 

ggt gac age ctt aat ccg ate gtg gat get gtc cgc caa tea gat att 210 
Gly Asp Ser Leu Asn Pro He Val Asp Ala Val Arg Gin Ser Asp He 
30 35 40 

gag tgg gtg cac gtt cga aat gag gaa gcg gcg gcg ttt gca gee ggt 258 
Glu Trp Val His Val Arg Asn Glu Glu Ala Ala Ala Phe Ala Ala Gly 
45 50 55 



gcg gaa teg ttg ate act ggg gag ctg gca gta tgt get get tct tgt 



306 
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Ala Glu Ser Leu lie Thr Gly Glu Leu Ala Val Cys Ala Ala Ser Cys 
60 65 70 



ggt cct gga aac aca cac ctg att cag ggt ctt tat gat teg cat cga 
Gly Pro Gly Asn Thr His Leu lie Gin Gly Leu Tyr Asp Ser His Arg 
75 80 85 



354 



aat ggt gcg aag gtg ttg gec ate get age cat att ccg agt gee cag 
Asn Gly Ala Lys Val Leu Ala lie Ala Ser His lie Pro Ser Ala Gin 
90 95 100 105 



402 



att ggt teg acg ttc ttc cag gaa acg cat ccg gag att ttg ttt aag 
lie Gly Ser Thr Phe Phe Gin Glu Thr His Pro Glu lie Leu Phe Lys 
110 115 120 



450 



gaa tgc tct ggt tac tgc gag atg gtg aat ggt ggt gag cag ggt gaa 
Glu Cys Ser Gly Tyr Cys Glu Met Val Asn Gly Gly Glu Gin Gly Glu 
125 130 135 



498 



cgc att ttg cat cac gcg att cag tec ace atg gcg ggt aaa ggt gtg 
Arg lie Leu His His Ala lie Gin Ser Thr Met Ala Gly Lys Gly Val 
140 145 150 



546 



teg gtg 
Ser Val 
155 



552 



<210> 88 
<211> 155 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 88 

Met Ala His Ser Tyr Ala Glu Gin Leu lie Asp Thr Leu Glu Ala Gin 
15 10 15 

Gly Val Lys Arg lie Tyr Gly Leu Val Gly Asp Ser Leu Asn Pro lie 
20 25 30 

Val Asp Ala Val Arg Gin Ser Asp lie Glu Trp Val His Val Arg Asn 
35 40 45 

Glu Glu Ala Ala Ala Phe Ala Ala Gly Ala Glu Ser Leu He Thr Gly 
50 55 60 

Glu Leu Ala Val Cys Ala Ala Ser Cys Gly Pro Gly Asn Thr His Leu 
65 70 75 80 

He Gin Gly Leu Tyr Asp Ser His Arg Asn Gly Ala Lys Val Leu Ala 
85 90 95 

He Ala Ser His He Pro Ser Ala Gin He Gly Ser Thr Phe Phe Gin 
100 105 110 

Glu Thr His Pro Glu He Leu Phe Lys Glu Cys Ser Gly Tyr Cys Glu 
115 120 125 



Met Val Asn Gly Gly Glu Gin Gly Glu Arg He Leu His His Ala He 
130 135 140 
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Gln Ser Thr Met Ala Gly Lys Gly Val Ser Val 
145 150 155 



<210> 89 
<211> 944 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (921) 
<223> FRXA00635 

<400> 89 

ggt acg gat ttc cct tat tct gat ttc ctt cct aaa gac aac gtt gcc 48 
Gly Thr Asp Phe Pro Tyr Ser Asp Phe Leu Pro Lys Asp Asn Val Ala 
15 10 15 

cag gtg gat ate aac ggt gcg cac att ggt cga cgt acc acg gtg aag 96 
Gin Val Asp lie Asn Gly Ala His lie Gly Arg Arg Thr Thr Val Lys 
20 25 30 

tat ccg gtg acc ggt gat gtt get gca aca ate gaa aat att ttg cct 14 4 
Tyr Pro Val Thr Gly Asp Val Ala Ala Thr lie Glu Asn lie Leu Pro 
35 40 45 

cat gtg aag gaa aaa aca gat cgt tec ttc ctt gat egg atg etc aag 192 
His Val Lys Glu Lys Thr Asp Arg Ser Phe Leu Asp Arg Met Leu Lys 
50 55 60 

gca cac gag cgt aag ttg age teg gtg gta gag acg tac aca cat aac 240 
Ala His Glu Arg Lys Leu Ser Ser Val Val Glu Thr Tyr Thr His Asn 
65 70 75 80 

gtc gag aag cat gtg cct att cac cct gaa tac gtt gcc tct att ttg 288 
Val Glu Lys His Val Pro lie His Pro Glu Tyr Val Ala Ser lie Leu 
85 90 95 

aac gag ctg gcg gat aag gat gcg gtg ttt act gtg gat acc ggc atg 336 
Asn Glu Leu Ala Asp Lys Asp Ala Val Phe Thr Val Asp Thr Gly Met 
100 105 110 

tgc aat gtg tgg cat gcg agg tac ate gag aat ccg gag gga acg cgc 384 
Cys Asn Val Trp His Ala Arg Tyr lie Glu Asn Pro Glu Gly Thr Arg 
115 120 125 

gac ttt gtg ggt tea ttc cgc cac ggc acg atg get aat gcg ttg cct 432 
Asp Phe Val Gly Ser Phe Arg His Gly Thr Met Ala Asn Ala Leu Pro 
130 135 140 

cat gcg att ggt gcg caa agt gtt gat cga aac cgc cag gtg ate gcg 480 
His Ala lie Gly Ala Gin Ser Val Asp Arg Asn Arg Gin Val He Ala 
145 150 155 160 

atg tgt ggc gat ggt ggt ttg ggc atg ctg ctg ggt gag ctt ctg acc 528 
Met Cys Gly Asp Gly Gly Leu Gly Met Leu Leu Gly Glu Leu Leu Thr 
165 170 175 



gtt aag ctg cac caa ctt ccg ctg aag get gtg gtg ttt aac aac agt 
Val Lys Leu His Gin Leu Pro Leu Lys Ala Val Val Phe Asn Asn Ser 



576 



BGI-126CP 



- 135- 



180 185 190 

tct ttg ggc atg gtg aag ttg gag atg etc gtg gag gga cag cca gaa 624 
Ser Leu Gly Met Val Lys Leu Glu Met Leu Val Glu Gly Gin Pro Glu 
195 200 205 

ttt ggt act gac cat gag gaa gtg aat ttc gca gag att gcg gcg get 672 
Phe Gly Thr Asp His Glu Glu Val Asn Phe Ala Glu He Ala Ala Ala 
210 215 220 

gcg ate aaa teg gta cgc ate acc gat ccg aag aaa gtt egc gag 720 

Ala Gly He Lys Ser Val Arg He Thr Asp Pro Lys Lys Val Arg Glu 
225 230 235 240 

cag eta get gag gca ttg gca tat cct gga cct gta ctg ate gat ate 768 
Gin Leu Ala Glu Ala Leu Ala Tyr Pro Gly Pro Val Leu He Asp He 
245 250 255 

gtc acg gat cct aat gcg ctg teg ate cca cca acc ate acg tgg gaa 816 
Val Thr Asp Pro Asn Ala Leu Ser He Pro Pro Thr lie Thr Trp Glu 
260 265 270 

cag gtc atg gga ttc age aag gcg gec acc cga acc gtc ttt ggt gga 864 
Gin Val Met Gly Phe Ser Lys Ala Ala Tnr Arg Thr Val Phe Gly Gly 
275 280 285 

gga gta gga gcg atg ate gat ctg gec cgt teg aac ata agg aat att 912 
Gly Val Gly Ala Met He Asp Leu Ala Arg Ser Asn He Arg Asn He 
290 295 300 

cct act cca tgatgattga tacacctgct gtt 944 

Pro Thr Pro 

305 



<210> 90 
<211> 307 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 90 

Gly Thr Asp Phe Pro Tyr Ser Asp Phe Leu Pro Lys Asp Asn Val Ala 
15 10 15 

Gin Val Asp He Asn Gly Ala His He Gly Arg Arg Thr Thr Val Lys 
20 25 30 

Tyr Pro Val Thr Gly Asp Val Ala Ala Thr He Glu Asn He Leu Pro 
35 40 45 

His Val Lys Glu Lys Thr Asp Arg Ser Phe Leu Asp Arg Met Leu Lys 
50 55 60 

Ala His Glu Arg Lys Leu Ser Ser Val Val Glu Thr Tyr Thr His Asn 
65 70 75 80 

Val Glu Lys His Val Pro He His Pro Glu Tyr Val Ala Ser He Leu 
85 90 95 

Asn Glu Leu Ala Asp Lys Asp Ala Val Phe Thr Val Asp Thr Gly Met 
100 105 110 
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Cys Asn Val Trp His Ala Arg Tyr lie Glu Asn Pro Glu Gly Thr Arg 
115 120 125 

Asp Phe Val Gly Ser Phe Arg His Gly Thr Met Ala Asn Ala Leu Pro 
130 135 140 

His Ala lie Gly Ala Gin Ser Val Asp Arg Asn Arg Gin Val lie Ala 
145 150 155 160 

Met Cys Gly Asp Gly Gly Leu Gly Met Leu Leu Gly Glu Leu Leu Thr 
165 170 175 

Val Lys Leu His Gin Leu Pro Leu Lys Ala Val Val Phe Asn Asn Ser 
180 185 190 

Ser Leu Gly Met Val Lys Leu Glu Met Leu Val Glu Gly Gin Pro Glu 
195 200 205 

Phe Gly Thr Asp His Glu Glu Val Asn Phe Ala Glu lie Ala Ala Ala 
210 215 220 

Ala Gly He Lys Ser Val Arg He Thr Asp Pro Lys Lys Val Arg Glu 
225 230 235 240 

Gin Leu Ala Glu Ala Leu Ala Tyr Pro Gly Pro Val Leu He Asp He 
245 250 255 

Val Thr Asp Pro Asn Ala Leu Ser He Pro Pro Thr He Thr Trp Glu 
260 265 270 

Gin Val Met Gly Phe Ser Lys Ala Ala Thr Arg Thr Val Phe Gly Gly 
275 280 285 

Gly Val Gly Ala Met He Asp Leu Ala Arg Ser Asn He Arg Asn He 
290 295 300 

Pro Thr Pro 
305 



<210> 91 
<211> 954 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (931) 

<223> RXN03044 

<400> 91 

tacgccaccc acggcaaggc catgattccg ctgtacatct tctactcgat gttcgggatt 60 

ccagcgcacc ggtgactcca tctgggcagc agccgatcag atg gca cgt ggc ttc 115 

Met Ala Arg Gly Phe 
1 5 



etc ttg ggc get acc gca ggt cgc acc acc ctg acc ggt gaa ggc etc 163 
Leu Leu Gly Ala Thr Ala Gly Arg Thr Thr Leu Thr Gly Glu Gly Leu 
10 15 20 



BGI-126CP 



- 137- 



cag cac atg gat gga cac tec cct gtc ttg get tec acc aac gag ggt 211 
Gin His Met Asp Gly His Ser Pro Val Leu Ala Ser Thr Asn Glu Gly 
25 30 35 

gtc gag acc tac gac cca tec ttt gcg tac gag ate gca cac ctg gtt 259 
Val Glu Thr Tyr Asp Pro Ser Phe Ala Tyr Glu lie Ala His Leu Val 
40 45 50 

cac cgt ggc ate gac cgc atg tac ggc cca ggc aag ggt gaa gat gtt 307 
His Arg Gly lie Asp Arg Met Tyr Gly Pro Gly Lys Gly Glu Asp Val 
55 60 65 

ate tac tac ate acc ate tac aac gag cca acc cca cag cca get gag 355 
lie Tyr Tyr lie Thr lie Tyr Asn Glu Pro Thr Pro Gin Pro Ala Glu 
70 75 80 85 

cca gaa gga ctg gac gta gaa ggc ctg cac aag ggc ate tac etc tac 403 
Pro Glu Gly Leu Asp Val Glu Gly Leu His Lys Gly lie Tyr Leu Tyr 
90 95 100 

tec cgc ggt gaa ggc acc ggc cat gag gca aac ate ttg get tec ggt 451 
Ser Arg Gly Glu Gly Thr Gly His Glu Ala Asn lie Leu Ala Ser Gly 
105 110 115 

gtt ggt atg cag tgg get etc aag get gca tec ate ctt gag get gac 499 
Val Gly Met Gin Trp Ala Leu Lys Ala Ala Ser lie Leu Glu Ala Asp 
120 125 130 

tac gga gtt cgt gee aac att tac tec get act tct tgg gtt aac ttg 547 
Tyr Gly Val Arg Ala Asn lie Tyr Ser Ala Thr Ser Trp Val Asn Leu 
135 140 145 

get cgc gat ggc get get cgt aac aag gca cag ctg cgc aac cca ggt 5 95 
Ala Arg Asp Gly Ala Ala Arg Asn Lys Ala Gin Leu Arg Asn Pro Gly 
150 155 160 165 

gca gat get ggc gag gca ttc gta acc acc cag ctg aag cag acc tec 643 
Ala Asp Ala Gly Glu Ala Phe Val Thr Thr Gin Leu Lys Gin Thr Ser 
170 175 180 

ggc cca tac gtt gca gtg tct gac ttc tec act gat ctg cca aac cag 691 
Gly Pro Tyr Val Ala Val Ser Asp Phe Ser Thr Asp Leu Pro Asn Gin 
185 190 195 

ate cgt gaa tgg gtc cca ggc gac tac acc gtt etc ggt gca gat ggc 739 
lie Arg Glu Trp Val Pro Gly Asp Tyr Thr Val Leu Gly Ala Asp Gly 
200 205 210 

ttc ggt ttc tct gat acc cgc cca get get cgt cgc ttc ttc aac ate 787 
Phe Gly Phe Ser Asp Thr Arg Pro Ala Ala Arg Arg Phe Phe Asn He 
215 220 225 

gac get gag tec att gtt gtt gca gtg ctg aac tec ctg gca cgc gaa 835 
Asp Ala Glu Ser He Val Val Ala Val Leu Asn Ser Leu Ala Arg Glu 
230 235 240 245 

ggc aag ate gac gtc tec gtt get get cag get get gag aag ttc aag 883 
Gly Lys He Asp Val Ser Val Ala Ala Gin Ala Ala Glu Lys Phe Lys 
250 255 260 
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ttg gat gat cct acg agt gtt tec gta gat cca aac get cct gag gaa 
Leu Asp Asp Pro Thr Ser Val Ser Val Asp Pro Asn Ala Pro Glu Glu 
265 270 275 



931 



taaatcacct caagggacag ata 



954 



<210> 92 
<211> 277 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 92 

Met Ala Arg Gly Phe Leu Leu Gly Ala Thr Ala Gly Arg Thr Thr Leu 
15 10 15 

Thr Gly Glu Gly Leu Gin His Met Asp Gly His Ser Pro Val Leu Ala 
20 25 30 

Ser Thr Asn Glu Gly Val Glu Thr Tyr Asp Pro Ser Phe Ala Tyr Glu 
35 40 45 

lie Ala His Leu Val His Arg Gly lie Asp Arg Met Tyr Gly Pro Gly 
50 55 60 

Lys Gly Glu Asp Val lie Tyr Tyr lie Thr lie Tyr Asn Glu Pro Thr 
65 70 75 80 

Pro Gin Pro Ala Glu Pro Glu Gly Leu Asp Val Glu Gly Leu His Lys 
85 90 95 

Gly lie Tyr Leu Tyr Ser Arg Gly Glu Gly Thr Gly His Glu Ala Asn 
100 105 110 

lie Leu Ala Ser Gly Val Gly Met Gin Trp Ala Leu Lys Ala Ala Ser 
115 120 125 

lie Leu Glu Ala Asp Tyr Gly Val Arg Ala Asn lie Tyr Ser Ala Thr 
130 135 140 

Ser Trp Val Asn Leu Ala Arg Asp Gly Ala Ala Arg Asn Lys Ala Gin 
145 150 155 160 

Leu Arg Asn Pro Gly Ala Asp Ala Gly Glu Ala Phe Val Thr Thr Gin 
165 170 175 

Leu Lys Gin Thr Ser Gly Pro Tyr Val Ala Val Ser Asp Phe Ser Thr 
180 185 190 

Asp Leu Pro Asn Gin lie Arg Glu Trp Val Pro Gly Asp Tyr Thr Val 
195 200 205 

Leu Gly Ala Asp Gly Phe Gly Phe Ser Asp Thr Arg Pro Ala Ala Arg 
210 215 220 

Arg Phe Phe Asn lie Asp Ala Glu Ser lie Val Val Ala Val Leu Asn 
225 230 235 240 



Ser Leu Ala Arg Glu Gly Lys lie Asp Val Ser Val Ala Ala Gin Ala 
245 250 255 
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Ala Glu Lys Phe Lys Leu Asp Asp Pro Thr Ser Val Ser Val Asp Pro 
260 265 270 



Asn Ala Pro Glu Glu 
275 



<210> 93 
<211> 302 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (279) 

<223> FRXA02852 

<400> 93 

gtt gca gtg tct gac ttc tec act gat ctg cca aac cag ate cgt gaa 

Val Ala Val Ser Asp Phe Ser Thr Asp Leu Pro Asn Gin He Arg Glu 
15 10 15 

tgg gtc cca ggc gac tac acc gtt etc ggt gca gat ggc ttc ggt ttc 
Trp Val Pro Gly Asp Tyr Thr Val Leu Gly Ala Asp Gly Phe Gly Phe 
20 25 30 

tct gat acc cgc cca get get cgt cgc ttc ttc aac ate gac get gag 
Ser Asp Thr Arg Pro Ala Ala Arg Arg Phe Phe Asn He Asp Ala Glu 



35 



40 45 



tec att gtt gtt gca gtg ctg aac tec ctg gca cgc gaa ggc aag ate 
Ser He Val Val Ala Val Leu Asn Ser Leu Ala Arg Glu Gly Lys He 
50 55 60 

gac gtc tec gtt get get cag get get gag aag ttc aag ttg gat gat 
Asp Val Ser Val Ala Ala Gin Ala Ala Glu Lys Phe Lys Leu Asp Asp 
65 70 75 80 

cct acg agt gtt tec gta gat cca aac get cct gag gaa taaatcacct 

Pro Thr Ser Val Ser Val Asp Pro Asn Ala Pro Glu Glu 
85 90 

caagggacag ata 



48 



96 



144 



192 



240 



289 



302 



<210> 94 
<211> 93 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 94 

Val Ala Val Ser Asp Phe Ser Thr 
1 5 

Trp Val Pro Gly Asp Tyr Thr Val 
20 

Ser Asp Thr Arg Pro Ala Ala Arg 
35 40 

Ser He Val Val Ala Val Leu Asn 



Asp Leu Pro Asn Gin He Arg Glu 
10 15 

Leu Gly Ala Asp Gly Phe Gly Phe 
25 30 

Arg Phe Phe Asn He Asp Ala Glu 
45 

Ser Leu Ala Arg Glu Gly Lys He 
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50 55 60 

Asp Val Ser Val Ala Ala Gin Ala Ala Glu Lys Phe Lys Leu Asp Asp 
65 70 75 80 

Pro Thr Ser Val Ser Val Asp Pro Asn Ala Pro Glu Glu 
85 90 



<210> 95 
<211> 954 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (931) 

<223> FRXA00268 

<400> 95 

tacgccaccc acggcaaggc catgattccg ctgtacatct tctactcgat gttcgggatt 60 

ccagcgcacc ggtgactcca tttgggcagc agccgatcag atg gca cgt ggc ttc 115 

Met Ala Arg Gly Phe 
1 5 

ttt ttg ggc get acc gca ggt cgc acc acc ttg acc ggt gaa ggc etc 163 
Phe Leu Gly Ala Thr Ala Gly Arg Thr Thr Leu Thr Gly Glu Gly Leu 
10 15 20 

cag cac atg gat gga cac tec cct gtt ttg get tec acc aac gag ggt 211 
Gin His Met Asp Gly His Ser Pro Val Leu Ala Ser Thr Asn Glu Gly 
25 30 35 

gtc gag acc tac gac cca tec ttt gcg tac gag ate gca cac ctg gtt 259 
Val Glu Thr Tyr Asp Pro Ser Phe Ala Tyr Glu lie Ala His Leu Val 
40 45 50 

cac cgt ggc ate gac cgc atg tac ggc cca ggc aag ggt gaa gat gtt 307 
His Arg Gly He Asp Arg Met Tyr Gly Pro Gly Lys Gly Glu Asp Val 
55 60 65 

ate tac tac ate acc ate tac aac gag cca acc cca cag cca get gag 355 
He Tyr Tyr He Thr He Tyr Asn Glu Pro Thr Pro Gin Pro Ala Glu 
70 75 80 85 

cca gaa gga ctg gac gta gaa ggc ctg cac aag ggc ate tac etc tac 403 
Pro Glu Gly Leu Asp Val Glu Gly Leu His Lys Gly He Tyr Leu Tyr 
90 95 100 

tec cgc ggt gaa ggc acc ggc cat gag gca aac ate ttg get tec ggt 451 
Ser Arg Gly Glu Gly Thr Gly His Glu Ala Asn He Leu Ala Ser Gly 
105 110 115 

gtt ggt atg cag tgg get etc aag get gca tec ate ctt gag get gac 499 
Val Gly Met Gin Trp Ala Leu Lys Ala Ala Ser He Leu Glu Ala Asp 
120 125 130 

tac gga gtt cgt gee aac att tac tec get act tct tgg gtt aac ttg 547 
Tyr Gly Val Arg Ala Asn He Tyr Ser Ala Thr Ser Trp Val Asn Leu 
135 140 145 
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get cgc gat ggc get get cgt aac aag gca cag ctg cgc aac cca ggt 595 
Ala Arg Asp Gly Ala Ala Arg Asn Lys Ala Gin Leu Arg Asn Pro Gly 
150 155 160 165 

gca gat get ggc gag gca ttc gta acc acc cag ctg aag cag acc tec 643 
Ala Asp Ala Gly Glu Ala Phe Val Thr Thr Gin Leu Lys Gin Thr Ser 
170 175 180 

ggc cca tac gtt gca gtg tct gac ttc tec act gat ctg cca aac cag 691 
Gly Pro Tyr Val Ala Val Ser Asp Phe Ser Thr Asp Leu Pro Asn Gin 
185 190 195 

ate cgt gaa tgg gtc cca ggc gac tac acc gtt etc ggt gca gat ggc 739 
lie Arg Glu Trp Val Pro Gly Asp Tyr Thr Val Leu Gly Ala Asp Gly 
200 205 210 

ttc ggt ttc tct gat acc cgc cca get get cgt cgc ttc ttc aac ate 787 
Phe Gly Phe Ser Asp Thr Arg Pro Ala Ala Arg Arg Phe Phe Asn lie 
215 220 225 

gac get gag tec att gtt gtt gca gtg ctg aac tec ctg gca cgc gaa 835 
Asp Ala Glu Ser lie Val Val Ala Val Leu Asn Ser Leu Ala Arg Glu 
230 235 240 245 

ggc aag ate gac gtc tec gtt get get cag get get gag aag ttc aag 883 
Gly Lys lie Asp Val Ser Val Ala Ala Gin Ala Ala Glu Lys Phe Lys 
250 255 260 

ttg gat gat cct acg agt gtt tec gta gat cca aac get cct gag gaa 931 
Leu Asp Asp Pro Thr Ser Val Ser Val Asp Pro Asn Ala Pro Glu Glu 
265 270 275 

taaatcacct caagggacag ata 954 



<210> 96 
<211> 277 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 96 

Met Ala Arg Gly Phe Phe Leu Gly Ala Thr Ala Gly Arg Thr Thr Leu 
15 10 15 

Thr Gly Glu Gly Leu Gin His Met Asp Gly His Ser Pro Val Leu Ala 
20 25 30 

Ser Thr Asn Glu Gly Val Glu Thr Tyr Asp Pro Ser Phe Ala Tyr Glu 
35 40 45 

lie Ala His Leu Val His Arg Gly lie Asp Arg Met Tyr Gly Pro Gly 
50 55 60 

Lys Gly Glu Asp Val lie Tyr Tyr lie Thr lie Tyr Asn Glu Pro Thr 
65 70 75 80 

Pro Gin Pro Ala Glu Pro Glu Gly Leu Asp Val Glu Gly Leu His Lys 
85 90 95 



Gly lie Tyr Leu Tyr Ser Arg Gly Glu Gly Thr Gly His Glu Ala Asn 
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100 



105 HO 



He Leu Ala Ser Gly Val Gly Met Gin Trp Ala Leu Lys Ala Ala Ser 
115 120 125 

He Leu Glu Ala Asp Tyr Gly Val Arg Ala Asn He Tyr Ser Ala Thr 
130 135 140 

Ser Trp Val Asn Leu Ala Arg Asp Gly Ala Ala Arg Asn Lys Ala Gin 
145 150 155 160 

Leu Arg Asn Pro Gly Ala Asp Ala Gly Glu Ala Phe Val Thr Thr Gin 
165 170 175 

Leu Lys Gin Thr Ser Gly Pro Tyr Val Ala Val Ser Asp Phe Ser Thr 
180 185 190 

Asp Leu Pro Asn Gin He Arg Glu Trp Val Pro Gly Asp Tyr Thr Val 
195 200 205 

Leu Gly Ala Asp Gly Phe Gly Phe Ser Asp Thr Arg Pro Ala Ala Arg 
210 215 220 

Arg Phe Phe Asn He Asp Ala Glu Ser He Val Val Ala Val Leu Asn 
225 230 235 240 

Ser Leu Ala Arg Glu Gly Lys He Asp Val Ser Val Ala Ala Gin Ala 
245 250 255 

Ala Glu Lys Phe Lys Leu Asp Asp Pro Thr Ser Val Ser Val Asp Pro 
260 265 270 

Asn Ala Pro Glu Glu 
275 



<210> 97 
<211> 508 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (508) 

<223> RXN03086 

ttcgtgclct tcggcgtgtc acaattaggt acgaccaaga atgggaccgg gaaaccggga 60 

cgtataaacg aaataaaaca ttccaacagg aggtgtggaa atg gcc gat caa gca 115 
y Met Ala Asp Gin Ala 

1 5 

aaa ctt ggt ggc aag ccc teg gat gac tct aac ttc gcg atg ate cgc 163 
Lys Leu Gly Gly Lys Pro Ser Asp Asp Ser Asn Phe Ala Met lie Arg 
10 15 20 

gat ggc gtg gca tct tat ttg aac gac tea gat ccg gag gag acc aac 211 
Asp Gly Val Ala Ser Tyr Leu Asn Asp Ser Asp Pro Glu Glu Thr Asn 
25 30 35 
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gag tgg atg gat tea etc gac gga tta etc cag gag tct tct cca gaa 259 
Glu Trp Met Asp Ser Leu Asp Gly Leu Leu Gin Glu Ser Ser Pro Glu 
40 45 50 

cgt get cgt tac etc atg ctt cgt ttg ctt gag cgt gca tct gca aag 307 
Arg Ala Arg Tyr Leu Met Leu Arg Leu Leu Glu Arg Ala Ser Ala Lys 
55 60 65 

cgc gta tct ctt ccc cca atg acg tea acc gac tac gtc aac acc att 355 
Arg Val Ser Leu Pro Pro Met Thr Ser Thr Asp Tyr Val Asn Thr lie 
70 75 80 85 

cca acc tct atg gaa cct gaa ttc cca ggc gat gag gaa atg gag aag 403 
Pro Thr Ser Met Glu Pro Glu Phe Pro Gly Asp Glu Glu Met Glu Lys 
90 95 100 

cgt tac cgt cgt tgg att cgc tgg aac gca gec ate atg gtt cac cgc 451 
Arg Tyr Arg Arg Trp lie Arg Trp Asn Ala Ala lie Met Val His Arg 
105 110 115 

get cag cga cca ggc ate ggc gtc ggc gga cac att tec act tac gca 499 
Ala Gin Arg Pro Gly lie Gly Val Gly Gly His He Ser Thr Tyr Ala 
120 125 130 

ggc gca gee 508 
Gly Ala Ala 
135 



<210> 98 
<211> 136 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 98 

Met Ala Asp Gin Ala Lys Leu Gly Gly Lys Pro Ser Asp Asp Ser Asn 
15 10 15 

Phe Ala Met He Arg Asp Gly Val Ala Ser Tyr Leu Asn Asp Ser Asp 
20 25 30 

Pro Glu Glu Thr Asn Glu Trp Met Asp Ser Leu Asp Gly Leu Leu Gin 
35 40 45 

Glu Ser Ser Pro Glu Arg Ala Arg Tyr Leu Met Leu Arg Leu Leu Glu 
50 55 60 

Arg Ala Ser Ala Lys Arg Val Ser Leu Pro Pro Met Thr Ser Thr Asp 
65 70 75 80 

Tyr Val Asn Thr He Pro Thr Ser Met Glu Pro Glu Phe Pro Gly Asp 
85 90 95 

Glu Glu Met Glu Lys Arg Tyr Arg Arg Trp He Arg Trp Asn Ala Ala 
100 105 110 

He Met Val His Arg Ala Gin Arg Pro Gly He Gly Val Gly Gly His 
115 120 125 



He Ser Thr Tyr Ala Gly Ala Ala 
130 135 
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<210> 99 
<211> 508 
<212> DNA 

<213> Corynebacteriuiu glutamicum 

<220> 

<221> CDS 

<222> (101) . . (508) 

<223> FRXA02887 

ttcgtgcact tcggcgtgcc acaattaggt acgaccaaga atgggaccgg gaaaccggga 60 

cqtataaacg aaataaaaca ttccaacagg aggtgtggaa atg gcc gat caa gca 115 
y Met Ala Asp Gin Ala 

1 5 



aaa ctt ggt ggc aag ccc teg gat gac tct aac ttc gcg atg ate cgc 
Lys Leu Gly Gly Lys Pro Ser Asp Asp Ser Asn Phe Ala Met He Arg 
10 15 20 

gat ggc gtg gca tct tat ttg aac gac tea gat ccg gag gag acc aac 
Asp Gly Val Ala Ser Tyr Leu Asn Asp Ser Asp Pro Glu Glu Thr Asn 
25 30 35 

gag tgg atg gat tea etc gac gga tta etc cag gag tct tct cca gaa 
Glu Trp Met Asp Ser Leu Asp Gly Leu Leu Gin Glu Ser Ser Pro Glu 
40 45 50 

cgt get cgt tac etc atg ctt cgt ttg ctt gag cgt gca tct gca aag 
Arg Ala Arg Tyr Leu Met Leu Arg Leu Leu Glu Arg Ala Ser Ala Lys 
55 60 65 

cqc gta tct ctt ccc cca atg acg tea acc gac tac gtc aac acc att 
Arg Val Ser Leu Pro Pro Met Thr Ser Thr Asp Tyr Val Asn Thr lie 
70 75 80 85 

cca acc tct atg gaa cct gaa ttc cca ggc gat gag gaa atg gag aag 
Pro Thr Ser Met Glu Pro Glu Phe Pro Gly Asp Glu Glu Met Glu Lys 
90 95 100 

cgt tac cgt cgt tgg att cgc tgg aac gca gcc ate atg gtt cac cgc 
Arg Tyr Arg Arg Trp He Arg Trp Asn Ala Ala He Met Val His Arg 
105 HO I" 

get cag cga cca ggc ate ggc gtc ggc gga cac att tee act tac gca 
Ala Gin Arg Pro Gly He Gly Val Gly Gly His He Ser Thr Tyr Ala 
120 125 130 

ggc gca gcc 
Gly Ala Ala 
135 



163 



211 



259 



307 



355 



403 



451 



499 



50£ 



<210> 100 
<211> 136 
<212> PRT 

<213> Corynebacteriuiu glutamicum 
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<400> 100 

Met Ala Asp Gin Ala Lys Leu Gly Gly Lys Pro Ser Asp Asp Ser Asn 
15 10 15 

Phe Ala Met lie Arg Asp Gly Val Ala Ser Tyr Leu Asn Asp Ser Asp 
20 25 30 

Pro Glu Glu Thr Asn Glu Trp Met Asp Ser Leu Asp Gly Leu Leu Gin 
35 40 45 

Glu Ser Ser Pro Glu Arg Ala Arg Tyr Leu Met Leu Arg Leu Leu Glu 
50 55 60 

Arg Ala Ser Ala Lys Arg Val Ser Leu Pro Pro Met Thr Ser Thr Asp 
65 70 75 80 

Tyr Val Asn Thr lie Pro Thr Ser Met Glu Pro Glu Phe Pro Gly Asp 
85 90 95 

Glu Glu Met Glu Lys Arg Tyr Arg Arg Trp lie Arg Trp Asn Ala Ala 
100 105 110 

lie Met Val His Arg Ala Gin Arg Pro Gly lie Gly Val Gly Gly His 
115 120 125 

lie Ser Thr Tyr Ala Gly Ala Ala 
130 135 



<210> 101 
<211> 1385 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (1362) 
<223> RXN03043 

<400> 101 

gat etc gat ggc ttc cgt cag gaa gtt tec cgt gag cag ggt ggc att 4 8 

Asp Leu Asp Gly Phe Arg Gin Glu Val Ser Arg Glu Gin Gly Gly He 

15 10 15 

ccg tec tac cct cac cca cac ggt atg aag gac ttc tgg gag ttc cca 96 
Pro Ser Tyr Pro His Pro His Gly Met Lys Asp Phe Trp Glu Phe Pro 
20 25 30 

act gtg tec atg ggt ctt ggc cca atg gat gec att tac cag gca cgt 144 
Thr Val Ser Met Gly Leu Gly Pro Met Asp Ala He Tyr Gin Ala Arg 
35 40 45 

ttc aac cgc tac etc gaa aac cgt ggc ate aag gac acc tct gac cag 192 
Phe Asn Arg Tyr Leu Glu Asn Arg Gly He Lys Asp Thr Ser Asp Gin 
50 55 60 

cac gtc tgg gec ttc ctt ggc gac ggc gaa atg gac gag cca gaa tea 240 
His Val Trp Ala Phe Leu Gly Asp Gly Glu Met Asp Glu Pro Glu Ser 
65 70 75 80 



cgt ggt etc ate cag cag get gca ctg aac aac ctg gac aac ctg acc 288 
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Arg Gly Leu lie Gin Gin Ala Ala Leu Asn Asn Leu Asp Asn Leu Thr 
85 90 95 

ttc gtg gtt aac tgc aac ctg cag cgt etc gac gga cct gtc cgc ggt 336 
Phe Val Val Asn Cys Asn Leu Gin Arg Leu Asp Gly Pro Val Arg Gly 
100 105 110 

aac acc aag ate ate cag gaa etc gag tec ttc ttc cgt ggc gca ggc 384 
Asn Thr Lys lie lie Gin Glu Leu Glu Ser Phe Phe Arg Gly Ala Gly 
115 120 125 

tgg tct gtg ate aag gtt gtt tgg ggt cgc gag tgg gat gaa ctt ctg 432 
Trp Ser Val lie Lys Val Val Trp Gly Arg Glu Trp Asp Glu Leu Leu 
130 135 140 

gag aag gac cag gat ggt gca ctt gtt gag ate atg aac aac acc tec 480 
Glu Lys Asp Gin Asp Gly Ala Leu Val Glu lie Met Asn Asn Thr Ser 
145 150 155 160 

gat ggt gac tac cag acc ttc aag get aac gac ggc gca tat gtt cgt 528 
Asp Gly Asp Tyr Gin Thr Phe Lys Ala Asn Asp Gly Ala Tyr Val Arg 
165 170 175 

gag cac ttc ttc gga cgt gac cca cgc acc gca aag etc gtt gag aac 576 
Glu His Phe Phe Gly Arg Asp Pro Arg Thr Ala Lys Leu Val Glu Asn 
180 185 190 

atg acc gac gaa gaa ate tgg aag ctt cca cgt ggc ggc cac gat tac 624 
Met Thr Asp Glu Glu lie Trp Lys Leu Pro Arg Gly Gly His Asp Tyr 
195 200 205 

cgc aag gtt tac gca gec tac aag cga get ctt gag acc aag gat cgc 672 
Arg Lys Val Tyr Ala Ala Tyr Lys Arg Ala Leu Glu Thr Lys Asp Arg 
210 215 220 

cca acc gtc ate ctt get cac acc att aag ggc tac gga etc ggc cac 720 
Pro Thr Val lie Leu Ala His Thr lie Lys Gly Tyr Gly Leu Gly His 
225 230 235 240 

aac ttc gaa ggc cgt aac gca acc cac cag atg aag aag ctg acg ctt 768 
Asn Phe Glu Gly Arg Asn Ala Thr His Gin Met Lys Lys Leu Thr Leu 
245 250 255 

gat gat ctg aag ttg ttc cgc gac aag cag ggc ate cca ate acc gat 816 
Asp Asp Leu Lys Leu Phe Arg Asp Lys Gin Gly lie Pro He Thr Asp 
260 265 270 

gag cag ctg gag aag gat cct tac ctt cct cct tac tac cac cca ggt 8 64 
Glu Gin Leu Glu Lys Asp Pro Tyr Leu Pro Pro Tyr Tyr His Pro Gly 
275 280 285 

gaa gac get cct gaa ate aag tac atg aag gaa cgt cgc gca gcg etc 912 
Glu Asp Ala Pro Glu He Lys Tyr Met Lys Glu Arg Arg Ala Ala Leu 
290 295 300 

ggt ggc tac ctg cca gag cgt cgt gag aac tac gat cca att cag gtt 960 
Gly Gly Tyr Leu Pro Glu Arg Arg Glu Asn Tyr Asp Pro He Gin Val 
305 310 315 320 



cca cca ctg gat aag ctt cgc tct gtc cgt aag ggc tec gge aag cag 
Pro Pro Leu Asp Lys Leu Arg Ser Val Arg Lys Gly Ser Gly Lys Gin 



1008 
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325 330 335 

cag ate get acc acc atg gcg act gtt cgt acc ttc aag gaa ctg atg 1056 
Gin lie Ala Thr Thr Met Ala Thr Val Arg Thr Phe Lys Glu Leu Met 
340 345 350 

cgc gat aag ggc ttg get gat cgc ctt gtc cca ate att cct gat gag 1104 
Arg Asp Lys Gly Leu Ala Asp Arg Leu Val Pro lie lie Pro Asp Glu 
355 360 365 

gca cgt acc ttc ggt ctt gac tct tgg ttc cca acc ttg aag ate tac 1152 
Ala Arg Thr Phe Gly Leu Asp Ser Trp Phe Pro Thr Leu Lys lie Tyr 
370 375 380 

aac ccg cac ggt cag aac tac gtg cct gtt gac cac gac ctg atg etc 1200 
Asn Pro His Gly Gin Asn Tyr Val Pro Val Asp His Asp Leu Met Leu 
385 390 395 400 

tec tac cgt gag gca cct gaa gga cag ate ctg cac gaa ggc ate aac 1248 
Ser Tyr Arg Glu Ala Pro Glu Gly Gin He Leu His Glu Gly He Asn 
405 410 415 

gag get ggt tec gtg gca teg ttc ate get gcg ggt acc tec tac gee 1296 
Glu Ala Gly Ser Val Ala Ser Phe He Ala Ala Gly Thr Ser Tyr Ala 
420 425 430 

acc cac ggc aag gec atg att ccg ctg tac ate ttc tac teg atg ttc 1344 
Thr His Gly Lys Ala Met He Pro Leu Tyr He Phe Tyr Ser Met Phe 
435 440 445 

ggg att cca gcg cac egg tgactccatc tgggcagcag ccg 1385 
Gly He Pro Ala His Arg 
450 



<210> 102 
<211> 454 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 102 

Asp Leu Asp Gly Phe Arg Gin Glu Val Ser Arg Glu Gin Gly Gly He 
15 10 15 

Pro Ser Tyr Pro His Pro His Gly Met Lys Asp Phe Trp Glu Phe Pro 
20 25 30 

Thr Val Ser Met Gly Leu Gly Pro Met Asp Ala He Tyr Gin Ala Arg 
35 40 45 

Phe Asn Arg Tyr Leu Glu Asn Arg Gly He Lys Asp Thr Ser Asp Gin 
50 55 60 

His Val Trp Ala Phe Leu Gly Asp Gly Glu Met Asp Glu Pro Glu Ser 
65 70 75 80 

Arg Gly Leu He Gin Gin Ala Ala Leu Asn Asn Leu Asp Asn Leu Thr 
85 90 95 



Phe Val Val Asn Cys Asn Leu Gin Arg Leu Asp Gly Pro Val Arg Gly 
100 105 110 
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Asn Thr Lys He He Gin Glu Leu Glu Ser Phe Phe Arg Gly Ala Gly 
115 120 125 

Trp Ser Val He Lys Val Val Trp Gly Arg Glu Trp Asp Glu Leu Leu 
130 135 I 40 

Glu Lys Asp Gin Asp Gly Ala Leu Val Glu lie Met Asn Asn Thr Ser 
145 150 155 160 

Asp Gly Asp Tyr Gin Thr Phe Lys Ala Asn Asp Gly Ala Tyr Val Arg 
165 170 175 

Glu His Phe Phe Gly Arg Asp Pro Arg Thr Ala Lys Leu Val Glu Asn 
180 185 190 

Met Thr Asp Glu Glu He Trp Lys Leu Pro Arg Gly Gly His Asp Tyr 
195 200 205 

Arg Lys Val Tyr Ala Ala Tyr Lys Arg Ala Leu Glu Thr Lys Asp Arg 
210 215 220 

Pro Thr Val He Leu Ala His Thr He Lys Gly Tyr Gly Leu Gly His 
225 230 235 240 

Asn Phe Glu Gly Arg Asn Ala Thr His Gin Met Lys Lys Leu Thr Leu 
245 250 255 

Asp Asp Leu Lys Leu Phe Arg Asp Lys Gin Gly He Pro He Thr Asp 
260 265 270 

Glu Gin Leu Glu Lys Asp Pro Tyr Leu Pro Pro Tyr Tyr His Pro Gly 
275 280 285 

Glu Asp Ala Pro Glu He Lys Tyr Met Lys Glu Arg Arg Ala Ala Leu 
290 295 300 

Gly Gly Tyr Leu Pro Glu Arg Arg Glu Asn Tyr Asp Pro He Gin Val 
305 310 315 320 

Pro Pro Leu Asp Lys Leu Arg Ser Val Arg Lys Gly Ser Gly Lys Gin 
325 330 335 

Gin He Ala Thr Thr Met Ala Thr Val Arg Thr Phe Lys Glu Leu Met 
340 345 350 

Arg Asp Lys Gly Leu Ala Asp Arg Leu Val Pro lie He Pro Asp Glu 
355 360 365 

Ala Arg Thr Phe Gly Leu Asp Ser Trp Phe Pro Thr Leu Lys He Tyr 
370 375 380 

Asn Pro His Gly Gin Asn Tyr Val Pro Val Asp His Asp Leu Met Leu 
385 390 395 400 

Ser Tyr Arg Glu Ala Pro Glu Gly Gin He Leu His Glu Gly He Asn 
405 410 415 

Glu Ala Gly Ser Val Ala Ser Phe He Ala Ala Gly Thr Ser Tyr Ala 
420 425 430 
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Thr His Gly Lys Ala Met lie Pro Leu Tyr He Phe Tyr Ser Met Phe 
435 440 445 

Gly He Pro Ala His Arg 
450 



<210> 103 
<211> 1287 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (1) . . (1287) 

<223> FRXA02897 

<400> 103 

gat etc gat ggc ttc cgt cag gaa gtt tec cgt gag cag ggt ggc att 48 

Asp Leu Asp Gly Phe Arg Gin Glu Val Ser Arg Glu Gin Gly Gly He 

15 10 15 

ccg tec tac cct cac cca cac ggt atg aag gac ttc tgg gag ttc cca 96 
Pro Ser Tyr Pro His Pro His Gly Met Lys Asp Phe Trp Glu Phe Pro 
20 25 30 

act gtg tec atg ggt ctt ggc cca atg gat gec att tac cag gca cgt 144 
Thr Val Ser Met Gly Leu Gly Pro Met Asp Ala He Tyr Gin Ala Arg 
35 40 45 

ttc aac cgc tac etc gaa aac cgt ggc ate aag gac acc tct gac cag 192 
Phe Asn Arg Tyr Leu Glu Asn Arg Gly He Lys Asp Thr Ser Asp Gin 
50 55 60 

cac gtc tgg gee ttc ctt ggc gac ggc gaa atg gac gag cca gaa tea 240 
His Val Trp Ala Phe Leu Gly Asp Gly Glu Met Asp Glu Pro Glu Ser 
65 70 75 80 

cgt ggt etc ate cag cag get gca ctg aac aac ctg gac aac ctg acc 288 
Arg Gly Leu He Gin Gin Ala Ala Leu Asn Asn Leu Asp Asn Leu Thr 
85 90 95 

ttc gtg gtt aac tgc aac ctg cag cgt etc gac gga cct gtc cgc ggt 336 
Phe Val Val Asn Cys Asn Leu Gin Arg Leu Asp Gly Pro Val Arg Gly 
100 105 110 

aac acc aag ate ate cag gaa etc gag tec ttc ttc cgt ggc gca ggc 384 
Asn Thr Lys He lie Gin Glu Leu Glu Ser Phe Phe Arg Gly Ala Gly 
115 120 125 

tgg tct gtg ate aag gtt gtt tgg ggt cgc gag tgg gat gaa ctt ctg 432 
Trp Ser Val He Lys Val Val Trp Gly Arg Glu Trp Asp Glu Leu Leu 
130 135 140 

gag aag gac cag gat ggt gca ctt gtt gag ate atg aac aac acc tec 480 
Glu Lys Asp Gin Asp Gly Ala Leu Val Glu He Met Asn Asn Thr Ser 
145 150 155 160 



gat ggt gac tac cag acc ttc aag get aac gac ggc gca tat gtt cgt 528 
Asp Gly Asp Tyr Gin Thr Phe Lys Ala Asn Asp Gly Ala Tyr Val Arg 
165 170 175 
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gag cac ttc ttc gga cgt gac cca cgc acc gca aag etc gtt gag aac 
Glu His Phe Phe Gly Arg Asp Pro Arg Thr Ala Lys Leu Val Glu Asn 
180 185 190 

atg acc gac gaa gaa ate tgg aag ctt cca cgt ggc ggc cac gat tac 
Met Thr Asp Glu Glu He Trp Lys Leu Pro Arg Gly Gly His Asp Tyr 
195 200 205 

cgc aag gtt tac gca gec tac aag cga get ctt gag acc aag gat cgc 
Arg Lys Val Tyr Ala Ala Tyr Lys Arg Ala Leu Glu Thr Lys Asp Arg 
210 215 220 

cca acc gtc ate ctt get cac acc att aag ggc tac gga etc ggc cac 
Pro Thr Val He Leu Ala His Thr He Lys Gly Tyr Gly Leu Gly His 
225 230 235 240 

aac ttc gaa ggc cgt aac gca acc cac cag atg aag aag ctg acg ctt 
Asn Phe Glu Gly Arg Asn Ala Thr His Gin Met Lys Lys Leu Thr Leu 
245 250 255 

gat gat ctg aag ttg ttc cgc gac aag cag ggc ate cca ate acc gat 
Asp Asp Leu Lys Leu Phe Arg Asp Lys Gin Gly He Pro He Thr Asp 
260 265 270 

gag cag ctg gag aag gat cct tac ctt cct cct tac tac cac cca ggt 
Glu Gin Leu Glu Lys Asp Pro Tyr Leu Pro Pro Tyr Tyr His Pro Gly 



275 



280 285 



305 



310 315 320 



cca cca ctg gat aag ctt cgc tct gtc cgt aag ggc tec ggc aag cag 
Pro Pro Leu Asp Lys Leu Arg Ser Val Arg Lys Gly Ser Gly Lys Gin 
325 330 335 

cag ate get acc acc atg gcg act gtt cgt acc ttc aag gaa ctg atg 
Gin He Ala Thr Thr Met Ala Thr Val Arg Thr Phe Lys Glu Leu Met 
340 345 350 

cgc gat aag ggc ttg get gat cgc ctt gtc cca ate att cct gat gag 
Arg Asp Lys Gly Leu Ala Asp Arg Leu Val Pro He He Pro Asp Glu 
355 360 365 

gca cgt acc ttc ggt ctt gac tct tgg ttc cca acc ttg aag ate tac 
Ala Arg Thr Phe Gly Leu Asp Ser Trp Phe Pro Thr Leu Lys He Tyr 
370 375 380 

aac ccg cac ggt cag aac tac gtg cct gtt gac cac gac ctg atg etc 
Asn Pro His Gly Gin Asn Tyr Val Pro Val Asp His Asp Leu Met Leu 
385 390 395 400 

tec tac cgt gag gca cct gaa gga cag ate ctg cac gaa ggc ate aac 
Ser Tyr Arg Glu Ala Pro Glu Gly Gin He Leu His Glu Gly He Asn 
405 410 415 



576 



624 



672 



720 



76E 



816 



864 



gaa gac get cct gaa ate aag tac atg aag gaa cgt cgc gca gcg etc 912 
Glu Asp Ala Pro Glu He Lys Tyr Met Lys Glu Arg Arg Ala Ala Leu 
290 295 300 

ggt ggc tac ctg cca gag cgt cgt gag aac tac gat cca att cag gtt 
Glv Glv Tyr Leu Pro Glu Arg Arg Glu Asn Tyr Asp Pro He Gin Val 



960 



100E 



1056 



1104 



1152 



1200 



1248 
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gag get ggt tec gtg gca teg ttc ate get gcg ggt acc 1287 
Glu Ala Gly Ser Val Ala Ser Phe lie Ala Ala Gly Thr 
420 425 



<210> 104 
<211> 429 
<212> PRT 

<213> Corynebacterium glutamicum. 
<400> 104 

Asp Leu Asp Gly Phe Arg Gin Glu Val Ser Arg Glu Gin Gly Gly He 
15 10 15 

Pro Ser Tyr Pro His Pro His Gly Met Lys Asp Phe Trp Glu Phe Pro 
20 25 30 

Thr Val Ser Met Gly Leu Gly Pro Met Asp Ala He Tyr Gin Ala Arg 
35 40 45 

Phe Asn Arg Tyr Leu Glu Asn Arg Gly He Lys Asp Thr Ser Asp Gin 
50 55 60 

His Val Trp Ala Phe Leu Gly Asp Gly Glu Met Asp Glu Pro Glu Ser 
65 70 75 80 

Arg Gly Leu He Gin Gin Ala Ala Leu Asn Asn Leu Asp Asn Leu Thr 
85 90 95 

Phe Val Val Asn Cys Asn Leu Gin Arg Leu Asp Gly Pro Val Arg Gly 
100 105 110 

Asn Thr Lys He He Gin Glu Leu Glu Ser Phe Phe Arg Gly Ala Gly 
115 120 125 

Trp Ser Val He Lys Val Val Trp Gly Arg Glu Trp Asp Glu Leu Leu 
130 135 140 

Glu Lys Asp Gin Asp Gly Ala Leu Val Glu He Met Asn Asn Thr Ser 
145 150 155 160 

Asp Gly Asp Tyr Gin Thr Phe Lys Ala Asn Asp Gly Ala Tyr Val Arg 
165 170 175 

Glu His Phe Phe Gly Arg Asp Pro Arg Thr Ala Lys Leu Val Glu Asn 
180 185 190 

Met Thr Asp Glu Glu He Trp Lys Leu Pro Arg Gly Gly His Asp Tyr 
195 200 205 

Arg Lys Val Tyr Ala Ala Tyr Lys Arg Ala Leu Glu Thr Lys Asp Arg 
210 215 220 

Pro Thr Val He Leu Ala His Thr He Lys Gly Tyr Gly Leu Gly His 
225 230 235 240 

Asn Phe Glu Gly Arg Asn Ala Thr His Gin Met Lys Lys Leu Thr Leu 
245 250 255 

Asp Asp Leu Lys Leu Phe Arg Asp Lys Gin Gly He Pro He Thr Asp 
260 265 270 
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Glu Gin Leu Glu Lys Asp Pro Tyr Leu Pro Pro Tyr Tyr His Pro Gly 
275 280 285 

Glu Asp Ala Pro Glu lie Lys Tyr Met Lys Glu Arg Arg Ala Ala Leu 
290 295 300 

Gly Gly Tyr Leu Pro Glu Arg Arg Glu Asn Tyr Asp Pro He Gin Val 
305 310 315 320 

Pro Pro Leu Asp Lys Leu Arg Ser Val Arg Lys Gly Ser Gly Lys Gin 
325 330 335 

Gin He Ala Thr Thr Met Ala Thr Val Arg Thr Phe Lys Glu Leu Met 
340 345 350 

Arg Asp Lys Gly Leu Ala Asp Arg Leu Val Pro He He Pro Asp Glu 
355 360 365 

Ala Arg Thr Phe Gly Leu Asp Ser Trp Phe Pro Thr Leu Lys He Tyr 
370 375 380 

Asn Pro His Gly Gin Asn Tyr Val Pro Val Asp His Asp Leu Met Leu 
385 390 395 400 

Ser Tyr Arg Glu Ala Pro Glu Gly Gin lie Leu His Glu Gly He Asn 
405 410 415 

Glu Ala Gly Ser Val Ala Ser Phe He Ala Ala Gly Thr 
420 425 



<210> 105 
<211> 1133 
<212> DNA 

<213> Corynebacterium glutamicuin 

<220> 

<221> CDS 

<222> (88) . . (1110) 

<223> RXN03083 

<400> 105 

attcagcagt aatcatttag acttggaacc gcttaccagt ggtttcaaca atgcattcac 60 

ccagctcaca cgtgtggagg tgccttaatg gca aag agg ate gta att ate ggc 114 

Met Ala Lys Arg He Val He He Gly 
1 5 

ggt gga cct gca ggc tat gaa gec gca etc gca ggc get aaa tac ggt 162 
Gly Gly Pro Ala Gly Tyr Glu Ala Ala Leu Ala Gly Ala Lys Tyr Gly 
10 15 20 25 

gca gaa gtt acc gtt att gaa gat gtc gga gtt ggc gga tec gca gtc 210 
Ala Glu Val Thr Val lie Glu Asp Val Gly Val Gly Gly Ser Ala Val 
30 35 40 

acc atg gac tgt gta cct tea aag tec ttc ate get ggt acc ggt ate 258 
Thr Met Asp Cys Val Pro Ser Lys Ser Phe He Ala Gly Thr Gly He 
45 50 55 
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aaa acc gac etc cga cgt get gat gac atg gga ctt aac cgt ggg ctt 306 
Lys Thr Asp Leu Arg Arg Ala Asp Asp Met Gly Leu Asn Arg Gly Leu 
60 65 70 

gga aaa gca cac eta gaa ate gat gca ctg aac ate cgt gtg aag gac 354 
Gly Lys Ala His Leu Glu lie Asp Ala Leu Asn lie Arg Val Lys Asp 
75 80 85 

ctt gcg aaa gca cag tec gaa gat ate ttg ggc cag ctg cag cgc tea 4 02 
Leu Ala Lys Ala Gin Ser Glu Asp lie Leu Gly Gin Leu Gin Arg Ser 
90 95 100 105 

gat gtc cgc atg att aac ggt gtg ggc cgc ttt gat gat tac aac acc 450 
Asp Val Arg Met lie Asn Gly Val Gly Arg Phe Asp Asp Tyr Asn Thr 
110 115 120 

aag caa acc acc cac tac att aaa gtc acc cac age gat ggc tec gaa 498 
Lys Gin Thr Thr His Tyr lie Lys Val Thr His Ser Asp Gly Ser Glu 
125 130 135 

gaa acc gtt gag tgc gat ctg gtg ctg gtt gca act ggt gca acc ccc 54 6 
Glu Thr Val Glu Cys Asp Leu Val Leu Val Ala Thr Gly Ala Thr Pro 
140 145 150 

cgc att ctt aaa ggt gca gag cca gac ggc gag cgc ate ttg acc tgg 594 
Arg lie Leu Lys Gly Ala Glu Pro Asp Gly Glu Arg lie Leu Thr Trp 
155 160 165 

cgt cag gtc tac gac att gaa gaa etc ccc acc cac ctt ate gtg gtt 642 
Arg Gin Val Tyr Asp lie Glu Glu Leu Pro Thr His Leu lie Val Val 
170 175 180 185 

ggt tec ggt gtg acc ggt gcg gaa ttt gtc tct gcg ttt get gaa etc 690 
Gly Ser Gly Val Thr Gly Ala Glu Phe Val Ser Ala Phe Ala Glu Leu 
190 195 200 

ggc gtc aaa gtc acc atg gtg gca tec cgt gac cgc att ttg cct cac 738 
Gly Val Lys Val Thr Met Val Ala Ser Arg Asp Arg lie Leu Pro His 
205 210 215 

gat gac gca gat gee gca gac gtg ctg gaa acc gtt ctg get gag cgc 7 86 
Asp Asp Ala Asp Ala Ala Asp Val Leu Glu Thr Val Leu Ala Glu Arg 
220 225 230 

gga gta tec ctg gaa aag cat gee cgc gtg gag tct gtc acc cgc acc 834 
Gly Val Ser Leu Glu Lys His Ala Arg Val Glu Ser Val Thr Arg Thr 
235 240 245 

gaa gac ggt ggc gtg tgt gtt cgc act get gac gga cga gaa ate tac 882 
Glu Asp Gly Gly Val Cys Val Arg Thr Ala Asp Gly Arg Glu lie Tyr 
250 255 260 265 

ggt tct cac gcg ttg atg act gtt ggt tec att cca aac acg gca gat 930 
Gly Ser His Ala Leu Met Thr Val Gly Ser lie Pro Asn Thr Ala Asp 
270 275 280 

ctt ggc ctg gag aac ate ggt gtt gag ctg gca cca tec ggc cat ate 978 
Leu Gly Leu Glu Asn lie Gly Val Glu Leu Ala Pro Ser Gly His lie 
285 290 295 



aag gtt gac egg tct ccc gca cca aca tec ccg gtg tgt acg cag cag 



1026 
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Lys Val Asp Arg Ser Pro Ala Pro Thr Ser Pro Val Cys Thr Gin Gin 
300 305 310 

gtg act gta ctg acc tat tec cac tgg cgt ccg ttg cag cga tgc agg 1074 
Val Thr Val Leu Thr Tyr Ser His Trp Arg Pro Leu Gin Arg Cys Arg 
315 320 325 

gec gta teg cca tgt ate acg cac teg gtg aag gcg tgagccccat 1120 
Ala Val Ser Pro Cys lie Thr His Ser Val Lys Ala 
330 335 340 

ccgtttgaag act 1133 



<210> 106 
<211> 341 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 106 

Met Ala Lys Arg lie Val lie He Gly Gly Gly Pro Ala Gly Tyr Glu 
15 10 15 

Ala Ala Leu Ala Gly Ala Lys Tyr Gly Ala Glu Val Thr Val He Glu 
20 25 30 

Asp Val Gly Val Gly Gly Ser Ala Val Thr Met Asp Cys Val Pro Ser 
35 40 45 

Lys Ser Phe He Ala Gly Thr Gly He Lys Thr Asp Leu Arg Arg Ala 
50 55 60 

Asp Asp Met Gly Leu Asn Arg Gly Leu Gly Lys Ala His Leu Glu He 
65 70 75 80 

Asp Ala Leu Asn He Arg Val Lys Asp Leu Ala Lys Ala Gin Ser Glu 
85 90 95 

Asp He Leu Gly Gin Leu Gin Arg Ser Asp Val Arg Met He Asn Gly 
100 105 110 

Val Gly Arg Phe Asp Asp Tyr Asn Thr Lys Gin Thr Thr His Tyr He 
115 120 125 

Lys Val Thr His Ser Asp Gly Ser Glu Glu Thr Val Glu Cys Asp Leu 
130 135 140 

Val Leu Val Ala Thr Gly Ala Thr Pro Arg He Leu Lys Gly Ala Glu 
145 150 155 160 

Pro Asp Gly Glu Arg He Leu Thr Trp Arg Gin Val Tyr Asp He Glu 
165 170 175 

Glu Leu Pro Thr His Leu He Val Val Gly Ser Gly Val Thr Gly Ala 
180 185 190 

Glu Phe Val Ser Ala Phe Ala Glu Leu Gly Val Lys Val Thr Met Val 
195 200 205 



Ala Ser Arg Asp Arg lie Leu Pro His Asp Asp Ala Asp Ala Ala Asp 
210 215 220 
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Val Leu Glu Thr 
225 

Ala Arg Val Glu 



Arg Thr Ala Asp 
260 

Val Gly Ser lie 
275 

Val Glu Leu Ala 
290 

Pro Thr Ser Pro 
305 

His Trp Arg Pro 



His Ser Val Lys 
340 



Val Leu Ala Glu 
230 

Ser Val Thr Arg 
245 

Gly Arg Glu lie 



Pro Asn Thr Ala 
280 

Pro Ser Gly His 
295 

Val Cys Thr Gin 
310 

Leu Gin Arg Cys 
325 

Ala 



Arg Gly Val Ser 
235 

Thr Glu Asp Gly 
250 

Tyr Gly Ser His 
265 

Asp Leu Gly Leu 



lie Lys Val Asp 
300 

Gin Val Thr Val 
315 

Arg Ala Val Ser 
330 



Leu Glu Lys His 
240 

Gly Val Cys Val 
255 

Ala Leu Met Thr 
270 

Glu Asn lie Gly 
285 

Arg Ser Pro Ala 



Leu Thr Tyr Ser 
320 

Pro Cys lie Thr 
335 



<210> 107 
<211> 1518 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (89) . . (1495) 

<223> FRXA02853 

<400> 107 

aattcagcag taatcattta gacttggaac cgcttaccag tggtttcaac aatgcattca 60 

cccagctcac acgtgtggag gtgccttaatg gca aag agg ate gta att ate ggc 115 

Met Ala Lys Arg He Val He He Gly 
1 5 



ggt gga cct gca ggc tat gaa gec gca etc gca ggc get aaa tac ggt 
Gly Gly Pro Ala Gly Tyr Glu Ala Ala Leu Ala Gly Ala Lys Tyr Gly 
lb 15 20 25 

gca gaa gtt ace gtt att gaa gat gtc gga gtt ggc gga tec gca gtc 
Ala Glu Val Thr Val He Glu Asp Val Gly Val Gly Gly Ser Ala Val 
30 35 40 

ace atg gac tgt gta cct tea aag tec ttc ate get ggt acc ggt ate 
Thr Met Asp Cys Val Pro Ser Lys Ser Phe He Ala Gly Thr Gly He 



45 



50 55 



aaa acc gac etc cga cgt get gat gac atg gga ctt aac cgt ggg ctt 
Lys Thr Asp Leu Arg Arg Ala Asp Asp Met Gly Leu Asn Arg Gly Leu 
60 65 70 

gga aaa gca cac eta gaa ate gat gca ctg aac ate cgt gtg aag gac 
Gly Lys Ala His Leu Glu lie Asp Ala Leu Asn He Arg Val Lys Asp 



163 



211 



259 



307 



355 
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75 80 85 

ctt gcg aaa gca cag tec gaa gat ate ttg ggc cag ctg cag cgc tea 403 
Leu Ala Lys Ala Gin Ser Glu Asp lie Leu Gly Gin Leu Gin Arg Ser 
90 95 100 105 

gat gtc cgc atg att aac ggt gtg ggc cgc ttt gat gat tac aac acc 451 
Asp Val Arg Met lie Asn Gly Val Gly Arg Phe Asp Asp Tyr Asn Thr 
110 115 120 

aag caa acc acc cac tac att aaa gtc acc cac age gat ggc tec gaa 499 
Lys Gin Thr Thr His Tyr lie Lys Val Thr His Ser Asp Gly Ser Glu 
125 130 135 

gaa acc gtt gag tgc gat ctg gtg ctg gtt gca act ggt gca acc ccc 547 
Glu Thr Val Glu Cys Asp Leu Val Leu Val Ala Thr Gly Ala Thr Pro 
140 145 150 

cgc att ctt aaa ggt gca gag cca gac ggc gag cgc ate ttg acc tgg 595 
Arg lie Leu Lys Gly Ala Glu Pro Asp Gly Glu Arg lie Leu Thr Trp 
155 160 165 

cgt cag gtc tac gac att gaa gaa etc ccc acc cac ctt ate gtg gtt 643 
Arg Gin Val Tyr Asp lie Glu Glu Leu Pro Thr His Leu lie Val Val 
170 175 180 185 

ggt tec ggt gtg acc ggt gcg gaa ttt gtc tct gcg ttt get gaa etc 691 
Gly Ser Gly Val Thr Gly Ala Glu Phe Val Ser Ala Phe Ala Glu Leu 
190 195 200 

ggc gtc aaa gtc acc atg gtg gca tec cgt gac cgc att ttg cct cac 739 
Gly Val Lys Val Thr Met Val Ala Ser Arg Asp Arg lie Leu Pro His 
205 210 215 

gat gac gca gat gee gca gac gtg ctg gaa acc gtt ctg get gag cgc 787 
Asp Asp Ala Asp Ala Ala Asp Val Leu Glu Thr Val Leu Ala Glu Arg 
220 225 230 

gga gta tec ctg gaa aag cat gec cgc gtg gag tct gtc acc cgc acc 835 
Gly Val Ser Leu Glu Lys His Ala Arg Val Glu Ser Val Thr Arg Thr 
235 240 245 

gaa gac ggt ggc gtg tgt gtt cgc act get gac gga cga gaa ate tac 883 
Glu Asp Gly Gly Val Cys Val Arg Thr Ala Asp Gly Arg Glu lie Tyr 
250 255 260 265 

ggt tct cac gcg ttg atg act gtt ggt tec att cca aac acg gca gat 931 
Gly Ser His Ala Leu Met Thr Val Gly Ser lie Pro Asn Thr Ala Asp 
270 275 280 

ctt ggc ctg gag aac ate ggt gtt gag ctg gca cca tec ggc cat ate 97 9 
Leu Gly Leu Glu Asn lie Gly Val Glu Leu Ala Pro Ser Gly His lie 
285 290 295 

aag gtt gac cgn gtc tec cgc acc aac ate ccc ggt gtg tac gca gca 1027 
Lys Val Asp Arg Val Ser Arg Thr Asn lie Pro Gly Val Tyr Ala Ala 
300 305 310 

ggt gac tgt act gac eta ttc cca ctg gcg tec gtt gca gcg atg cag 1075 
Gly Asp Cys Thr Asp Leu Phe Pro Leu Ala Ser Val Ala Ala Met Gin 
315 320 325 
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ggc cgt ate gec atg tat cac gca etc ggt gaa ggc gtg age ccc ate 1123 
Gly Arg lie Ala Met Tyr His Ala Leu Gly Glu Gly Val Ser Pro He 
330 335 340 345 

cgt ttg aag act gtt gee acc gca gtg ttt acc cgc cca gag ate gca 1171 
Arg Leu Lys Thr Val Ala Thr Ala Val Phe Thr Arg Pro Glu He Ala 
350 355 360 



gca gta ggt ate acc cat gca caa gtt gat tec ggc gaa gtg tct get 
Ala Val Gly He Thr His Ala Gin Val Asp Ser Gly Glu Val Ser Ala 
365 370 375 



get gat acc ttc gcg gtg tac cca tea ttg tea ggt teg att act gaa 
Ala Asp Thr Phe Ala Val Tyr Pro Ser Leu Ser Gly Ser He Thr Glu 
445 450 455 

gca gca cgt cag ctg gtt caa cat gat gat eta ggc taatttttct 
Ala Ala Arg Gin Leu Val Gin His Asp Asp Leu Gly 
460 465 

gagtcttaga ttt 



1219 



cgc gtg att gtg ctt cct ttg get act aac cca cgc gee aag atg cgt 1267 
Arg Val Tie Val Leu Pro Leu Ala Thr Asn Pro Arg Ala Lys Met Arg 
380 385 390 

tec ctg cgc cac ggt ttt gtg aag ctg ttc tgc cgc cgt aac tct ggc 1315 
Ser Leu Arg His Gly Phe Val Lys Leu Phe Cys Arg Arg Asn Ser Gly 
395 400 405 

ctg ate ate ggt ggt gtc gtg gtg gca ccg acc gcg tct gag ctg ate 1363 
Leu He He Gly Gly Val Val Val Ala Pro Thr Ala Ser Glu Leu He 
410 415 420 425 

eta ccg ate get gtg gca gtg acc aac cgt ctg aca gtt get gat ctg 1411 
Leu Pro He Ala Val Ala Val Thr Asn Arg Leu Thr Val Ala Asp Leu 
430 435 440 



1459 



1505 



1518 



<210> 108 
<211> 469 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 108 
Met Ala Lys Arg 
1 

Ala Ala Leu Ala 
20 

Asp Val Gly Val 
35 

Lys Ser Phe He 
50 

Asp Asp Met Gly 
65 



He Val He He 
5 

Gly Ala Lys Tyr 

Gly Gly Ser Ala 
40 

Ala Gly Thr Gly 
55 

Leu Asn Arg Gly 
70 



Gly Gly Gly Pro 
10 

Gly Ala Glu Val 
25 

Val Thr Met Asp 



He Lys Thr Asp 
60 

Leu Gly Lys Ala 
75 



Ala Gly Tyr Glu 
15 

Thr Val He Glu 
30 

Cys Val Pro Ser 
45 

Leu Arg Arg Ala 



His Leu Glu He 
80 
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Asp Ala Leu Asn He Arg Val Lys Asp Leu Ala Lys Ala Gin Ser Glu 
85 90 95 

Asp He Leu Gly Gin Leu Gin Arg Ser Asp Val Arg Met He Asn Gly 
100 105 HO 

Val Gly Arg Phe Asp Asp Tyr Asn Thr Lys Gin Thr Thr His Tyr He 
115 120 125 

Lys Val Thr His Ser Asp Gly Ser Glu Glu Thr Val Glu Cys Asp Leu 
130 135 140 

Val Leu Val Ala Thr Gly Ala Thr Pro Arg He Leu Lys Gly Ala Glu 
145 150 155 160 

Pro Asp Gly Glu Arg He Leu Thr Trp Arg Gin Val Tyr Asp He Glu 
165 170 175 

Glu Leu Pro Thr His Leu He Val Val Gly Ser Gly Val Thr Gly Ala 
180 185 190 

Glu Phe Val Ser Ala Phe Ala Glu Leu Gly Val Lys Val Thr Met Val 
195 200 205 

Ala Ser Arg Asp Arg He Leu Pro His Asp Asp Ala Asp Ala Ala Asp 
210 215 220 

Val Leu Glu Thr Val Leu Ala Glu Arg Gly Val Ser Leu Glu Lys His 
225 230 235 240 

Ala Arg Val Glu Ser Val Thr Arg Thr Glu Asp Gly Gly Val Cys Val 
245 250 255 

Arg Thr Ala Asp Gly Arg Glu He Tyr Gly Ser His Ala Leu Met Thr 
260 265 270 

Val Gly Ser He Pro Asn Thr Ala Asp Leu Gly Leu Glu Asn He Gly 
275 280 285 

Val Glu Leu Ala Pro Ser Gly His He Lys Val Asp Arg Val Ser Arg 
290 295 300 

Thr Asn He Pro Gly Val Tyr Ala Ala Gly Asp Cys Thr Asp Leu Phe 
305 310 315 320 

Pro Leu Ala Ser Val Ala Ala Met Gin Gly Arg He Ala Met Tyr His 
325 330 335 

Ala Leu Gly Glu Gly Val Ser Pro He Arg Leu Lys Thr Val Ala Thr 
340 345 350 

Ala Val Phe Thr Arg Pro Glu He Ala Ala Val Gly He Thr His Ala 
355 360 365 

Gin Val Asp Ser Gly Glu Val Ser Ala Arg Val He Val Leu Pro Leu 
370 375 380 

Ala Thr Asn Pro Arg Ala Lys Met Arg Ser Leu Arg His Gly Phe Val 
385 390 395 400 

Lys Leu Phe Cys Arg Arg Asn Ser Gly Leu He He Gly Gly Val Val 
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405 410 415 

Val Ala Pro Thr Ala Ser Glu Leu lie Leu Pro lie Ala Val Ala Val 
420 425 430 

Thr Asn Arg Leu Thr Val Ala Asp Leu Ala Asp Thr Phe Ala Val Tyr 
435 440 445 

Pro Ser Leu Ser Gly Ser lie Thr Glu Ala Ala Arg Gin Leu Val Gin 
450 455 460 

His Asp Asp Leu Gly 
465 



<210> 109 
<211> 2895 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (2872) 
<223> RXA02259 

<400> 109 

atgagcccat gaaagccatc gaaatcaatc gcccagctaa acacctgttt tgctgggtga 60 

ttttttatct catgcacgcc aacaccctca atgtgaaaga gtg ttt aaa gta gtt 115 

Val Phe Lys Val Val 

1 5 

atg act gat ttt tta cgc gat gac ate agg ttc etc ggt caa ate etc 163 

Met Thr Asp Phe Leu Arg Asp Asp lie Arg Phe Leu Gly Gin lie Leu 

10 15 20 

ggt gag gta att gcg gaa caa gaa ggc cag gag gtt tat gaa ctg gtc 211 
Gly Glu Val lie Ala Glu Gin Glu Gly Gin Glu Val Tyr Glu Leu Val 
25 30 35 

gaa caa gcg cgc ctg act tct ttt gat ate gee aag ggc aac gec gaa 259 
Glu Gin Ala Arg Leu Thr Ser Phe Asp lie Ala Lys Gly Asn Ala Glu 
40 45 50 

atg gat age ctg gtt cag gtt ttc gac ggc att act cca gec aag gca 307 
Met Asp Ser Leu Val Gin Val Phe Asp Gly lie Thr Pro Ala Lys Ala 
55 60 65 

aca ccg att get cgc gca ttt tec cac tic get ctg ctg get aac ctg 355 
Thr Pro lie Ala Arg Ala Phe Ser His Phe Ala Leu Leu Ala Asn Leu 
70 75 80 85 

gcg gaa gac etc tac gat gaa gag ctt cgt gaa cag get etc gat gca 403 
Ala Glu Asp Leu Tyr Asp Glu Glu Leu Arg Glu Gin Ala Leu Asp Ala 
90 95 100 

ggc gac acc cct ccg gac age act ctt gat gec ace tgg ctg aaa etc 451 
Gly Asp Thr Pro Pro Asp Ser Thr Leu Asp Ala Thr Trp Leu Lys Leu 
105 110 115 



aat gag ggc aat gtt ggc gca gaa get gtg gee gat gtg ctg cgc aat 



499 
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Asn Glu Gly Asn Val Gly Ala Glu Ala Val Ala Asp Val Leu Arg Asn 
120 125 130 

get gag gtg gcg ccg gtt ctg act gcg cac cca act gag act cgc cgc 547 
Ala Glu Val Ala Pro Val Leu Thr Ala His Pro Thr Glu Thr Arg Arg 
135 140 145 

cgc act gtt ttt gat gcg caa aag tgg ate acc acc cac atg cgt gaa 595 
Arg Thr Val Phe Asp Ala Gin Lys Trp He Thr Thr His Met Arg Glu 
150 155 160 165 

cgc cac get ttg cag tct gcg gag cct acc get cgt acg caa age aag 
Arg His Ala Leu Gin Ser Ala Glu Pro Thr Ala Arg Thr Gin Ser Lys 
170 175 180 

ttg gat gag ate gag aag aac ate cgc cgt cgc ate acc att ttg tgg 
Leu Asp Glu He Glu Lys Asn He Arg Arg Arg He Thr He Leu Trp 
185 190 195 

cag acc gcg ttg att cgt gtg gee cgc cca cgt ate gag gac gag ate 
Gin Thr Ala Leu He Arg Val Ala Arg Pro Arg He Glu Asp Glu He 
200 205 210 

gaa gta ggg ctg cgc tac tac aag ctg age ctt ttg gaa gag att cca 787 
Glu Val Gly Leu Arg Tyr Tyr Lys Leu Ser Leu Leu Glu Glu He Pro 
215 220 225 



cgt ate aac cgt gat gtg get gtt gag ctt cgt gag cgt ttc ggc gag 
Arg He Asn Arg Asp Val Ala Val Glu Leu Arg Glu Arg Phe Gly Glu 
230 235 240 245 



643 



691 



739 



835 



883 



ggt gtt cct ttg aag ccc gtg gtc aag cca ggt tec tgg att ggt gga 
Gly Val Pro Leu Lys Pro Val Val Lys Pro Gly Ser Trp He Gly Gly 
250 255 260 

gac cac gac ggt aac cct tat gtc acc gcg gaa aca gtt gag tat tec 
Asp His Asp Gly Asn Pro Tyr Val Thr Ala Glu Thr Val Glu Tyr Ser 
265 270 275 

act cac cgc get gcg gaa acc gtg etc aag tac tat gca cgc cag ctg 
Thr His Arg Ala Ala Glu Thr Val Leu Lys Tyr Tyr Ala Arg Gin Leu 
280 285 290 

cat tec etc gag cat gag etc age ctg teg gac cgc atg aat aag gtc 
His Ser Leu Glu His Glu Leu Ser Leu Ser Asp Arg Met Asn Lys Val 
295 300 305 

acc ccg cag ctg ctt gcg ctg gca gat gca ggg cac aac gac gtg cca 
Thr Pro Gin Leu Leu Ala Leu Ala Asp Ala Gly His Asn Asp Val Pro 
310 315 320 325 

age cgc gtg gat gag cct tat cga cgc gee gtc cat ggc gtt cgc gga 1123 
Ser Arg Val Asp Glu Pro Tyr Arg Arg Ala Val His Gly Val Arg Gly 
330 335 340 

cgt ate etc gcg acg acg gee gag ctg ate ggc gag gac gee gtt gag 1171 
Arg He Leu Ala Thr Thr Ala Glu Leu He Gly Glu Asp Ala Val Glu 
345 350 355 



931 



979 



1027 



1075 



ggc gtg tgg ttc aag gtc ttt act cca tac gca tct ccg gaa gaa ttc 
Gly Val Trp Phe Lys Val Phe Thr Pro Tyr Ala Ser Pro Glu Glu Phe 



1219 
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360 365 370 

tta aac gat gcg ttg acc att gat cat tct ctg cgt gaa tec aag gac 1267 

Leu Asn Asp Ala Leu Thr He Asp His Ser Leu Arg Glu Ser Lys Asp 
375 380 385 

gtt etc att gee gat gat cgt ttg tct gtg ctg att tct gee ate gag 1315 

Val Leu He Ala Asp Asp Arg Leu Ser Val Leu He Ser Ala He Glu 
390 395 400 405 



age ttt gga ttc aac ctt tac gca ctg gat ctg cgc caa aac tec gaa 
Ser Phe Gly Phe Asn Leu Tyr Ala Leu Asp Leu Arg Gin Asn Ser Glu 
410 415 420 



gag get gtt aag aaa ttc ggg cca egg atg gtg cct cac tgc ate ate 
Glu Ala Val Lys Lys Phe Gly Pro Arg Met Val Pro His Cys He He 
490 495 500 



aag 



gee gga ate etc gac gaa ctg tgg aaa att gat etc tac cgc aac tac 
Ala Gly He Leu Asp Glu Leu Trp Lys He Asp Leu Tyr Arg Asn Tyr 
550 555 560 565 

etc ctg cag cgc gac aac gtc cag gaa gtc atg etc ggt tac tec gat 
Leu Leu Gin Arg Asp Asn Val Gin Glu Val Met Leu Gly Tyr Ser Asp 
570 575 580 

tec aac aag gat ggc gga tat ttc tec gca aac tgg gcg ctt tac gac 
Ser Asn Lys Asp Gly Gly Tyr Phe Ser Ala Asn Trp Ala Leu Tyr Asp 
585 590 595 

gcg gaa ctg cag etc gtc gaa eta tgc cga tea gee ggg gtc aag ctt 
Ala Glu Leu Gin Leu Val Glu Leu Cys Arg Ser Ala Gly Val Lys Leu 
600 605 610 



1363 



age tac gag gac gtc etc acc gag ctt ttc gaa cgc gec caa gtc acc 1411 
Ser Tyr Glu Asp Val Leu Thr Glu Leu Phe Glu Arg Ala Gin Val Thr 
425 430 435 

gca aac tac cgc gag ctg tct gaa gca gag aag ctt gag gtg ctg ctg 1459 
Ala Asn Tyr Arg Glu Leu Ser Glu Ala Glu Lys Leu Glu Val Leu Leu 
440 445 450 

aag gaa ctg cgc age cct cgt ccg ctg ate ccg cac ggt tea gat gaa 1507 
Lys Glu Leu Arg Ser Pro Arg Pro Leu He Pro His Gly Ser Asp Glu 
455 460 465 

tac age gag gtc acc gac cgc gag etc ggc ate ttc cgc acc gcg teg 1555 
Tyr Ser Glu Val Thr Asp Arg Glu Leu Gly He Phe Arg Thr Ala Ser 
470 475 480 485 



1603 



tec atg gca tea teg gtc acc gat gtg etc gag ccg atg gtg ttg etc 1651 
Ser Met Ala Ser Ser Val Thr Asp Val Leu Glu Pro Met Val Leu Leu 
505 510 515 



gaa ttc gga etc ate gca gee aac ggc gac aac cca cgc ggc acc 1699 
Lys Glu Phe Gly Leu He Ala Ala Asn Gly Asp Asn Pro Arg Gly Thr 
520 525 530 

gtc gat gtc ate cca ctg ttc gaa acc ate gaa gat etc cag gee ggc 1747 
Val Asp Val He Pro Leu Phe Glu Thr He Glu Asp Leu Gin Ala Gly 
535 540 545 



1795 



1843 



1891 



1939 
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cgc ctg ttc cac ggc cgt ggt ggc acc gtc ggc cgc ggt ggc gga cct 
Arg Leu Phe His Gly Arg Gly Gly Thr Val Gly Arg Gly Gly Gly Pro 
615 620 625 

tec tac gac gcg att ctt gec cag ccc agg ggg get gtc caa ggt tec 
Ser Tyr Asp Ala lie Leu Ala Gin Pro Arg Gly Ala Val Gin Gly Ser 
630 635 640 645 

gtg cgc ate acc gag cag ggc gag ate ate tec get aag tac ggc aac 
Val Arg He Thr Glu Gin Gly Glu He He Ser Ala Lys Tyr Gly Asn 
650 655 660 



gtg etc age tgg tea cag tct cgt gtc atg ctg cca ggc tgg ttt ggt 
Val Leu Ser Trp Ser Gin Ser Arg Val Met Leu Pro Gly Trp Phe Gly 
760 765 770 



acc tea gtg ttg gat aac atg get cag gtg atg tec aag gca gag ctg 

Thr Ser Val Leu Asp Asn Met Ala Gin Val Met Ser Lys Ala Glu Leu 
810 815 820 

cgt ttg gca aag etc tac gca gac ctg ate cca gat acg gaa gta gee 

Arg Leu Ala Lys Leu Tyr Ala Asp Leu He Pro Asp Thr Glu Val Ala 
825 830 835 

gag cga gtc tat tec gtc ate cgc gag gag tac ttc ctg acc aag aag 

Glu Arg Val Tyr Ser Val He Arg Glu Glu Tyr Phe Leu Thr Lys Lys 
840 845 850 



1987 



2035 



2083 



2227 



ccc gaa acc gcg cgc cga aac etc gaa gee ctg gtc tea gee acg ctt 2131 
Pro Glu Thr Ala Arg Arg Asn Leu Glu Ala Leu Val Ser Ala Thr Leu 
665 670 675 

gag gca teg ctt etc gac gtc tec gaa etc acc gat cac caa cgc gcg 2179 
Glu Ala Ser Leu Leu Asp Val Ser Glu Leu Thr Asp His Gin Arg Ala 
680 685 690 

tac gac ate atg agt gag ate tct gag etc age ttg aag aag tac gee 
Tyr Asp He Met Ser Glu He Ser Glu Leu Ser Leu Lys Lys Tyr Ala 
695 700 705 

tec ttg gtg cac gag gat caa ggc ttc ate gat tac ttc acc cag tec 2275 
Ser Leu Val His Glu Asp Gin Gly Phe He Asp Tyr Phe Thr Gin Ser 
710 715 720 725 

acg ccg ctg cag gag att gga tec etc aac ate gga tec agg cct tec 2323 
Thr Pro Leu Gin Glu He Gly Ser Leu Asn He Gly Ser Arg Pro Ser 
730 735 740 

tea cgc aag cag acc tec teg gtg gaa gat ttg cga gec ate cca tgg 2371 
Ser Arg Lys Gin Thr Ser Ser Val Glu Asp Leu Arg Ala He Pro Trp 
745 750 755 



2419 



gtc gga acc gca tta gag cag tgg att ggc gaa ggg gag cag gee acc 2467 
Val Gly Thr Ala Leu Glu Gin Trp He Gly Glu Gly Glu Gin Ala Thr 
775 780 785 

caa cgc att gee gag ctg caa aca etc aat gag tec tgg cca ttt ttc 2515 
Gin Arg He Ala Glu Leu Gin Thr Leu Asn Glu Ser Trp Pro Phe Phe 
790 795 800 805 



2563 



2611 



2659 
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atg ttc tgc gta ate acc ggc tct gat gat ctg ctt gat gac aac cca 
Met Phe Cys Val lie Thr Gly Ser Asp Asp Leu Leu Asp Asp Asn Pro 
855 860 865 



2707 



ctt etc gca cgc tct gtc cag cgc cga tac ccc tac ctg ctt cca etc 2755 
Leu Leu Ala Arg Ser Val Gin Arg Arg Tyr Pro Tyr Leu Leu Pro Leu 
870 875 880 885 



aac gtg ate cag gta gag atg atg cga cgc tac cga aaa ggc gac caa 
Asn Val He Gin Val Glu Met Met Arg Arg Tyr Arg Lys Gly Asp Gin 
890 895 900 

age gag caa gtg tec cgc aac att cag ctg acc atg aac ggt ctt tec 
Ser Glu Gin Val Ser Arg Asn He Gin Leu Thr Met Asn Gly Leu Ser 
905 910 915 

act gcg ctg cgc aac tec ggc tagtccagcc ggctgggtag tac 
Thr Ala Leu Arg Asn Ser Gly 
920 



2803 



2851 



2895 



<210> 110 
<211> 924 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 110 

Val Phe Lys Val Val Met Thr Asp Phe Leu Arg Asp Asp He Arg Phe 
15 10 15 

Leu Gly Gin lie Leu Gly Glu Val lie Ala Glu Gin Glu Gly Gin Glu 
20 25 30 

Val Tyr Glu Leu Val Glu Gin Ala Arg Leu Thr Ser Phe Asp lie Ala 
35 40 45 

Lys Gly Asn Ala Glu Met Asp Ser Leu Val Gin Val Phe Asp Gly He 
50 55 60 

Thr Pro Ala Lys Ala Thr Pro He Ala Arg Ala Phe Ser His Phe Ala 
65 70 75 80 

Leu Leu Ala Asn Leu Ala Glu Asp Leu Tyr Asp Glu Glu Leu Arg Glu 
85 90 95 

Gin Ala Leu Asp Ala Gly Asp Thr Pro Pro Asp Ser Thr Leu Asp Ala 
100 105 HO 

Thr Trp Leu Lys Leu Asn Glu Gly Asn Val Gly Ala Glu Ala Val Ala 
115 120 125 

Asp Val Leu Arg Asn Ala Glu Val Ala Pro Val Leu Thr Ala His Pro 
130 135 140 

Thr Glu Thr Arg Arg Arg Thr Val Phe Asp Ala Gin Lys Trp He Thr 
145 150 155 160 

Thr His Met Arg Glu Arg His Ala Leu Gin Ser Ala Glu Pro Thr Ala 
165 170 175 

Arg Thr Gin Ser Lys Leu Asp Glu He Glu Lys Asn He Arg Arg Arg 
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180 185 190 

lie Thr lie Leu Trp Gin Thr Ala Leu lie Arg Val Ala Arg Pro Arg 
195 200 205 

lie Glu Asp Glu He Glu Val Gly Leu Arg Tyr Tyr Lys Leu Ser Leu 
210 215 220 

Leu Glu Glu He Pro Arg He Asn Arg Asp Val Ala Val Glu Leu Arg 
225 230 235 240 

Glu Arg Phe Gly Glu Gly Val Pro Leu Lys Pro Val Val Lys Pro Gly 
245 250 255 

Ser Trp He Gly Gly Asp His Asp Gly Asn Pro Tyr Val Thr Ala Glu 
260 265 270 

Thr Val Glu Tyr Ser Thr His Arg Ala Ala Glu Thr Val Leu Lys Tyr 
275 280 285 

Tyr Ala Arg Gin Leu His Ser Leu Glu His Glu Leu Ser Leu Ser Asp 
290 295 300 

Arg Met Asn Lys Val Thr Pro Gin Leu Leu Ala Leu Ala Asp Ala Gly 
305 310 315 320 

His Asn Asp Val Pro Ser Arg Val Asp Glu Pro Tyr Arg Arg Ala Val 
325 330 335 

His Gly Val Arg Gly Arg He Leu Ala Thr Thr Ala Glu Leu He Gly 
340 345 350 

Glu Asp Ala Val Glu Gly Val Trp Phe Lys Val Phe Thr Pro Tyr Ala 
355 360 365 

Ser Pro Glu Glu Phe Leu Asn Asp Ala Leu Thr He Asp His Ser Leu 
370 375 380 

Arg Glu Ser Lys Asp Val Leu He Ala Asp Asp Arg Leu Ser Val Leu 
385 390 395 400 

He Ser Ala He Glu Ser Phe Gly Phe Asn Leu Tyr Ala Leu Asp Leu 
405 410 415 

Arg Gin Asn Ser Glu Ser Tyr Glu Asp Val Leu Thr Glu Leu Phe Glu 
420 425 430 

Arg Ala Gin Val Thr Ala Asn Tyr Arg Glu Leu Ser Glu Ala Glu Lys 
435 440 445 

Leu Glu Val Leu Leu Lys Glu Leu Arg Ser Pro Arg Pro Leu He Pro 
450 455 460 

His Gly Ser Asp Glu Tyr Ser Glu Val Thr Asp Arg Glu Leu Gly He 
465 470 475 480 

Phe Arg Thr Ala Ser Glu Ala Val Lys Lys Phe Gly Pro Arg Met Val 
485 490 495 



Pro His Cys He He Ser Met Ala Ser Ser Val Thr Asp Val Leu Glu 
500 505 510 
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Pro Met Val Leu 
515 

Asn Pro Arg Gly 
530 

Asp Leu GLn Ala 
545 

Leu Tyr Arg Asn 



Leu Gly Tyr Ser 
580 

Trp Ala Leu Tyr 

595 

Ala Gly VaL Lys 
610 

Arg Gly Gly Gly 
625 

Ala Val Gin Gly 



Ala Lys Tyr Gly 
660 

Val Ser Ala Thr 
675 

Asp His Gin Arg 
690 

Leu Lys Lys Tyr 
705 

Tyr Phe Thr Gin 



Gly Ser Arg Pro 
740 

Arg Ala lie Pro 
755 

Pro Gly Trp Phe 
770 

Gly Glu Gin Ala 
785 

Ser Trp Pro Phe 



Ser Lys Ala Glu 
820 



Leu Lys Glu Phe 
520 

Thr Val Asp Val 
535 

Gly Ala Gly lie 
550 

Tyr Leu Leu Gin 
565 

Asp Ser Asn Lys 



Asp Ala Glu Leu 
600 

Leu Arg Leu Phe 
615 

Pro Ser Tyr Asp 
630 

Ser Val Arg lie 
645 

Asn Pro Glu Thr 



Leu Glu Ala Ser 
680 

Ala Tyr Asp lie 
695 

Ala Ser Leu Val 
710 

Ser Thr Pro Leu 
725 

Ser Ser Arg Lys 



Trp Val Leu Ser 
760 

Gly Val Gly Thr 
775 

Thr Gin Arg lie 
790 

Phe Thr Ser Val 
805 

Leu Arg Leu Ala 



Gly Leu lie Ala 



lie Pro Leu Phe 
540 

Leu Asp Glu Leu 
555 

Arg Asp Asn Val 
570 

Asp Gly Gly Tyr 
585 

Gin Leu Val Glu 



His Gly Arg Gly 
620 

Ala lie Leu Ala 
635 

Thr Glu Gin Gly 
650 

Ala Arg Arg Asn 
665 

Leu Leu Asp Val 



Met Ser Glu lie 
700 

His Glu Asp Gin 
715 

Gin Glu lie Gly 
730 

Gin Thr Ser Ser 
745 

Trp Ser Gin Ser 



Ala Leu Glu Gin 
780 

Ala Glu Leu Gin 
795 

Leu Asp Asn Met 
810 

Lys Leu Tyr Ala 
825 



Ala Asn Gly Asp 
525 

Glu Thr He Glu 



Trp Lys He Asp 
560 

Gin Glu Val Met 
575 

Phe Ser Ala Asn 
590 

Leu Cys Arg Ser 
605 

Gly Thr Val Gly 



Gin Pro Arg Gly 
640 

Glu He He Ser 
655 

Leu Glu Ala Leu 
670 

Ser Glu Leu Thr 
685 

Ser Glu Leu Ser 



Gly Phe He Asp 
720 

Ser Leu Asn He 
735 

Val Glu Asp Leu 

750 

Arg Val Met Leu 
765 

Trp He Gly Glu 



Thr Leu Asn Glu 
800 

Ala Gin Val Met 
815 

Asp Leu He Pro 
830 
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Asp Thr Glu Val Ala Glu Arg Val 

835 840 

Phe Leu Thr Lys Lys Met Phe Cys 

850 855 

Leu Asp Asp Asn Pro Leu Leu Ala 
865 870 

Tyr Leu Leu Pro Leu Asn Val lie 
885 

Arg Lys Gly Asp Gin Ser Glu Gin 
900 

Met Asn Gly Leu Ser Thr Ala Leu 

915 920 



Tyr Ser Val lie Arg Glu Glu Tyr 
845 

Val lie Thr Gly Ser Asp Asp Leu 
860 

Arg Ser Val Gin Arg Arg Tyr Pro 
875 880 

Gin Val Glu Met Met Arg Arg Tyr 
890 895 

Val Ser Arg Asn lie Gin Leu Thr 
905 910 

Arg Asn Ser Gly 



<210> ill 
<211> 939 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (916) 

<223> RXN02326 

<400> 111 

ccaggcggac agttgtccaa cctgcgtgca caggccaccg cactgggcct tgcggatcgt 60 

ttcgaactca tcgaagacaa ctacgcaagc cgttaatgag atg ctg gga cgc cca 115 

Met Leu Gly Arg Pro 

1 5 

acc aag gtc acc cca tec tec aag gtt gtt ggc gac etc gca etc cac 163 

Thr Lys Val Thr Pro Ser Ser Lys Val Val Gly Asp Leu Ala Leu His 

10 15 20 

etc gtt ggt gcg ggt gtg gat cca gca gac ttt get gec gat cca caa 
Leu Val Gly Ala Gly Val Asp Pro Ala Asp Phe Ala Ala Asp Pro Gin 
25 30 35 

aag tac gac ate cca gac tct gtc ate gcg ttc ctg cgc ggc gag ctt 
Lys Tyr Asp lie Pro Asp Ser Val lie Ala Phe Leu Arg Gly Glu Leu 
40 45 50 

ggt aac cct cca ggt ggc tgg cca gag cca ctg cgc acc cgc gca ctg 
Gly Asn Pro Pro Gly Gly Trp Pro Glu Pro Leu Arg Thr Arg Ala Leu 
55 60 65 

gaa ggc cgc tec gaa ggc aag gca cct ctg acg gaa gtt cct gag gaa 355 
Glu Gly Arg Ser Glu Gly Lys Ala Pro Leu Thr Glu Val Pro Glu Glu 
70 75 80 85 



gag cag gcg cac etc gac get gat gat tec aag gaa cgt cgc aat age 
Glu Gin Ala His Leu Asp Ala Asp Asp Ser Lys Glu Arg Arg Asn Ser 
90 95 100 

etc aac cgc ctg ctg ttc ccg aag cca acc gaa gag ttc etc gag cac 



211 



259 



307 



403 



451 
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Leu Asn Arg Leu Leu Phe Pro Lys Pro Thr Glu Glu Phe Leu Glu His 
105 HO 115 

cgt cgc cgc ttc ggc aac acc tct gcg ctg gat gat cgt gaa ttc ttc 
Arg Arg Arg Phe Gly Asn Thr Ser Ala Leu Asp Asp Arg Glu Phe Phe 
120 125 130 



gca gtc gca ate ate gag get atg aag atg gaa gca aca ate act get 

Ala Val Ala He He Glu Ala Met Lys Met Glu Ala Thr He Thr Ala 

230 235 240 245 

tct gtt gac ggc aaa ate gat cgc gtt gtg gtt cct get gca acg aag 

Ser Val Asp Gly Lys He Asp Arg Val Val Val Pro Ala Ala Thr Lys 

250 255 260 



499 



tac ggc ctg gtc gaa ggc cgc gag act ttg ate cgc ctg cca gat gtg 547 
Tyr Gly Leu Val Glu Gly Arg Glu Thr Leu He Arg Leu Pro Asp Val 
135 140 145 

cgc acc cca ctg ctt gtt cgc ctg gat gcg ate tct gag cca gac gat 595 
Arg Thr Pro Leu Leu Val Arg Leu Asp Ala He Ser Glu Pro Asp Asp 
150 155 160 165 

aag ggt atg cgc aat gtt gtg gec aac gtc aac ggc cag ate cgc cca 
Lys Gly Met Arg Asn Val Val Ala Asn Val Asn Gly Gin He Arg Pro 
170 175 180 

atg cgt gtg cgt gac cgc tec gtt gag tct gtc acc gca acc gca gaa 
Met Arg Val Arg Asp Arg Ser Val Glu Ser Val Thr Ala Thr Ala Glu 
185 190 195 

aag gca gat tec tec aac aag ggc cat gtt get gca cca ttc get ggt 
Lys Ala Asp Ser Ser Asn Lys Gly His Val Ala Ala Pro Phe Ala Gly 
200 205 210 

gtt gtc acc gtg act gtt get gaa ggt gat gag gtc aag get gga gat 787 
Val Val Thr Val Thr Val Ala Glu Gly Asp Glu Val Lys Ala Gly Asp 
215 220 225 



643 



691 



739 



835 



883 



gtg gaa ggt ggc gac ttg ate gtc gtc gtt tec taaacctttc tgtaaaaagc 936 
Val Glu Gly Gly Asp Leu He Val Val Val Ser 
265 270 



ccc 



939 



<210> 112 
<211> 272 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 112 

Met Leu Gly Arg Pro Thr Lys Val Thr Pro Ser Ser Lys Val Val Gly 
15 10 15 

Asp Leu Ala Leu His Leu Val Gly Ala Gly Val Asp Pro Ala Asp Phe 
20 25 30 



Ala Ala Asp Pro Gin Lys Tyr Asp He Pro Asp Ser Val He Ala Phe 
35 40 45 
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Leu Arg Gly Glu Leu Gly Asn Pro Pro Gly Gly Trp Pro Glu Pro Leu 
50 55 60 

Arg Thr Arg Ala Leu Glu Gly Arg Ser Glu Gly Lys Ala Pro Leu Thr 
65 70 75 80 

Glu Val Pro Glu Glu Glu Gin Ala His Leu Asp Ala Asp Asp Ser Lys 
85 90 95 

Glu Arg Arg Asn Ser Leu Asn Arg Leu Leu Phe Pro Lys Pro Thr Glu 
100 105 HO 

Glu Phe Leu Glu His Arg Arg Arg Phe Gly Asn Thr Ser Ala Leu Asp 
115 120 125 

Asp Arg Glu Phe Phe Tyr Gly Leu Val Glu Gly Arg Glu Thr Leu lie 
130 135 140 

Arg Leu Pro Asp Val Arg Thr Pro Leu Leu Val Arg Leu Asp Ala lie 
145 150 155 160 

Ser Glu Pro Asp Asp Lys Gly Met Arg Asn Val Val Ala Asn Val Asn 
165 170 175 

Gly Gin lie Arg Pro Met Arg Val Arg Asp Arg Ser Val Glu Ser Val 
180 185 190 

Thr Ala Thr Ala Glu Lys Ala Asp Ser Ser Asn Lys Gly His Val Ala 
195 200 205 

Ala Pro Phe Ala Gly Val Val Thr Val Thr Val Ala Glu Gly Asp Glu 
210 215 220 

Val Lys Ala Gly Asp Ala Val Ala He He Glu Ala Met Lys Met Glu 
225 230 235 240 

Ala Thr He Thr Ala Ser Val Asp Gly Lys He Asp Arg Val Val Val 
245 250 255 

Pro Ala Ala Thr Lys Val Glu Gly Gly Asp Leu He Val Val Val Ser 
260 265 270 



<210> 113 
<211> 939 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (916) 

<223> FRXA02326 

<400> 113 

ccaggcggac agttgtccaa cctgcgtgca caggccaccg cactgggcct tgcggatcgt 60 

ttcgaactca tcgaagacaa ctacgcaagc cgttaatgag atg ctg gga cgc cca 11 

Met Leu Gly Arg Pro 
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acc aag gtc acc cca tec tec aag gtt gtt ggc gac etc gca etc cac 
Thr Lys Val Thr Pro Ser Ser Lys Val Val Gly Asp Leu Ala Leu His 
10 15 20 



163 



etc gtt ggt gcg ggt gtg gat cca gca gac ttt get gec gat cca caa 211 
Leu Val Gly Ala Gly Val Asp Pro Ala Asp Phe Ala Ala Asp Pro Gin 
25 30 35 



aag tac gac ate cca gac tct gtc ate gcg ttc ctg cgc ggc gag ctt 
Lys Tyr Asp He Pro Asp Ser Val He Ala Phe Leu Arg Gly Glu Leu 
40 45 50 



gtt gtc acc gtg act gtt get gaa ggt gat gag gtc aag get gga gat 

Val Val Thr Val Thr Val Ala Glu Gly Asp Glu Val Lys Ala Gly Asp 
215 220 225 

gca gtc gca ate ate gag get atg aag atg gaa gca aca ate act get 

Ala Val Ala He He Glu Ala Met Lys Met Glu Ala Thr He Thr Ala 

230 235 240 245 



259 



ggt aac cct cca ggt ggc tgg cca gag cca ctg cgc acc cgc gca ctg 307 
Gly Asn Pro Pro Gly Gly Trp Pro Glu Pro Leu Arg Thr Arg Ala Leu 
55 60 65 

gaa ggc cgc tec gaa ggc aag gca cct ctg acg gaa gtt cct gag gaa 355 
Glu Gly Arg Ser Glu Gly Lys Ala Pro Leu Thr Glu Val Pro Glu Glu 
70 75 80 85 

gag cag gcg cac etc gac get gat gat tec aag gaa cgt cgc aat age 
Glu Gin Ala His Leu Asp Ala Asp Asp Ser Lys Glu Arg Arg Asn Ser 
90 95 100 

etc aac cgc ctg ctg ttc ccg aag cca acc gaa gag ttc etc gag cac 
Leu Asn Arg Leu Leu Phe Pro Lys Pro Thr Glu Glu Phe Leu Glu His 
105 HO H5 

cgt cgc cgc ttc ggc aac acc tct gcg ctg gat gat cgt gaa ttc ttc 
Arg Arg Arg Phe Gly Asn Thr Ser Ala Leu Asp Asp Arg Glu Phe Phe 
120 125 130 

tac ggc ctg gtc gaa ggc cgc gag act ttg ate cgc ctg cca gat gtg 
Tyr Gly Leu Val Glu Gly Arg Glu Thr Leu He Arg Leu Pro Asp Val 
135 140 145 

cgc acc cca ctg ctt gtt cgc ctg gat gcg ate tct gag cca gac gat 
Arg Thr Pro Leu Leu Val Arg Leu Asp Ala He Ser Glu Pro Asp Asp 
150 155 160 165 

aag ggt atg cgc aat gtt gtg gee aac gtc aac ggc cag ate cgc cca 
Lys Gly Met Arg Asn Val Val Ala Asn Val Asn Gly Gin He Arg Pro 
170 175 180 

atg cgt gtg cgt gac cgc tec gtt gag tct gtc acc gca acc gca gaa 
Met Arg Val Arg Asp Arg Ser Val Glu Ser Val Thr Ala Thr Ala Glu 
185 190 195 



403 



451 



499 



547 



595 



643 



691 



aag gca gat tec tec aac aag ggc cat gtt get gca cca ttc get ggt 739 
Lys Ala Asp Ser Ser Asn Lys Gly His Val Ala Ala Pro Phe Ala Gly 
200 205 210 



787 



835 
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tct gtt gac ggc aaa ate gat cgc gtt gtg gtt cct get gca acg aag 883 

Ser Val Asp Gly Lys lie Asp Arg Val Val Val Pro Ala Ala Thr Lys 
250 255 260 

gtg gaa ggt ggc gac ttg ate gtc gtc gtt tec taaacctttc tgtaaaaagc 936 
Val Glu Gly Gly Asp Leu lie Val Val Val Ser 
265 270 

93 9 



<210> 114 
<211> 272 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 114 

Met Leu Gly Arg Pro Thr Lys Val Thr Pro Ser Ser Lys Val Val Gly 
15 10 15 

Asp Leu Ala Leu His Leu Val Gly Ala Gly Val Asp Pro Ala Asp Phe 
20 25 30 

Ala Ala Asp Pro Gin Lys Tyr Asp lie Pro Asp Ser Val lie Ala Phe 
35 40 45 

Leu Arg Gly Glu Leu Gly Asn Pro Pro Gly Gly Trp Pro Glu Pro Leu 
50 55 60 

Arg Thr Arg Ala Leu Glu Gly Arg Ser Glu Gly Lys Ala Pro Leu Thr 
65 70 75 80 

Glu Val Pro Glu Glu Glu Gin Ala His Leu Asp Ala Asp Asp Ser Lys 
85 90 95 

Glu Arg Arg Asn Ser Leu Asn Arg Leu Leu Phe Pro Lys Pro Thr Glu 
100 105 110 

Glu Phe Leu Glu His Arg Arg Arg Phe Gly Asn Thr Ser Ala Leu Asp 
115 120 125 

Asp Arg Glu Phe Phe Tyr Gly Leu Val Glu Gly Arg Glu Thr Leu lie 
130 135 140 

Arg Leu Pro Asp Val Arg Thr Pro Leu Leu Val Arg Leu Asp Ala lie 
145 150 155 160 

Ser Glu Pro Asp Asp Lys Gly Met Arg Asn Val Val Ala Asn Val Asn 
165 170 175 

Gly Gin lie Arg Pro Met Arg Val Arg Asp Arg Ser Val Glu Ser Val 
180 185 190 

Thr Ala Thr Ala Glu Lys Ala Asp Ser Ser Asn Lys Gly His Val Ala 
195 200 205 

Ala Pro Phe Ala Gly Val Val Thr Val Thr Val Ala Glu Gly Asp Glu 
210 215 220 



Val Lys Ala Gly Asp Ala Val Ala lie lie Glu Ala Met Lys Met Glu 
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Ala Thr lie Thr Ala Ser Val Asp Gly Lys lie Asp Arg Val Val Val 
245 250 255 

Pro Ala Ala Thr Lys Val Glu Gly Gly Asp Leu lie Val Val Val Ser 
260 265 270 



<210> 115 
<211> 1083 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1060) 
<223> RXN02327 

<400> 115 

accgctgaag cagcttggcc cagccgcgtt tgctcgtgat ctccgtgagc aggacgcact 60 

ggcagttact gataccacct tccgcgatgc acaccagtct ttg ctt gcg acc cga 115 

Leu Leu Ala Thr Arg 
1 5 

gtc cgc tea ttc gca ctg aag cot gcg gca gag gec gtc gca aag ctg 163 
Val Arg Ser Phe Ala Leu Lys Pro Ala Ala Glu Ala Val Ala Lys Leu 
10 15 20 

act cct gag ctt ttg tec gtg gag gec tgg ggc ggc gcg acc tac gat 211 
Thr Pro Glu Leu Leu Ser Val Glu Ala Trp Gly Gly Ala Thr Tyr Asp 
25 30 35 



gtg gcg atg cgt ttc etc ttt gag gat ccg tgg gac agg etc gac gag 
Val Ala Met Arg Phe Leu Phe Glu Asp Pro Trp Asp Arg Leu Asp Glu 
40 45 50 

ctg cgc gag gcg atg ccg aat gta aac att cag atg ctg ctt cgc ggc 
Leu Arg Glu Ala Met Pro Asn Val Asn He Gin Met Leu Leu Arg Gly 
55 60 65 

cgc aac acc gtg gga tac acc ccg tac cca gac tec gtc tgc cgc gcg 
Arg Asn Thr Val Gly Tyr Thr Pro Tyr Pro Asp Ser Val Cys Arg Ala 
70 75 80 85 

ttt gtt aag gaa get gec age tec ggc gtg gac ate ttc cgc ate ttc 
Phe Val Lys Glu Ala Ala Ser Ser Gly Val Asp He Phe Arg He Phe 
90 95 100 

gac gcg ctt aac gac gtc tec cag atg cgt cca gca ate gac gca gtc 
Asp Ala Leu Asn Asp Val Ser Gin Met Arg Pro Ala He Asp Ala Val 
105 HO H5 



259 



307 



355 



403 



451 



ctg gag acc aac acc gcg gta gec gag gtg get atg get tat tct ggt 
Leu Glu Thr Asn Thr Ala Val Ala Glu Val Ala Met Ala Tyr Ser Gly 
120 125 130 



499 
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gat etc tct gat cca aat gaa aag etc tac acc ctg gat tac tac eta 547 
Asp Leu Ser Asp Pro Asn Glu Lys Leu Tyr Thr Leu Asp Tyr Tyr Leu 
135 140 145 

aag atg gca gag gag ate gtc aag tct ggc get cac ate ttg gee att 595 
Lys Met Ala Glu Glu lie Val Lys Ser Gly Ala His lie Leu Ala lie 
150 155 160 165 

aag gat atg get ggt ctg ctt cgc cca get gcg gta acc aag ctg gtc 643 
Lys Asp Met Ala Gly Leu Leu Arg Pro Ala Ala Val Thr Lys Leu Val 
170 175 180 

acc gca ctg cgc cgt gaa ttc gat ctg cca gtg cac gtg cac acc cac 691 
Thr Ala Leu Arg Arg Glu Phe Asp Leu Pro Val His Val His Thr His 
185 190 195 



gac act gcg ggt ggc cag ctg gca acc tac ttt get gca get caa get 

Asp Thr Ala Gly Gly Gin Leu Ala Thr Tyr Phe Ala Ala Ala Gin Ala 
200 205 210 

ggt gca gat get gtt gac ggt get tec ggc acc act gtc tgg cac cac 

Gly Ala Asp Ala Val Asp Gly Ala Ser Gly Thr Thr Val Trp His His 
215 220 225 

etc cca age cat ccc ttg tct gee att gtt get gca ttc gcg cac acc 

Leu Pro Ser His Pro Leu Ser Ala lie Val Ala Ala Phe Ala His Thr 

230 235 240 245 

cgt cgc gat acc ggt ttg age etc gag get gtt tct gac etc gag ccg 

Arg Arg Asp Thr Gly Leu Ser Leu Glu Ala Val Ser Asp Leu Glu Pro 

250 255 260 

tac tgg gaa gca gtg cgc gga ctg tac ctg cca ttt gag tct gga acc 

Tyr Trp Glu Ala Val Arg Gly Leu Tyr Leu Pro Phe Glu Ser Gly Thr 
265 270 275 

cca ggc cca acc ggt cgc gtc tac cgc cac gaa ate cca ggc gga cag 
Pro Gly Pro Thr Gly Arg Val Tyr Arg His Glu lie Pro Gly Gly Gin 
280 285 290 



739 



787 



835 



883 



931 



979 



ttg tec aac ctg cgt gca cag gee acc gca ctg ggc ctt gcg gat cgt 1027 
Leu Ser Asn Leu Arg Ala Gin Ala Thr Ala Leu Gly Leu Ala Asp Arg 
295 300 305 

ttc gaa etc ate gaa gac aac tac gca age cgt taatgagatg ctgggacgcc 1080 
Phe Glu Leu lie Glu Asp Asn Tyr Ala Ser Arg 
310 315 320 

1083 



<210> 116 
<211> 320 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 116 

Leu Leu Ala Thr Arg Val Arg Ser Phe Ala Leu Lys Pro Ala Ala Glu 
15 10 15 



Ala Val Ala Lys Leu Thr Pro Glu Leu Leu Ser Val Glu Ala Trp Gly 
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20 25 30 

Gly Ala Thr Tyr Asp Val Ala Met Arg Phe Leu Phe Glu Asp Pro Trp 
35 40 45 

Asp Arg Leu Asp Glu Leu Arg Glu Ala Met Pro Asn Val Asn lie Gin 
50 55 60 

Met Leu Leu Arg Gly Arg Asn Thr Val Gly Tyr Thr Pro Tyr Pro Asp 
65 70 75 80 

Ser Val Cys Arg Ala Phe Val Lys Glu Ala Ala Ser Ser Gly Val Asp 
85 90 95 

lie Phe Arg lie Phe Asp Ala Leu Asn Asp Val Ser Gin Met Arg Pro 
100 105 HO 

Ala lie Asp Ala Val Leu Glu Thr Asn Thr Ala Val Ala Glu Val Ala 
115 120 125 

Met Ala Tyr Ser Gly Asp Leu Ser Asp Pro Asn Glu Lys Leu Tyr Thr 
130 135 140 

Leu Asp Tyr Tyr Leu Lys Met Ala Glu Glu lie Val Lys Ser Gly Ala 
145 150 155 160 

His lie Leu Ala lie Lys Asp Met Ala Gly Leu Leu Arg Pro Ala Ala 
165 170 175 

Val Thr Lys Leu Val Thr Ala Leu Arg Arg Glu Phe Asp Leu Pro Val 
180 185 190 

His Val His Thr His Asp Thr Ala Gly Gly Gin Leu Ala Thr Tyr Phe 
195 200 205 

Ala Ala Ala Gin Ala Gly Ala Asp Ala Val Asp Gly Ala Ser Gly Thr 
210 215 220 

Thr Val Trp His His Leu Pro Ser His Pro Leu Ser Ala lie Val Ala 
225 230 235 240 

Ala Phe Ala His Thr Arg Arg Asp Thr Gly Leu Ser Leu Glu Ala Val 
245 250 255 

Ser Asp Leu Glu Pro Tyr Trp Glu Ala Val Arg Gly Leu Tyr Leu Pro 
260 265 270 

Phe Glu Ser Gly Thr Pro Gly Pro Thr Gly Arg Val Tyr Arg His Glu 
275 280 285 

lie Pro Gly Gly Gin Leu Ser Asn Leu Arg Ala Gin Ala Thr Ala Leu 
290 295 300 

Gly Leu Ala Asp Arg Phe Glu Leu lie Glu Asp Asn Tyr Ala Ser Arg 
305 310 315 320 



<210> 117 
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<211> 1083 
<212> DNA 

<213> Corynebacterium glutamicum. 



<220> 
<221> CDS 

<222> (101) . . (1060) 
<223> FRXA02327 



<400> 117 

accgctgaag cagcttggcc cagccgcgtt tgctcgtgat ctccgtgagc aggacgcact 60 

ggcagttact gataccacct tccgcgatgc acaccagtct ttg ctt gcg acc cga 11 

Leu Leu Ala Thr Arg 
1 5 



gtc cgc tea ttc gca ctg aag cct gcg gca gag gec gtc gca aag ctg 
Val Arg Ser Phe Ala Leu Lys Pro Ala Ala Glu Ala Val Ala Lys Leu 
10 15 20 



163 



act cct gag ctt ttg tec gtg gag gec tgg ggc ggc gcg acc tac gat 211 
Thr Pro Glu Leu Leu Ser Val Glu Ala Trp Gly Gly Ala Thr Tyr Asp 
25 30 35 

gtg gcg atg cgt ttc etc ttt gag gat ccg tgg gac agg etc gac gag 259 
Val Ala Met Arg Phe Leu Phe Glu Asp Pro Trp Asp Arg Leu Asp Glu 
40 45 50 



ctg cgc gag gcg atg ccg aat gta aac att cag atg ctg ctt cgc ggc 
Leu Arg Glu Ala Met Pro Asn Val Asn lie Gin Met Leu Leu Arg Gly 
55 60 65 



ttt gtt aag gaa get gee age tec ggc gtg gac ate ttc cgc ate ttc 
Phe Val Lys Glu Ala Ala Ser Ser Gly Val Asp lie Phe Arg He Phe 
90 95 100 



ctg gag acc aac acc gcg gta gec gag gtg get atg get tat tct ggt 

Leu Glu Thr Asn Thr Ala Val Ala Glu Val Ala Met Ala Tyr Ser Gly 
120 125 130 

gat etc tct gat cca aat gaa aag etc tac acc ctg gat tac tac eta 

Asp Leu Ser Asp Pro Asn Glu Lys Leu Tyr Thr Leu Asp Tyr Tyr Leu 
135 140 145 

aag atg gca gag gag ate gtc aag tct ggc get cac ate ttg gec att 

Lys Met Ala Glu Glu He Val Lys Ser Gly Ala His He Leu Ala He 

150 155 160 165 

aag gat atg get ggt ctg ctt cgc cca get gcg gta acc aag ctg gtc 

Lys Asp Met Ala Gly Leu Leu Arg Pro Ala Ala Val Thr Lys Leu Val 

170 175 180 

acc gca ctg cgc cgt gaa ttc gat ctg cca gtg cac gtg cac acc cac 



307 



cgc aac acc gtg gga tac acc ccg tac cca gac tec gtc tgc cgc gcg 355 
Arg Asn Thr Val Gly Tyr Thr Pro Tyr Pro Asp Ser Val Cys Arg Ala 
70 75 80 85 



403 



gac gcg ctt aac gac gtc tec cag atg cgt cca gca ate gac gca gtc 451 
Asp Ala Leu Asn Asp Val Ser Gin Met Arg Pro Ala He Asp Ala Val 
105 HO H5 



499 



547 



595 



643 



691 
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Thr Ala Leu Arg Arg Glu Phe Asp Leu Pro Val His Val His Thr His 
185 190 195 

gac act gcg ggt ggc cag ctg gca acc tac ttt get gca get caa get 
Asp Thr Ala Gly Gly Gin Leu Ala Thr Tyr Phe Ala Ala Ala Gin Ala 
200 205 210 

ggt gca gat get gtt gac ggt get tec ggc acc act gtc tgg cac cac 
Gly Ala Asp Ala Val Asp Gly Ala Ser Gly Thr Thr Val Trp His His 
215 220 225 

etc cca age cat ccc ttg tct gee att gtt get gca ttc gcg cac acc 
Leu Pro Ser His Pro Leu Ser Ala He Val Ala Ala Phe Ala His Thr 
230 235 240 245 

cgt cgc gat acc ggt ttg age etc gag get gtt tct gac etc gag ccg 
Arg Arg Asp Thr Gly Leu Ser Leu Glu Ala Val Ser Asp Leu Glu Pro 
250 255 260 

tac tgg gaa gca gtg cgc gga ctg tac ctg cca ttt gag tct gga acc 
Tyr Trp Glu Ala Val Arg Gly Leu Tyr Leu Pro Phe Glu Ser Gly Thr 
265 270 275 

cca ggc cca acc ggt cgc gtc tac cgc cac gaa ate cca ggc gga cag 
Pro Gly Pro Thr Gly Arg Val Tyr Arg His Glu He Pro Gly Gly Gin 
280 285 290 

ttg tec aac ctg cgt gca cag gec acc gca ctg ggc ctt gcg gat cgt 
Leu Ser Asn Leu Arg Ala Gin Ala Thr Ala Leu Gly Leu Ala Asp Arg 
295 300 305 



739 



787 



835 



931 



979 



1027 



ttc gaa etc ate gaa gac aac tac gca age cgt taatgagatg ctgggacgcc 1080 
Phe Glu Leu He Glu Asp Asn Tyr Ala Ser Arg 
310 315 320 



caa 



1083 



<210> 118 
<211> 320 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 118 

Leu Leu Ala Thr Arg Val Arg Ser Phe Ala Leu Lys Pro Ala Ala Glu 
15 10 15 

Ala Val Ala Lys Leu Thr Pro Glu Leu Leu Ser Val Glu Ala Trp Gly 
20 25 30 

Gly Ala Thr Tyr Asp Val Ala Met Arg Phe Leu Phe Glu Asp Pro Trp 
35 40 45 

Asp Arg Leu Asp Glu Leu Arg Glu Ala Met Pro Asn Val Asn He Gin 
50 55 60 

Met Leu Leu Arg Gly Arg Asn Thr Val Gly Tyr Thr Pro Tyr Pro Asp 
65 70 75 80 

Ser Val Cys Arg Ala Phe Val Lys Glu Ala Ala Ser Ser Gly Val Asp 
85 90 95 
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Ile Phe Arg lie Phe Asp Ala Leu Asn Asp Val Ser Gin Met Arg Pro 
100 105 HO 

Ala He Asp Ala Val Leu Glu Thr Asn Thr Ala Val Ala Glu Val Ala 
115 120 125' 

Met Ala Tyr Ser Gly Asp Leu Ser Asp Pro Asn Glu Lys Leu Tyr Thr 
130 135 140 

Leu Asp Tyr Tyr Leu Lys Met Ala Glu Glu He Val Lys Ser Gly Ala 
145 150 155 160 

His He Leu Ala He Lys Asp Met Ala Gly Leu Leu Arg Pro Ala Ala 
165 170 175 

Val Thr Lys Leu Val Thr Ala Leu Arg Arg Glu Phe Asp Leu Pro Val 
180 185 190 

His Val His Thr His Asp Thr Ala Gly Gly Gin Leu Ala Thr Tyr Phe 
195 200 205 

Ala Ala Ala Gin Ala Gly Ala Asp Ala Val Asp Gly Ala Ser Gly Thr 
210 215 220 

Thr Val Trp His His Leu Pro Ser His Pro Leu Ser Ala He Val Ala 
225 230 235 240 

Ala Phe Ala His Thr Arg Arg Asp Thr Gly Leu Ser Leu Glu Ala Val 
245 250 255 

Ser Asp Leu Glu Pro Tyr Trp Glu Ala Val Arg Gly Leu Tyr Leu Pro 
260 265 270 

Phe Glu Ser Gly Thr Pro Gly Pro Thr Gly Arg Val Tyr Arg His Glu 
275 280 285 

He Pro Gly Gly Gin Leu Ser Asn Leu Arg Ala Gin Ala Thr Ala Leu 
290 295 300 

Gly Leu Ala Asp Arg Phe Glu Leu He Glu Asp Asn Tyr Ala Ser Arg 
305 310 315 320 



<210> 119 
<211> 1719 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1696) 
<223> RXN02328 

<400> 119 

gaagtcgtgc aggtcagggg agtgttgccc gaaaacattg agaggaaaac aaaaaccgat 
gtttgattgg gggaatcggg ggttacgata ctaggacgca gtg act get ate acc 
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Val Thr Ala lie Thr 
1 5 



ctt ggc ggt etc ttg ttg aaa gga ata att act eta gtg teg act cac 
Leu Gly Gly Leu Leu Leu Lys Gly lie lie Thr Leu Val Ser Thr His 
10 15 20 



ggc gaa ate gcg gtc cgt get ttc cgt gca gca etc gaa ace ggt gca 
Gly Glu He Ala Val Arg Ala Phe Arg Ala Ala Leu Glu Thr Gly Ala 
40 45 50 

gec acg gta get att tac ccc cgt gaa gat egg gga tea ttc cac cgc 
Ala Thr Val Ala He Tyr Pro Arg Glu Asp Arg Gly Ser Phe His Arg 
55 60 65 

tct ttt get tct gaa get gtc cgc att ggt ace gaa ggc tea cca gtc 
Ser Phe Ala Ser Glu Ala Val Arg He Gly Thr Glu Gly Ser Pro Val 
70 75 80 85 

aag gcg tac ctg gac ate gat gaa att ate ggt gca get aaa aaa gtt 
Lys Ala Tyr Leu Asp He Asp Glu He He Gly Ala Ala Lys Lys Val 
90 95 100 

aaa gca gat gee att tac ccg gga tac ggc ttc ctg tct gaa aat gee 
Lys Ala Asp Ala He Tyr Pro Gly Tyr Gly Phe Leu Ser Glu Asn Ala 
105 HO H5 

cag ctt gee cgc gag tgt gcg gaa aac ggc att act ttt att ggc cca 
Gin Leu Ala Arg Glu Cys Ala Glu Asn Gly He Thr Phe He Gly Pro 
120 125 130 

ace cca gag gtt ctt gat etc acc ggt gat aag tct cgc gcg gta ace 
Thr Pro Glu Val Leu Asp Leu Thr Gly Asp Lys Ser Arg Ala Val Thr 
135 140 145 



aaa aac ate gat gag ate gtt aaa age get gaa ggc cag act tac ccc 

Lys Asn He Asp Glu He Val Lys Ser Ala Glu Gly Gin Thr Tyr Pro 
170 175 180 

ate ttt gtg aag gca gtt gee ggt ggt ggc gga cgc ggt atg cgt ttt 

He Phe Val Lys Ala Val Ala Gly Gly Gly Gly Arg Gly Met Arg Phe 
185 190 195 

gtt get tea cct gat gag ctt cgc aaa tta gca aca gaa gca tct cgt 

Val Ala Ser Pro Asp Glu Leu Arg Lys Leu Ala Thr Glu Ala Ser Arg 

200 205 210 

gaa get gaa gcg get ttc ggc gat ggc gcg gta tat gtc gaa cgt get 

Glu Ala Glu Ala Ala Phe Gly Asp Gly Ala Val Tyr Val Glu Arg Ala 
215 220 225 

gtg att aac cct cag cat att gaa gtg cag ate ctt ggc gat cac act 

Val He Asn Pro Gin His He Glu Val Gin He Leu Gly Asp His Thr 



163 



aca tct tea acg ctt cca gca ttc aaa aag ate ttg gta gca aac cgc 211 
Thr Ser Ser Thr Leu Pro Ala Phe Lys Lys He Leu Val Ala Asn Arg 
25 30 35 



259 



307 



355 



403 



451 



499 



547 



gec gcg aag aag get ggt ctg cca gtt ttg gcg gaa tec acc ccg age 595 
Ala Ala Lys Lys Ala Gly Leu Pro Val Leu Ala Glu Ser Thr Pro Ser 
150 155 160 165 



643 



691 



739 



787 



835 
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230 235 240 245 

gga gaa gtt gta cac ctt tat gaa cgt gac tgc tea ctg cag cgt cgt 
Gly Glu Val Val His Leu Tyr Glu Arg Asp Cys Ser Leu Gin Arg Arg 
250 255 260 

cac caa aaa gtt gtc gaa att gcg cca gca cag cat ttg gat cca gaa 
His Gin Lys Val Val Glu He Ala Pro Ala Gin His Leu Asp Pro Glu 
265 270 275 

ctg cgt gat cgc att tgt gcg gat gca gta aag ttc tgc cgc tec att 
Leu Arg Asp Arg He Cys Ala Asp Ala Val Lys Phe Cys Arg Ser He 
280 285 290 



aac cac gtc ttc ate gaa atg aac cca cgt ate cag gtt gag cac acc 
Asn His Val Phe He Glu Met Asn Pro Arg He Gin Val Glu His Thr 
310 315 320 325 



ate aag acc cac ggt gca gca ctg cag tgc cgc ate acc acg gaa gat 
He Lys Thr His Gly Ala Ala Leu Gin Cys Arg He Thr Thr Glu Asp 
360 365 370 



ggc gaa ate acc gca cac ttt gac tec atg ctg gtg aaa atg acc tgc 
Gly Glu He Thr Ala His Phe Asp Ser Met Leu Val Lys Met Thr Cys 
410 415 420 



883 



931 



979 



ggt tac cag ggc gcg gga acc gtg gaa ttc ttg gtc gat gaa aag ggc 1027 
Gly Tyr Gin Gly Ala Gly Thr Val Glu Phe Leu Val Asp Glu Lys Gly 
295 300 305 



1075 



gtg act gaa gaa gtc acc gag gtg gac ctg gtg aag gcg cag atg cgc 1123 
Val Thr Glu Glu Val Thr Glu Val Asp Leu Val Lys Ala Gin Met Arg 
330 335 340 

ttg get get ggt gca acc ttg aag gaa ttg ggt ctg ace caa gat aag 1171 
Leu Ala Ala Gly Ala Thr Leu Lys Glu Leu Gly Leu Thr Gin Asp Lys 
345 350 355 



1219 



cca aac aac ggc ttc cgc cca gat acc gga act ate acc gcg tac cgc 1267 
Pro Asn Asn Gly Phe Arg Pro Asp Thr Gly Thr He Thr Ala Tyr Arg 
375 380 385 

tea cca ggc gga get ggc gtt cgt ctt gac ggt gca get cag etc ggt 1315 
Ser Pro Gly Gly Ala Gly Val Arg Leu Asp Gly Ala Ala Gin Leu Gly 
390 395 400 405 



1363 



cgt ggt tec gac ttt gaa act get gtt get cgt gca cag cgc gcg ttg 1411 

Arg Gly Ser Asp Phe Glu Thr Ala Val Ala Arg Ala Gin Arg Ala Leu 

425 430 435 

get gag ttc acc gtg tct ggt gtt gca acc aac att ggt ttc ttg cgt 1459 

Ala Glu Phe Thr Val Ser Gly Val Ala Thr Asn He Gly Phe Leu Arg 
440 445 450 

gcg ttg ctg egg gaa gag gac ttc act tec aag cgc ate gee acc gga 

Ala Leu Leu Arg Glu Glu Asp Phe Thr Ser Lys Arg He Ala Thr Gly 
455 460 465 

ttc att gee gat cac ccg cac etc ctt cag get cca cct get gat gat 1555 

Phe He Ala Asp His Pro His Leu Leu Gin Ala Pro Pro Ala Asp Asp 
470 475 480 485 



1507 



BGI-126CP 



- 179- 



gag cag gga cgc ate ctg gat tac ttg gca gat gtc ace gtg aac aag 1603 

Glu Gin Gly Arg He Leu Asp Tyr Leu Ala Asp Val Thr Val Asn Lys 
490 495 500 

cct cat ggt gtg cgt cca aag gat gtt gca get cct ate gat aag ctg 1651 

Pro His Gly Val Arg Pro Lys Asp Val Ala Ala Pro He Asp Lys Leu 

505 510 515 



cct aac ate aag gat ctg cca ctg cca cgc ggt tec cgt gac cgc 
Pro Asn He Lys Asp Leu Pro Leu Pro Arg Gly Ser Arg Asp Arg 
520 525 530 

tgaagcagct tggcccagcc gcg 



1696 



1719 



<210> 120 
<211> 532 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 120 

Val Thr Ala He Thr Leu Gly Gly Leu Leu Leu Lys Gly He He Thr 
15 10 15 

Leu Val Ser Thr His Thr Ser Ser Thr Leu Pro Ala Phe Lys Lys He 
20 25 30 

Leu Val Ala Asn Arg Gly Glu He Ala Val Arg Ala Phe Arg Ala Ala 
35 40 45 

Leu Glu Thr Gly Ala Ala Thr Val Ala He Tyr Pro Arg Glu Asp Arg 
50 55 60 

Gly Ser Phe His Arg Ser Phe Ala Ser Glu Ala Val Arg He Gly Thr 
65 70 75 80 

Glu Gly Ser Pro Val Lys Ala Tyr Leu Asp He Asp Glu He He Gly 
85 90 95 

Ala Ala Lys Lys Val Lys Ala Asp Ala He Tyr Pro Gly Tyr Gly Phe 
100 105 HO 

Leu Ser Glu Asn Ala Gin Leu Ala Arg Glu Cys Ala Glu Asn Gly He 
115 120 125 

Thr Phe He Gly Pro Thr Pro Glu Val Leu Asp Leu Thr Gly Asp Lys 
130 135 140 

Ser Arg Ala Val Thr Ala Ala Lys Lys Ala Gly Leu Pro Val Leu Ala 
145 150 155 160 

Glu Ser Thr Pro Ser Lys Asn He Asp Glu He Val Lys Ser Ala Glu 
165 170 175 

Gly Gin Thr Tyr Pro He Phe Val Lys Ala Val Ala Gly Gly Gly Gly 
180 185 190 



Arg Gly Met Arg Phe Val Ala Ser Pro Asp Glu Leu Arg Lys Leu Ala 
195 200 205 
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Thr Glu Ala Ser Arg Glu Ala Glu Ala Ala Phe Gly Asp Gly Ala Val 
210 215 220 

Tyr Val Glu Arg Ala Val He Asn Pro Gin His He Glu Val Gin He 
225 230 235 240 

Leu Gly Asp His Thr Gly Glu Val Val His Leu Tyr Glu Arg Asp Cys 
245 250 255 

Ser Leu Gin Arg Arg His Gin Lys Val Val Glu He Ala Pro Ala Gin 
260 265 270 

His Leu Asp Pro Glu Leu Arg Asp Arg He Cys Ala Asp Ala Val Lys 
275 280 285 

Phe Cys Arg Ser He Gly Tyr Gin Gly Ala Gly Thr Val Glu Phe Leu 
290 295 300 

Val Asp Glu Lys Gly Asn His Val Phe He Glu Met Asn Pro Arg He 
305 310 315 320 

Gin Val Glu His Thr Val Thr Glu Glu Val Thr Glu Val Asp Leu Val 
325 330 335 

Lys Ala Gin Met Arg Leu Ala Ala Gly Ala Thr Leu Lys Glu Leu Gly 
340 345 350 

Leu Thr Gin Asp Lys He Lys Thr His Gly Ala Ala Leu Gin Cys Arg 
355 360 365 

He Thr Thr Glu Asp Pro Asn Asn Gly Phe Arg Pro Asp Thr Gly Thr 
370 375 380 

He Thr Ala Tyr Arg Ser Pro Gly Gly Ala Gly Val Arg Leu Asp Gly 
385 390 395 400 

Ala Ala Gin Leu Gly Gly Glu He Thr Ala His Phe Asp Ser Met Leu 
405 410 415 

Val Lys Met Thr Cys Arg Gly Ser Asp Phe Glu Thr Ala Val Ala Arg 
420 425 430 

Ala Gin Arg Ala Leu Ala Glu Phe Thr Val Ser Gly Val Ala Thr Asn 
435 440 445 

He Gly Phe Leu Arg Ala Leu Leu Arg Glu Glu Asp Phe Thr Ser Lys 
450 455 460 

Arg He Ala Thr Gly Phe He Ala Asp His Pro His Leu Leu Gin Ala 
465 470 475 480 

Pro Pro Ala Asp Asp Glu Gin Gly Arg He Leu Asp Tyr Leu Ala Asp 
485 490 495 

Val Thr Val Asn Lys Pro His Gly Val Arg Pro Lys Asp Val Ala Ala 
500 505 510 

Pro He Asp Lys Leu Pro Asn He Lys Asp Leu Pro Leu Pro Arg Gly 
515 520 525 

Ser Arg Asp Arg 
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530 



<210> 121 
<211> 1406 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1383) 

<223> FRXA02328 

<400> 121 

get tct gaa get gtc cgc att ggt acc gaa ggc tea cca gtc aag gcg 
Ala Ser Glu Ala Val Arg He Gly Thr Glu Gly Ser Pro Val Lys Ala 



1 



5 10 15 



tac ctg gac ate gat gaa att ate ggt gca get aaa aaa gtt aaa gca 
Tyr Leu Asp He Asp Glu He He Gly Ala Ala Lys Lys Val Lys Ala 
20 25 30 

gat gec att tac ccg gga tac ggc ttc ctg tct gaa aat gee cag ctt 
Asp Ala He Tyr Pro Gly Tyr Gly Phe Leu Ser Glu Asn Ala Gin Leu 
35 40 45 

gee cgc gag tgt gcg gaa aac ggc att act ttt att ggc cca acc cca 
Ala Arg Glu Cys Ala Glu Asn Gly He Thr Phe He Gly Pro Thr Pro 
50 55 60 

gag gtt ctt gat etc acc ggt gat aag tct cgc gcg gta acc gec gcg 
Glu Val Leu Asp Leu Thr Gly Asp Lys Ser Arg Ala Val Thr Ala Ala 
65 70 75 80 

aag aag get ggt ctg cca gtt ttg gcg gaa tec acc ccg age aaa aac 
Lvs Lys Ala Gly Leu Pro Val Leu Ala Glu Ser Thr Pro Ser Lys Asn 
85 90 95 

ate gat gag ate gtt aaa age get gaa ggc cag act tac ccc ate ttt 
He Asp Glu He Val Lys Ser Ala Glu Gly Gin Thr Tyr Pro He Phe 
100 105 HO 

gtg aag gca gtt gee ggt ggt ggc gga cgc ggt atg cgt ttt gtt get 
Val Lys Ala Val Ala Gly Gly Gly Gly Arg Gly Met Arg Phe Val Ala 
115 120 125 

tea cct gat gag ctt cgc aaa tta gca aca gaa gca tct cgt gaa get 
Ser Pro Asp Glu Leu Arg Lys Leu Ala Thr Glu Ala Ser Arg Glu Ala 
130 135 140 

gaa gcg get ttc ggc gat ggc gcg gta tat gtc gaa cgt get gtg att 
Glu Ala Ala Phe Gly Asp Gly Ala Val Tyr Val Glu Arg Ala Val He 
145 150 155 160 

aac cct cag cat att gaa gtg cag ate ctt ggc gat cac act gga gaa 
Asn Pro Gin His He Glu Val Gin He Leu Gly Asp His Thr Gly Glu 
165 170 175 

gtt gta cac ctt tat gaa cgt gac tge tea ctg cag cgt cgt cac caa 
Val Val His Leu Tyr Glu Arg Asp Cys Ser Leu Gin Arg Arg His Gin 
180 185 190 



48 



96 



144 



192 



240 



288 



336 



38 4 



432 



480 



528 



576 
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aaa gtt gtc gaa att gcg cca gca cag cat ttg gat cca gaa ctg cgt 624 
Lys Val Val Glu He Ala Pro Ala Gin His Leu Asp Pro Glu Leu Arg 
195 200 205 

gat cgc att tgt gcg gat gca gta aag ttc tgc cgc tec att ggt tac 672 
Asp Arg He Cys Ala Asp Ala Val Lys Phe Cys Arg Ser He Gly Tyr 
210 215 220 

cag ggc gcg gga acc gtg gaa ttc ttg gtc gat gaa aag ggc aac cac 720 
Gin Gly Ala Gly Thr Val Glu Phe Leu Val Asp Glu Lys Gly Asn His 
225 230 235 240 

gtc ttc ate gaa atg aac cca cgt ate cag gtt gag cac acc gtg act 768 
Val Phe He Glu Met Asn Pro Arg He Gin Val Glu His Thr Val Thr 
245 250 255 

gaa gaa gtc acc gag gtg gac ctg gtg aag gcg cag atg cgc ttg get 816 
Glu Glu Val Thr Glu Val Asp Leu Val Lys Ala Gin Met Arg Leu Ala 
260 265 270 

get ggt gca acc ttg aag gaa ttg ggt ctg acc caa gat aag ate aag 864 
Ala Gly Ala Thr Leu Lys Glu Leu Gly Leu Thr Gin Asp Lys He Lys 
275 280 285 

acc cac ggt gca gca ctg cag tgc cgc ate acc acg gaa gat cca aac 912 
Thr His Gly Ala Ala Leu Gin Cys Arg He Thr Thr Glu Asp Pro Asn 
290 295 300 

aac ggc ttc cgc cca gat acc gga act ate acc gcg tac cgc tea cca 960 
Asn Gly Phe Arg Pro Asp Thr Gly Thr He Thr Ala Tyr Arg Ser Pro 
305 310 315 320 

ggc gga get ggc gtt cgt ctt gac ggt gca get cag etc ggt ggc gaa 1008 
Gly Gly Ala Gly Val Arg Leu Asp Gly Ala Ala Gin Leu Gly Gly Glu 
325 330 335 

ate acc gca cac ttt gac tec atg ctg gtg aaa atg acc tgc cgt ggt 1056 
He Thr Ala His Phe Asp Ser Met Leu Val Lys Met Thr Cys Arg Gly 
340 345 350 

tec gac ttt gaa act get gtt get cgt gca cag cgc gcg ttg get gag 1104 
Ser Asp Phe Glu Thr Ala Val Ala Arg Ala Gin Arg Ala Leu Ala Glu 
355 360 365 

ttc acc gtg tct ggt gtt gca acc aac att ggt ttc ttg cgt gcg ttg 1152 
Phe Thr Val Ser Gly Val Ala Thr Asn He Gly Phe Leu Arg Ala Leu 
370 375 380 

ctg egg gaa gag gac ttc act tec aag cgc ate gee acc gga ttc att 1200 
Leu Arg Glu Glu Asp Phe Thr Ser Lys Arg He Ala Thr Gly Phe He 
385 390 395 400 

gee gat cac ccg cac etc ctt cag get cca cct get gat gat gag cag 1248 
Ala Asp His Pro His Leu Leu Gin Ala Pro Pro Ala Asp Asp Glu Gin 
405 410 415 

gga cgc ate ctg gat tac ttg gca gat gtc acc gtg aac aag cct cat 1296 
Gly Arg He Leu Asp Tyr Leu Ala Asp Val Thr Val Asn Lys Pro His 
420 425 430 
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ggt gtg cgt cca aag gat gtt gca get cct ate gat aag ctg cct aac 1344 
Gly Val Arg Pro Lys Asp Val Ala Ala Pro lie Asp Lys Leu Pro Asn 
435 440 445 



ate aag gat ctg cca ctg cca cgc ggt tec cgt gac cgc tgaagcagct 
lie Lys Asp Leu Pro Leu Pro Arg Gly Ser Arg Asp Arg 
450 455 460 

tggcccagcc gcg 



<210> 122 
<211> 461 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 122 

Ala Ser Glu Ala Val Arg He Gly Thr Glu Gly Ser Pro Val Lys Ala 
15 10 15 

Tyr Leu Asp He Asp Glu He He Gly Ala Ala Lys Lys Val Lys Ala 
20 25 30 

Asp Ala He Tyr Pro Gly Tyr Gly Phe Leu Ser Glu Asn Ala Gin Leu 
35 40 45 

Ala Arg Glu Cys Ala Glu Asn Gly He Thr Phe He Gly Pro Thr Pro 
50 55 60 

Glu Val Leu Asp Leu Thr Gly Asp Lys Ser Arg Ala Val Thr Ala Ala 
65 70 75 80 

Lvs Lys Ala Gly Leu Pro Val Leu Ala Glu Ser Thr Pro Ser Lys Asn 
85 90 95 

He Asp Glu He Val Lys Ser Ala Glu Gly Gin Thr Tyr Pro He Phe 
100 105 HO 

Val Lys Ala Val Ala Gly Gly Gly Gly Arg Gly Met Arg Phe Val Ala 
115 120 125 

Ser Pro Asp Glu Leu Arg Lys Leu Ala Thr Glu Ala Ser Arg Glu Ala 
130 135 140 

Glu Ala Ala Phe Gly Asp Gly Ala Val Tyr Val Glu Arg Ala Val He 
145 150 155 160 

Asn Pro Gin His He Glu Val Gin He Leu Gly Asp His Thr Gly Glu 
165 170 175 

Val Val His Leu Tyr Glu Arg Asp Cys Ser Leu Gin Arg Arg His Gin 
180 185 190 

Lys Val Val Glu He Ala Pro Ala Gin His Leu Asp Pro Glu Leu Arg 
195 200 205 

Asp Arg He Cys Ala Asp Ala Val Lys Phe Cys Arg Ser He Gly Tyr 
210 215 220 

Gin Gly Ala Gly Thr Val Glu Phe Leu Val Asp Glu Lys Gly Asn His 
225 230 235 240 



1393 



1406 
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Val Phe He Glu Met Asn Pro Arg He Gin Val Glu His Thr Val Thr 
245 250 255 

Glu Glu Val Thr Glu Val Asp Leu Val Lys Ala Gin Met Arg Leu Ala 
260 265 270 

Ala Gly Ala Thr Leu Lys Glu Leu Gly Leu Thr Gin Asp Lys He Lys 
275 280 285 

Thr His Gly Ala Ala Leu Gin Cys Arg He Thr Thr Glu Asp Pro Asn 
290 295 300 

Asn Gly Phe Arg Pro Asp Thr Gly Thr He Thr Ala Tyr Arg Ser Pro 
305 310 315 320 

Gly Gly Ala Gly Val Arg Leu Asp Gly Ala Ala Gin Leu Gly Gly Glu 
325 330 335 

He Thr Ala His Phe Asp Ser Met Leu Val Lys Met Thr Cys Arg Gly 
340 345 350 

Ser Asp Phe Glu Thr Ala Val Ala Arg Ala Gin Arg Ala Leu Ala Glu 
355 360 365 

Phe Thr Val Ser Gly Val Ala Thr Asn He Gly Phe Leu Arg Ala Leu 
370 375 380 

Leu Arg Glu Glu Asp Phe Thr Ser Lys Arg He Ala Thr Gly Phe He 
385 390 395 400 

Ala Asp His Pro His Leu Leu Gin Ala Pro Pro Ala Asp Asp Glu Gin 
405 410 415 

Gly Arg He Leu Asp Tyr Leu Ala Asp Val Thr Val Asn Lys Pro His 
420 425 430 

Gly Val Arg Pro Lys Asp Val Ala Ala Pro He Asp Lys Leu Pro Asn 
435 440 445 

He Lys Asp Leu Pro Leu Pro Arg Gly Ser Arg Asp Arg 
450 455 460 



<210> 123 
<211> 1347 
<212> DNA 

<213> Corynebacterium glutarnicum 

<220> 
<221> CDS 

<222> (101) . . (1324) 
<223> RXN01048 

<400> 123 

agctacagat ttagctagtg tttttgttcc agaaccctaa atgaggttct acccttaaca 60 

gagcttcccg caaaaacacc gattaacaag gctaaatgat atg acc ate gac ctg 115 

Met Thr He Asp Leu 
1 5 
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cag cgt tec acc caa aac etc acc cat gag gaa ate ttc gag gca cac 
Gin Arg Ser Thr Gin Asn Leu Thr His Glu Glu He Phe Glu Ala His 



10 



15 20 



gag ggc gga aag etc tec att agt tec act cgt ccg etc cgc gac atg 
Glu Gly Gly Lys Leu Ser He Ser Ser Thr Arg Pro Leu Arg Asp Met 



25 



30 35 



105 



110 H5 



gtt cac gat gtt gac get ttg gtt gag acc ate gca gee ate gcg cct 
Val His Asp Val Asp Ala Leu Val Glu Thr He Ala Ala He Ala Pro 



120 



125 130 



tct ttc ggt get ate aac ttg gag gac ate tec get cct cgt tgc ttc 
Ser Phe Gly Ala He Asn Leu Glu Asp He Ser Ala Pro Arg Cys Phe 

140 145 



135 



gag gtg gag cgc cgc etc ate gag cgt etc gat att cca gtt atg cac 
Glu Val Glu Arg Arg Leu He Glu Arg Leu Asp He Pro Val Met His 
150 155 160 165 

gat gac cag cac ggc acc get gtg gtt ate etc get gcg ctg cgc aac 
Asp Asp Gin His Gly Thr Ala Val Val He Leu Ala Ala Leu Arg Asn 
170 175 180 

tec ctg aag ctg ctg gat cgc aag ate gaa gac etc aag att gtt att 
Ser Leu Lys Leu Leu Asp Arg Lys He Glu Asp Leu Lys He Val He 



185 



190 I 95 



163 



211 



cgc gat ctt tec ctt get tac acc cct ggt gtt get cag gtt tgt gaa 259 
Arg Asp Leu Ser Leu Ala Tyr Thr Pro Gly Val Ala Gin Val Cys Glu 
40 45 50 

gca ate aag gaa gat cca gag gtt gcg cgc acc cac acg ggc att gga 
Ala He Lys Glu Asp Pro Glu Val Ala Arg Thr His Thr Gly He Gly 
55 60 65 

aac acc gtc gcg gtt att tec gac ggc acc get gtt ctt ggc ctt ggc 
Asn Thr Val Ala Val He Ser Asp Gly Thr Ala Val Leu Gly Leu Gly 
70 75 80 85 

gat ate gga cct cag gec tec ctt ccc gtc atg gag ggc aag get cag 
Asp He Gly Pro Gin Ala Ser Leu Pro Val Met Glu Gly Lys Ala Gin 
90 95 100 

ctg ttt age tct ttc get ggc ctg aag get ate cct ate gtt ttg gac 
Leu Phe Ser Ser Phe Ala Gly Leu Lys Ala He Pro He Val Leu Asp 



tec ggc gca ggc gca gcg ggc gtt gca get gta gat atg ctg acc aac 
Ser Gly Ala Gly Ala Ala Gly Val Ala Ala Val Asp Met Leu Thr Asn 
200 205 210 

get gga gca acc gac ate gtg gtt ctt gat tec cga ggc ate ate cac 
Ala Gly Ala Thr Asp He Val Val Leu Asp Ser Arg Gly He He His 
215 220 225 

gac age cgt gag gat ctt tec cca gtt aag get get ctt gca gag aag 
Asp Ser Arg Glu Asp Leu Ser Pro Val Lys Ala Ala Leu Ala Glu Lys 
230 235 240 245 

acc aac cct cgt ggc ate age ggt ggc ate aat gag get ttc acc ggc 



307 



355 



403 



451 



499 



547 



595 



643 



691 



739 



787 



835 



883 
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Thr Asn Pro Arg Gly lie Ser Gly Gly lie Asn Glu Ala Phe Thr Gly 
250 255 260 

gcg gac ctg ttc att ggc gtg tec ggc ggc aac ate ggc gag gac get 931 
Ala Asp Leu Phe He Gly Val Ser Gly Gly Asn He Gly Glu Asp Ala 
265 270 275 

etc aaa etc atg gee ccg gag cca ate ctg ttc acc ctg gcg aac cca 979 
Leu Lys Leu Met Ala Pro Glu Pro He Leu Phe Thr Leu Ala Asn Pro 
280 285 290 

acc cca gag ate gat cct gag ctg tct cag aag tac ggc gec ate gtc 1027 
Thr Pro Glu He Asp Pro Glu Leu Ser Gin Lys Tyr Gly Ala He Val 
295 300 305 

gcg acc ggg cgc tct gac ctg cct aac cag ate aac aac gtg ctg gcg 1075 
Ala Thr Gly Arg Ser Asp Leu Pro Asn Gin He Asn Asn Val Leu Ala 
310 315 320 325 

ttc cca gga att ttc gec ggc get etc gea gee aag get aag aag ate 1123 
Phe Pro Gly He Phe Ala Gly Ala Leu Ala Ala Lys Ala Lys Lys lie 
330 335 340 

acc ccc gag atg aag etc gec get cag agg caa teg cag aca teg cag 1171 
Thr Pro Glu Met Lys Leu Ala Ala Gin Arg Gin Ser Gin Thr Ser Gin 
345 350 355 

ctg agg acc teg agg teg gee gea teg tgc eta ccg ccc tgg ate ccc 1219 
Leu Arg Thr Ser Arg Ser Ala Ala Ser Cys Leu Pro Pro Trp He Pro 
360 365 370 

gcg ttg ccc caa cag tea agg cag ctg tec agg ccg teg cca aag cgc 1267 
Ala Leu Pro Gin Gin Ser Arg Gin Leu Ser Arg Pro Ser Pro Lys Arg 
375 380 385 

aaa acg ctt aaa aat ttg ctt ate gac gec tec etc ccc gtc gag gcg 1315 
Lys Thr Leu Lys Asn Leu Leu He Asp Ala Ser Leu Pro Val Glu Ala 
390 395 400 405 

cca ata ttt taagagcaaa cttgaggccc aca 1347 
Pro He Phe 



<210> 124 
<211> 408 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 124 

Met Thr He Asp Leu Gin Arg Ser Thr Gin Asn Leu Thr His Glu Glu 
15 10 15 

He Phe Glu Ala His Glu Gly Gly Lys Leu Ser He Ser Ser Thr Arg 
20 25 30 

Pro Leu Arg Asp Met Arg Asp Leu Ser Leu Ala Tyr Thr Pro Gly Val 
35 40 45 



Ala Gin Val Cys Glu Ala He Lys Glu Asp Pro Glu Val Ala Arg Thr 
50 55 60 
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His Thr Gly lie 
65 

Val Leu Gly Leu 



Glu Gly Lys Ala 
100 

Pro lie Val Leu 
115 

Ala Ala He Ala 
130 

Ala Pro Arg Cys 
145 

He Pro Val Met 



Ala Ala Leu Arg 
180 

Leu Lys He Val 
195 

Asp Met Leu Thr 
210 

Arg Gly He He 
225 

Ala Leu Ala Glu 



Glu Ala Phe Thr 
260 

He Gly Glu Asp 
275 

Thr Leu Ala Asn 
290 

Tyr Gly Ala He 
305 

Asn Asn Val Leu 



Lys Ala Lys Lys 
340 

Ser Gin Thr Ser 
355 

Pro Pro Trp He 
370 



Gly Asn Thr Val 
70 

Gly Asp He Gly 
85 

Gin Leu Phe Ser 



Asp Val His Asp 
120 

Pro Ser Phe Gly 
135 

Phe Glu Val Glu 
150 

His Asp Asp Gin 
165 

Asn Ser Leu Lys 



He Ser Gly Ala 
200 

Asn Ala Gly Ala 
215 

His Asp Ser Arg 
230 

Lys Thr Asn Pro 
245 

Gly Ala Asp Leu 



Ala Leu Lys Leu 
280 

Pro Thr Pro Glu 
295 

Val Ala Thr Gly 
310 

Ala Phe Pro Gly 
325 

He Thr Pro Glu 



Gin Leu Arg Thr 
360 

Pro Ala Leu Pro 
375 



Ala Val He Ser 
75 

Pro Gin Ala Ser 
90 

Ser Phe Ala Gly 
105 

Val Asp Ala Leu 



Ala He Asn Leu 
140 

Arg Arg Leu He 
155 

His Gly Thr Ala 
170 

Leu Leu Asp Arg 
185 

Gly Ala Ala Gly 



Thr Asp He Val 
220 

Glu Asp Leu Ser 
235 

Arg Gly He Ser 
250 

Phe He Gly Val 
265 

Met Ala Pro Glu 



He Asp Pro Glu 
300 

Arg Ser Asp Leu 
315 

He Phe Ala Gly 
330 

Met Lys Leu Ala 
345 

Ser Arg Ser Ala 



Gin Gin Ser Arg 
380 



Asp Gly Thr Ala 
80 

Leu Pro Val Met 
95 

Leu Lys Ala He 
110 

Val Glu Thr He 
125 

Glu Asp He Ser 



Glu Arg Leu Asp 
160 

Val Val He Leu 
175 

Lys He Glu Asp 
190 

Val Ala Ala Val 
205 

Val Leu Asp Ser 



Pro Val Lys Ala 
240 

Gly Gly He Asn 
255 

Ser Gly Gly Asn 
270 

Pro He Leu Phe 
285 

Leu Ser Gin Lys 



Pro Asn Gin He 
320 

Ala Leu Ala Ala 
335 

Ala Gin Arg Gin 
350 

Ala Ser Cys Leu 
365 

Gin Leu Ser Arg 
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Pro Ser Pro Lys Arg Lys Thr Leu Lys Asn Leu Leu He Asp Ala Ser 
385 390 395 400 



Leu Pro Val Glu Ala Pro lie Phe 
405 



<210> 125 
<211> 311 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> {1} - . (288) 

<223> FRXA01048 



<400> 125 

cgc tct gac ttg cct aac cag ate aac aac gtg ctg gcg ttc cca gga 
Arg Ser Asp Leu Pro Asn Gin He Asn Asn Val Leu Ala Phe Pro Gly 



5 



10 15 



att ttc gec ggc get etc gca gee aag get aag aag ate ace ccc gag 
He Phe Ala Gly Ala Leu Ala Ala Lys Ala Lys Lys He Thr Pro Glu 

25 30 



20 



atq aag etc gec get cag agg caa teg cag aca teg cag ctg agg ace 
Met Lys Leu Ala Ala Gin Arg Gin Ser Gin Thr Ser Gin Leu Arg Thr 



35 



10 45 



teg agg teg gee gca teg tgc eta ccg ccc tgg ate ccc gcg ttg ccc 
Ser Arg Ser Ala Ala Ser Cys Leu Pro Pro Trp He Pro Ala Leu Pro 



50 



55 60 



caa cag tea agg cag ctg tec agg ccg teg cca aag cgc aaa acg ctt 
Gin Gin Ser Arg Gin Leu Ser Arg Pro Ser Pro Lys Arg Lys Thr Leu 



65 70 



75 80 



aaa aat ttg ctt ate gac gee tec etc ccc gtc gag gcg cca ata ttt 

Lys Asn Leu Leu He Asp Ala Ser Leu Pro Val Glu Ala Pro lie Phe 
85 90 95 

taagagcaaa cttgaggccc aca 



48 



96 



144 



192 



240 



288 



311 



<210> 126 
<211> 96 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 126 

Arq Ser Asp Leu Pro Asn Gin He Asn Asn Val Leu Ala Phe Pro Gly 
15 10 I 5 

He Phe Ala Gly Ala Leu Ala Ala Lys Ala Lys Lys lie Thr Pro Glu 
20 25 30 

Met Lys Leu Ala Ala Gin Arg Gin Ser Gin Thr Ser Gin Leu Arg Thr 
35 40 45 

Ser Arg Ser Ala Ala Ser Cys Leu Pro Pro Trp He Pro Ala Leu Pro 
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50 55 60 

Gin Gin Ser Arg Gin Leu Ser Arg Pro Ser Pro Lys Arg Lys Thr Leu 
65 70 75 80 

Lys Asn Leu Leu lie Asp Ala Ser Leu Pro Val Glu Ala Pro lie Phe 
85 90 95 



<210> 127 
<211> 1063 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1063) 
<223> FRXA00290 

<400> 127 

agctacagat ttagctagtg tttttgttcc agaaccctaa atgaggttct acccttaaca 60 

gagcttcccg caaaaacacc gattaacaag gctaaatgat atg acc ate gac ctg 115 

Met Thr lie Asp Leu 
1 5 

cag cgt tec acc caa aac etc acc cat gag gaa ate ttc gag gca cac 163 
Gin Arg Ser Thr Gin Asn Leu Thr His Glu Glu lie Phe Glu Ala His 
10 15 20 

gag ggc gga aag etc tec att agt tec act cgt ccg etc cgc gac atg 211 
Glu Gly Gly Lys Leu Ser lie Ser Ser Thr Arg Pro Leu Arg Asp Met 
25 30 35 

cgc gat ctt tec ctt get tac acc cct ggt gtt get cag gtt tgt gaa 259 
Arg Asp Leu Ser Leu Ala Tyr Thr Pro Gly Val Ala Gin Val Cys Glu 
40 45 50 

gca ate aag gaa gat cca gag gtt gcg cgc acc cac acg ggc att gga 307 
Ala lie Lys Glu Asp Pro Glu Val Ala Arg Thr His Thr Gly lie Gly 
55 60 65 

aac acc gtc gcg gtt att tec gac ggc acc get gtt ctt ggc ctt ggc 355 
Asn Thr Val Ala Val He Ser Asp Gly Thr Ala Val Leu Gly Leu Gly 
70 75 80 85 

gat ate gga cct cag gee tec ctt ccc gtc atg gag ggc aag get cag 403 
Asp He Gly Pro Gin Ala Ser Leu Pro Val Met Glu Gly Lys Ala Gin 
90 95 100 

ctg ttt age tct ttc get ggc ctg aag get ate cct ate gtt ttg gac 451 
Leu Phe Ser Ser Phe Ala Gly Leu Lys Ala He Pro He Val Leu Asp 
105 110 115 



gtt cac gat gtt gac get ttg gtt gag acc ate gca gee ate gcg cct 
Val His Asp Val Asp Ala Leu Val Glu Thr He Ala Ala He Ala Pro 
120 125 130 



499 
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tct ttc ggt get ate aac ttg gag gac ate tec get cct cgt tgc ttc 
Ser Phe Gly Ala He Asn Leu Glu Asp He Ser Ala Pro Arg Cys Phe 
135 140 145 

gag gtg gag cgc cgc etc ate gag cgt etc gat att cca gtt atg cac 
Glu Val Glu Arg Arg Leu He Glu Arg Leu Asp He Pro Val Met His 
150 155 160 165 

gat gac cag cac ggc acc get gtg gtt ate etc get gcg ctg cgc aac 
Asp Asp Gin His Gly Thr Ala Val Val He Leu Ala Ala Leu Arg Asn 
170 175 180 

tec ctg aag ctg ctg gat cgc aag ate gaa gac etc aag att gtt att 
Ser Leu Lys Leu Leu Asp Arg Lys He Glu Asp Leu Lys He Val He 
185 190 195 

tec ggc gca ggc gca gcg ggc gtt gca get gta gat atg ctg acc aac 
Ser Gly Ala Gly Ala Ala Gly Val Ala Ala Val Asp Met Leu Thr Asn 



200 



205 210 



get gga gca acc gac ate gtg gtt ctt gat tec cga ggc ate ate cac 
Ala Gly Ala Thr Asp He Val Val Leu Asp Ser Arg Gly He He His 
215 



220 225 



gac age cgt gag gat ctt tec cca gtt aag get get ctt gca gag aag 
Asp Ser Arg Glu Asp Leu Ser Pro Val Lys Ala Ala Leu Ala Glu Lys 
^ 240 245 



230 235 



255 260 



gcg gac ctg ttc att ggc gtg tec ggc ggc aac ate ggc gag gac get 
Ala Asp Leu Phe He Gly Val Ser Gly Gly Asn He Gly Glu Asp Ala 
265 270 275 

etc aaa etc atg gec ccg gag cca ate ctg ttc acc ctg gcg aac cca 
Leu Lys Leu Met Ala Pro Glu Pro He Leu Phe Thr Leu Ala Asn Pro 



280 



285 290 



acc cca gag ate gat cct gag ctg tct cag aag tac ggc gee ate gtc 
Thr Pro Glu He Asp Pro Glu Leu Ser Gin Lys Tyr Gly Ala He Val 
295 300 305 

gcg acc ggg ccg gtc ttg acc tgc eta acc aga tea 
Ala Thr Gly Pro Val Leu Thr Cys Leu Thr Arg Ser 
310 315 320 



547 



595 



643 



691 



739 



787 



835 



acc aac cct cgt ggc ate age ggt ggc ate aat gag get ttc acc ggc 883 
Thr Asn Pro Arg Gly He Ser Gly Gly He Asn Glu Ala Phe Thr Gly 
250 



931 



979 



1027 



1063 



<210> 128 
<211> 321 
<212> PRT 

<213> Corynebacterium glutamicum 

<400> 128 . _ 

Met Thr He Asp Leu Gin Arg Ser Thr Gin Asn Leu Thr His Glu Glu 
15 10 15 

He Phe Glu Ala His Glu Gly Gly Lys Leu Ser He Ser Ser Thr Arg 
20 25 30 
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Pro Leu Arg Asp Met Arg Asp Leu Ser Leu Ala Tyr Thr Pro Gly Val 
35 40 45 

Ala Gin Val Cys Glu Ala He Lys Glu Asp Pro Glu Val Ala Arg Thr 
50 55 60 

His Thr Gly He Gly Asn Thr Val Ala Val He Ser Asp Gly Thr Ala 



65 



70 



75 



0 



Val Leu Gly Leu Gly Asp He Gly Pro Gin Ala Ser Leu Pro Val Met 
85 90 95 

Glu Gly Lys Ala Gin Leu Phe Ser Ser Phe Ala Gly Leu Lys Ala He 
100 105 HO 

Pro He Val Leu Asp Val His Asp Val Asp Ala Leu Val Glu Thr He 
115 120 125 

Ala Ala He Ala Pro Ser Phe Gly Ala He Asn Leu Glu Asp He Ser 
130 135 140 

Ala Pro Arg Cys Phe Glu Val Glu Arg Arg Leu He Glu Arg Leu Asp 
145 150 155 160 

He Pro Val Met His Asp Asp Gin His Gly Thr Ala Val Val He Leu 
165 170 175 

Ala Ala Leu Arg Asn Ser Leu Lys Leu Leu Asp Arg Lys He Glu Asp 
180 185 190 

Leu Lys He Val He Ser Gly Ala Gly Ala Ala Gly Val Ala Ala Val 
195 200 205 

Asp Met Leu Thr Asn Ala Gly Ala Thr Asp He Val Val Leu Asp Ser 
210 215 220 

Arq Gly He He His Asp Ser Arg Glu Asp Leu Ser Pro Val Lys Ala 

235 240 



225 



230 



Ala Leu Ala Glu Lys Thr Asn Pro Arg Gly He Ser Gly Gly He Asn 
245 250 255 

Glu Ala Phe Thr Gly Ala Asp Leu Phe He Gly Val Ser Gly Gly Asn 
260 265 270 

He Gly Glu Asp Ala Leu Lys Leu Met Ala Pro Glu Pro He Leu Phe 



275 



280 



285 



Thr Leu Ala Asn Pro Thr Pro Glu He Asp Pro Glu Leu Ser Gin Lys 
290 295 300 

Tyr Gly Ala He Val Ala Thr Gly Pro Val Leu Thr Cys Leu Thr Arg 
305 310 315 320 

Ser 



<210> 129 
<211> 1065 
<212> DNA 
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<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1042) 
<223> RXA02694 

a^taaaggtg taacaaagga atccgggcac aagctcttgc tgattttctg agctgctttg 60 



tgggttgtcc ggttagggaa atcaggaagt gggatcgaaa atg aaa gaa acc gtc 
y ^ Met Lys Glu Thr Val 

1 5 

ggt aac aag att gtc etc att ggc gca gga gat gtt gga gtt gca tac 
Gly Asn Lys He Val Leu He Gly Ala Gly Asp Val Gly Val Ala Tyr 
10 15 20 

gca tac gca ctg ate aac cag ggc atg gca gat cac ctt gcg ate ate 
Ala Tyr Ala Leu He Asn Gin Gly Met Ala Asp His Leu Ala He He 
25 30 35 

gac ate gat gaa aag aaa etc gaa ggc aac gtc atg gac tta aac cat 
Asp He Asp Glu Lys Lys Leu Glu Gly Asn Val Met Asp Leu Asn His 
40 45 50 

ggt gtt gtg tgg gee gat tec cgc acc cgc gtc acc aag ggc acc tac 
Gly Val Val Trp Ala Asp Ser Arg Thr Arg Val Thr Lys Gly Thr Tyr 
55 60 65 

get gac tgc gaa gac gca gee atg gtt gtc att tgt gee ggc gca gee 
Ala Asp Cys Glu Asp Ala Ala Met Val Val He Cys Ala Gly Ala Ala 
70 75 80 85 

caa aag cca ggc gag acc cgc etc cag ctg gtg gac aaa aac gtc aag 
Gin Lys Pro Gly Glu Thr Arg Leu Gin Leu Val Asp Lys Asn Val Lys 
90 95 10° 

att atg aaa tec ate gtc ggc gat gtc atg gac age gga ttc gac ggc 
He Met Lys Ser He Val Gly Asp Val Met Asp Ser Gly Phe Asp Gly 



105 



110 H5 



ate ttc etc gtg gcg tec aac cca gtg gat ate ctg acc tac gca gtg 
He Phe Leu Val Ala Ser Asn Pro Val Asp He Leu Thr Tyr Ala Val 

125 130 



120 



tgg aaa ttc tec ggc ttg gaa tgg aac cgc gtg ate ggc tec gga act 
Trp Lys Phe Ser Gly Leu Glu Trp Asn Arg Val He Gly Ser Gly Thr 
135 140 145 

gtc ctg gac tec get cga ttc cgc tac atg ctg ggc gaa etc tac gaa 
Val Leu Asp Ser Ala Arg Phe Arg Tyr Met Leu Gly Glu Leu Tyr Glu 
150 155 160 165 

gtg gca cca age tec gtc cac gec tac ate ate ggc gaa cac ggc gac 
Val Ala Pro Ser Ser Val His Ala Tyr He He Gly Glu His Gly Asp 
170 175 180 

act gaa ctt cca gtc ctg tec tec gcg acc ate gca ggc gta teg ctt 
Thr Glu Leu Pro Val Leu Ser Ser Ala Thr He Ala Gly Val Ser Leu 
185 190 195 



115 



163 



211 



259 



307 



355 



403 



451 



499 



547 



595 



643 



691 
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age cga atg ctg gac aaa gac cca gag ctt gag ggc cgt eta gag aaa 739 
Ser Arg Met Leu Asp Lys Asp Pro Glu Leu Glu Gly Arg Leu Glu Lys 
200 205 210 

att ttc gaa gac acc cgc gac get gec tat cac att ate gac gee aag 
He Phe Glu Asp Thr Arg Asp Ala Ala Tyr His He He Asp Ala Lys 
215 220 225 

ggc tec act tec tac ggc ate ggc atg ggt ctt get cgc ate acc cgc 
Glv Ser Thr Ser Tyr Gly He Gly Met Gly Leu Ala Arg He Thr Arg 
230 235 240 245 

gca ate eta cag aac caa gac gtt gca gtc cca gtc tct gca ctg etc 
Ala He Leu Gin Asn Gin Asp Val Ala Val Pro Val Ser Ala Leu Leu 
250 255 260 

cac ggt gaa tac ggt gag gaa gac ate tac ate ggc acc cca get gtg 
His Gly Glu Tyr Gly Glu Glu Asp He Tyr He Gly Thr Pro Ala Val 
265 270 275 

gtg aac cgc cga ggc ate cgc cgc gtt gtc gaa eta gaa ate acc gac 
Val Asn Arg Arg Gly He Arg Arg Val Val Glu Leu Glu He Thr Asp 
280 285 290 

cac gag atg gaa cgc ttc aag cat tec gca aat acc ctg cgc gaa att 1027 
His Glu Met Glu Arg Phe Lys His Ser Ala Asn Thr Leu Arg Glu He 



295 



300 305 



cag aag cag ttc ttc taaatctttg gcgcctagtt ggc 

Gin Lys Gin Phe Phe 

310 



<210> 130 
<211> 314 
<212> PRT 

<213> Corynebacterium glutamicum 

Met°Lys 3 Glu Thr Val Gly Asn Lys He Val Leu He Gly Ala Gly Asp 
15 10 15 

Val Gly Val Ala Tyr Ala Tyr Ala Leu He Asn Gin Gly Met Ala Asp 
20 25 30 

His Leu Ala He He Asp He Asp Glu Lys Lys Leu Glu Gly Asn Val 
35 40 45 

Met Asp Leu Asn His Gly Val Val Trp Ala Asp Ser Arg Thr Arg Val 
50 55 60 

Thr Lvs Gly Thr Tyr Ala Asp Cys Glu Asp Ala Ala Met Val Val He 
65 70 75 80 

Cys Ala Gly Ala Ala Gin Lys Pro Gly Glu Thr Arg Leu Gin Leu Val 
85 90 95 

Asp Lys Asn Val Lys He Met Lys Ser He Val Gly Asp Val Met Asp 
100 105 HO 



787 



835 



883 



931 



97 9 



1065 
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Ser Gly Phe Asp Gly He Phe Leu Val Ala Ser Asn Pro Val Asp He 
115 120 125 

Leu Thr Tyr Ala Val Trp Lys Phe Ser Gly Leu Glu Trp Asn Arg Val 
130 135 140 

He Gly Ser Gly Thr Val Leu Asp Ser Ala Arg Phe Arg Tyr Met Leu 
145 150 155 160 

Gly Glu Leu Tyr Glu Val Ala Pro Ser Ser Val His Ala Tyr He He 
165 170 175 

Gly Glu His Gly Asp Thr Glu Leu Pro Val Leu Ser Ser Ala Thr He 
180 185 190 

Ala Gly Val Ser Leu Ser Arg Met Leu Asp Lys Asp Pro Glu Leu Glu 
195 200 205 

Gly Arg Leu Glu Lys He Phe Glu Asp Thr Arg Asp Ala Ala Tyr His 
210 215 220 

He He Asp Ala Lys Gly Ser Thr Ser Tyr Gly He Gly Met Gly Leu 
225 230 235 240 

Ala Arg He Thr Arg Ala He Leu Gin Asn Gin Asp Val Ala Val Pro 
245 250 255 

Val Ser Ala Leu Leu His Gly Glu Tyr Gly Glu Glu Asp He Tyr He 
260 265 270 

Gly Thr Pro Ala Val Val Asn Arg Arg Gly He Arg Arg Val Val Glu 
275 280 285 

Leu Glu He Thr Asp His Glu Met Glu Arg Phe Lys His Ser Ala Asn 
290 295 30° 

Thr Leu Arg Glu He Gin Lys Gin Phe Phe 
305 310 



<210> 131 
<211> 2967 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (2944) 
<223> RXN00296 

<400> 131 ^ , , . 

tttttgttgg catgtctgac attatcgcac aattcaccac agtaaccggt aacatgttac bu 

tcaaagcccg cttggatcga atttcacaaa aggacccacc atg act cac acc ate 115 

Met Thr His Thr He 
1 5 

aaa ttc aac aga etc gac cca gaa gta ttt age cag cat tct ogc gcg 163 
Lys Phe Asn Arg Leu Asp Pro Glu Val Phe Ser Gin His Ser Arg Ala 
10 15 20 
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aag ctg cgc acg gat atg aca acc cgt gca gca tat tct tct gat gca 211 
Lys Leu Arg Thr Asp Met Thr Thr Arg Ala Ala Tyr Ser Ser Asp Ala 
25 30 35 

gga att ttt aga cgc gtc cct gca get gta get gaa cca gaa aat gtg 259 
Gly lie Phe Arg Arg Val Pro Ala Ala Val Ala Glu Pro Glu Asn Val 
40 45 50 

gaa caa att cgt gat gec att get gtt gcg gtg gca cga ggg tgg tct 307 
Glu Gin lie Arg Asp Ala lie Ala Val Ala Val Ala Arg Gly Trp Ser 
55 60 65 

gtt gtt ggg cgc ggt gga gga age teg gtt get gga aat gcg ate ggt 355 
Val Val Gly Arg Gly Gly Gly Ser Ser Val Ala Gly Asn Ala He Gly 
70 75 80 85 

gaa ggt ttg ate ate gat acg tea cgc tat ttc aac cgc att tta gat 403 
Glu Gly Leu He He Asp Thr Ser Arg Tyr Phe Asn Arg He Leu Asp 
90 95 100 

att gat cca gtt gca caa act gca gtt gtg gaa ccc ggt gtg gtg tgt 451 
He Asp Pro Val Ala Gin Thr Ala Val Val Glu Pro Gly Val Val Cys 
105 110 115 

gat gee ttg cgc gat gca gec gca gaa ttc gga tta act tac ggc ccg 4 99 
Asp Ala Leu Arg Asp Ala Ala Ala Glu Phe Gly Leu Thr Tyr Gly Pro 
120 125 130 

gat cct tec acg cat tec egg tgc acg ate ggt ggc atg gtt gec aac 547 
Asp Pro Ser Thr His Ser Arg Cys Thr He Gly Gly Met Val Ala Asn 
135 140 145 

aat gcg tgt ggt tea cac teg gtt gca ttc ggt aca get gcg gaa aat 595 
Asn Ala Cys Gly Ser His Ser Val Ala Phe Gly Thr Ala Ala Glu Asn 
150 155 160 165 

etc gtg gat gtc acg etc atg etc age gat ggc cga gaa gtc act gtg 643 
Leu Val Asp Val Thr Leu Met Leu Ser Asp Gly Arg Glu Val Thr Val 
170 175 180 

aca aaa gat ggc tgc gat gat get gag ate aat cag aag etc acc gac 691 
Thr Lys Asp Gly Cys Asp Asp Ala Glu He Asn Gin Lys Leu Thr Asp 
185 190 195 

tta gcg tec aag aat cag gac ctt att agt aaa gaa ctg ggt cgt ttc 739 
Leu Ala Ser Lys Asn Gin Asp Leu He Ser Lys Glu Leu Gly Arg Phe 
200 205 210 

cct cgc caa gtg teg ggc tac ggt ttg cat tat ctt gec cac gac atg 787 
Pro Arg Gin Val Ser Gly Tyr Gly Leu His Tyr Leu Ala His Asp Met 
215 220 225 

gec aaa gca atg gcg ggc acc gag gga acc att gga ate att act egg 835 
Ala Lys Ala Met Ala Gly Thr Glu Gly Thr He Gly He He Thr Arg 
230 235 240 245 

ttg acg gtg aag ttg gtt cca aca ccc aaa gtg aaa gcg ctt get gtc 883 
Leu Thr Val Lys Leu Val Pro Thr Pro Lys Val Lys Ala Leu Ala Val 
250 255 260 



ctg get ttc gac acg gtt ttt gac gec gee cga gca gec gec aaa ttg 



931 
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Leu Ala Phe 



cga ctg cct 
Arg Leu Pro 
280 

get gcg ctg 
Ala Ala Leu 
2 95 

cca gga aac 
Pro Gly Asn 
310 

aca gga agt 
Thr Gly Ser 



gca acc gec 
Ala Thr Ala 



gaa atg egg 
Glu Met Arg 
360 

acg cgc tta 
Thr Arg Leu 
375 

gcg gtg cct 

Ala Val Pro 
390 

ctg atg gat 

Leu Met Asp 



gaa ggc tgc 
Glu Gly Cys 



ggc ctg aag 
Gly Leu Lys 
440 

gcg tct tat 
Ala Ser Tyr 
455 

cgc tea tec 
Arg Ser Ser 
470 

ttc gaa gaa 
Phe Glu Glu 



gga gtg ttg 
Gly Val Leu 



Asp Thr Val 
265 

ggg gta gca 
Gly Val Ala 



cgc agt aaa 
Arg Ser Lys 



cgc ate ggc 
Arg He Gly 
315 

gac acc ctg 
Asp Thr Leu 
330 

gtt gac acc 
Val Asp Thr 
345 

gaa ttg tgg 
Glu Leu Trp 



get gat ggt 
Ala Asp Gly 



cca gag aat 
Pro Glu Asn 
395 

aag ttc gat 
Lys Phe Asp 
410 

gtc cac gtt 
Val His Val 
425 

aaa ttc gag 
Lys Phe Glu 



ggt ggc age 
Gly Gly Ser 



ttc ctt gac 
Phe Leu Asp 
475 

ttc aag ctg 
Phe Lys Leu 
490 

gtc tgg gca 
Val Trp Ala 



Phe Asp Ala 
270 

acc att gaa 
Thr He Glu 
285 

cag gga caa 
Gin Gly Gin 
300 

att gaa gec 
He Glu Ala 



cag gec gcg 
Gin Ala Ala 



att gat tac 
He Asp Tyr 
350 

cgc ate cgt 
Arg He Arg 
365 

ggg gaa gcg 

Gly Glu Ala 
380 

tta get gat 

Leu Ala Asp 



tac cag ggt 
Tyr Gin Gly 



cgc ate agt 
Arg He Ser 
430 

gcg ttc atg 
Ala Phe Met 
445 

etc teg ggc 
Leu Ser Gly 
460 

cgc atg tat 
Arg Met Tyr 



att ttc gat 
He Phe Asp 



gat cct gtc 
Asp Pro Val 



Ala Arg Ala 



ggc atg ggc 
Gly Met Gly 



tea gaa get 
Ser Glu Ala 
305 

ggc gga tgg 
Gly Gly Trp 
320 

gta caa gee 

Val Gin Ala 
335 

gtg gtc gtg 

Val Val Val 



gaa tec teg 
Glu Ser Ser 



tgg ccg aat 
Trp Pro Asn 
385 

tat etc cgc 
Tyr Leu Arg 
400 

att cca ttt 
He Pro Phe 
415 

ttt gat ttc 
Phe Asp Phe 



aat gaa gec 
Asn Glu Ala 



gag cat gga 
Glu His Gly 
465 

tea gca gaa 
Ser Ala Glu 
480 

ccc cag cgc 
Pro Gin Arg 
495 

atg caa gga 
Met Gin Gly 



Ala Ala Lys 
275 

gga gat etc 
Gly Asp Leu 
290 

ggg cag aat 
Gly Gin Asn 



ttg tac tgc 
Leu Tyr Cys 



gee gag gaa 
Ala Glu Glu 
340 

tct gag cct 
Ser Glu Pro 
355 

gcg ggc att 
Ala Gly He 
370 

tgg gaa gac 
Trp Glu Asp 



gat ctt tat 
Asp Leu Tyr 



gga cac ttt 
Gly His Phe 
420 

tct acc aag 
Ser Thr Lys 
435 

tec acc ttg 
Ser Thr Leu 
450 

gac ggt cgc 
Asp Gly Arg 



atg cgt gca 
Met Arg Ala 



ate ttc aat 
He Phe Asn 
500 

ctt cgc atg 
Leu Arg Met 



Leu 



etc 979 
Leu 



ctt 1027 
Leu 



gag 1075 

Glu 

325 

gtc 1123 
Val 



tct 1171 
Ser 



gtc 1219 
Val 



teg 1267 
Ser 



gcg 1315 

Ala 

405 

gga 1363 
Gly 



gaa 1411 
Glu 



gtg 1459 
Val 



gee 1507 
Ala 



etc 1555 

Leu 

485 

ccg 1603 
Pro 



gac 1651 
Asp 
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505 510 515 

ccg ggc cag cgc gcc etc gac ate acg ccc gta cac aaa ttc tct aaa 
Pro Gly Gin Arg Ala Leu Asp He Thr Pro Val His Lys Phe Ser Lys 
520 525 530 

gac aaa ggt tec atg ate aac gcg gtg aat cgc tgc gtg ggt gta tec 
Asp Lys Gly Ser Met He Asn Ala Val Asn Arg Cys Val Gly Val Ser 
535 540 545 

gca tgc cgc tea gaa tec gac gcg atg tgc ccg tec ttc caa ate acc 
Ala Cys Arg Ser Glu Ser Asp Ala Met Cys Pro Ser Phe Gin He Thr 
550 555 560 565 

ggc gac gaa gta cat tec acc aga ggc cgc gcc cgc ttg etc tct gag 
Gly Asp Glu Val His Ser Thr Arg Gly Arg Ala Arg Leu Leu Ser Glu 



570 



575 580 



atg ttc cgc ggt gaa tec ate gcc gac ggc tac cgc age gaa gaa gtc 
Met Phe Arg Gly Glu Ser He Ala Asp Gly Tyr Arg Ser Glu Glu Val 
585 590 595 

aat gaa gcc ctt gac ctg tgc ctt tec tgc aaa gca tgc gca teg gaa 
Asn Glu Ala Leu Asp Leu Cys Leu Ser Cys Lys Ala Cys Ala Ser Glu 
600 605 610 

tgt cca gtc aac gtc gac atg tec acc tac aaa gcc gaa ttc ctg gac 
Cys Pro Val Asn Val Asp Met Ser Thr Tyr Lys Ala Glu Phe Leu Asp 
615 620 625 

aaa cac tac gcc ggc cga ctt cgc ccc atg gcc cat tac gtc atg ggc 
Lys His Tyr Ala Gly Arg Leu Arg Pro Met Ala His Tyr Val Met Gly 
630 635 640 645 

tgg ctg ccg ctt ctg gga cac gtt gcc cat aaa ata ccg ctt ctt cct 
Trp Leu Pro Leu Leu Gly His Val Ala His Lys He Pro Leu Leu Pro 
650 655 660 

acg ctt ate gac gcc acc atg cag tea gca etc acc gcc cca gtg gtg 
Thr Leu He Asp Ala Thr Met Gin Ser Ala Leu Thr Ala Pro Val Val 
665 670 675 

cgc aag gtc ggc ggg etc get gat cgc ccg ttg att tec ttc gcc cac 
Arg Lys Val Gly Gly Leu Ala Asp Arg Pro Leu He Ser Phe Ala His 
680 685 690 

cgc teg ctg cgc aag tac aag ccg aag aaa aac tea ggt gaa acg gtg 
Arg Ser Leu Arg Lys Tyr Lys Pro Lys Lys Asn Ser Gly Glu Thr Val 
695 700 705 

gtg ctg tgg ccc gat tec ttc aac acc aac etc gac acc gga cca get 
Val Leu Trp Pro Asp Ser Phe Asn Thr Asn Leu Asp Thr Gly Pro Ala 
710 715 720 725 

cac gca gcg ate aaa act ctt gaa gcc etc ggt tac aac gtg gtc ate 
His Ala Ala He Lys Thr Leu Glu Ala Leu Gly Tyr Asn Val Val He 
730 735 740 

cca gat ggc ttc gtc tgc tgt gga etc acc tgg cat tec acc ggc caa 
Pro Asp Gly Phe Val Cys Cys Gly Leu Thr Trp His Ser Thr Gly Gin 
745 750 755 



1699 



1747 



1795 



1843 



1891 



1939 



2035 



2083 



2131 



2179 



2227 



2275 



2323 



2371 
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ttg age atg aca aag aaa gtc eta gaa caa acg gcg aaa gtg atg aaa 2419 
Leu Ser Met Thr Lys Lys Val Leu Glu Gin Thr Ala Lys Val Met Lys 
760 765 770 

ccc tac ctg gac caa ggt eta aca gtc gtt ggt ttg gaa cct teg tgc 
Pro Tyr Leu Asp Gin Gly Leu Thr Val Val Gly Leu Glu Pro Ser Cys 
775 780 785 

ace gtc atg ctt caa gat gag gca aca gaa etc tec gat aac cct gat 
Thr Val Met Leu Gin Asp Glu Ala Thr Glu Leu Ser Asp Asn Pro Asp 
790 795 800 805 

ctg gca cgc ctt gca gca ctg acc aaa cca ttc get gag gtc ate gca 
Leu Ala Arg Leu Ala Ala Leu Thr Lys Pro Phe Ala Glu Val He Ala 
810 815 820 

cca aag ate acc gag eta gtc gag tct gga age etc cag eta aca gaa 
Pro Lys He Thr Glu Leu Val Glu Ser Gly Ser Leu Gin Leu Thr Glu 
825 830 835 

tea act gcg ctt acc cag gtg cac tgc cac gag cgt teg eta ggc gac 
Ser Thr Ala Leu Thr Gin Val His Cys His Glu Arg Ser Leu Gly Asp 
840 845 850 

cca caa caa teg gca etc gtt ctt gaa get ttg ggt gta aaa gat gaa 2707 
Pro Gin Gin Ser Ala Leu Val Leu Glu Ala Leu Gly Val Lys Asp Glu 

860 865 



855 



caa att gee act ggt tgt tgc ggg ctt gec gga aac tgg ggc ttt gaa 
Gin He Ala Thr Gly Cys Cys Gly Leu Ala Gly Asn Trp Gly Phe Glu 



870 875 



30 885 



aaa gac cac get gaa atg tec ttc gca ctt ggt gaa cga gag ctg ttc 
Lvs Asp His Ala Glu Met Ser Phe Ala Leu Gly Glu Arg Glu Leu Phe 
y 895 900 



890 



ccc aag gtc aga aaa gca gaa gga cat gtg att get gac ggt ttc tec 
Pro Lys Val Arg Lys Ala Glu Gly His Val He Ala Asp Gly Phe Ser 
905 910 915 

tgc cgc acc cag ate gaa caa ggc acc gga aaa caa gca acg cac ctt 
Cys Arg Thr Gin He Glu Gin Gly Thr Gly Lys Gin Ala Thr His Leu 
920 925 930 

gca gag gtg gtc tta age ate ttg gag caa aac aac atg gca caa 
Ala Glu Val Val Leu Ser He Leu Glu Gin Asn Asn Met Ala Gin 
935 940 945 

taacgatcat gcaacaggtg etc 



2467 



2515 



2563 



2611 



2659 



2755 



2803 



2851 



2899 



2944 



2967 



<210> 132 
<211> 948 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 132 

Met Thr His Thr He Lys Phe Asn Arg Leu Asp Pro Glu Val Phe Ser 
15 10 15 
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Gln His Ser Arg 
20 

Tyr Ser Ser Asp 
35 

Glu Pro Glu Asn 
50 

Ala Arg Gly Trp 
65 

Gly Asn Ala lie 



Asn Arg lie Leu 
100 

Pro Gly Val Val 
115 

Leu Thr Tyr Gly 
130 

Gly Met Val Ala 
145 

Thr Ala Ala Glu 



Arg Glu Val Thr 
180 

Gin Lys Leu Thr 
195 

Glu Leu Gly Arg 
210 

Leu Ala His Asp 
225 

Gly lie He Thr 



Lys Ala Leu Ala 
260 

Ala Ala Ala Lys 
275 

Gly Gly Asp Leu 
290 

Ala Gly Gin Asn 
305 

Trp Leu Tyr Cys 



Ala Lys Leu Arg 



Ala Gly He Phe 
40 

Val Glu Gin He 
55 

Ser Val Val Gly 
70 

Gly Glu Gly Leu 
85 

Asp He Asp Pro 



Cys Asp Ala Leu 
120 

Pro Asp Pro Ser 
135 

Asn Asn Ala Cys 
150 

Asn Leu Val Asp 
165 

Val Thr Lys Asp 



Asp Leu Ala Ser 
200 

Phe Pro Arg Gin 
215 

Met Ala Lys Ala 
230 

Arg Leu Thr Val 
245 

Val Leu Ala Phe 



Leu Arg Leu Pro 
280 

Leu Ala Ala Leu 
295 

Leu Pro Gly Asn 
310 

Glu Thr Gly Ser 
325 



Thr Asp Met Thr 
25 

Arg Arg Val Pro 



Arg Asp Ala He 
60 

Arg Gly Gly Gly 
75 

He He Asp Thr 

90 

Val Ala Gin Thr 
105 

Arg Asp Ala Ala 



Thr His Ser Arg 
140 

Gly Ser His Ser 
155 

Val Thr Leu Met 
170 

Gly Cys Asp Asp 
185 

Lys Asn Gin Asp 



Val Ser Gly Tyr 
220 

Met Ala Gly Thr 
235 

Lys Leu Val Pro 
250 

Asp Thr Val Phe 
265 

Gly Val Ala Thr 



Arg Ser Lys Gin 
300 

Arg He Gly He 
315 

Asp Thr Leu Gin 
330 



Thr Arg Ala Ala 
30 

Ala Ala Val Ala 
45 

Ala Val Ala Val 



Ser Ser Val Ala 

80 

Ser Arg Tyr Phe 
95 

Ala Val Val Glu 
110 

Ala Glu Phe Gly 
125 

Cys Thr He Gly 



Val Ala Phe Gly 
160 

Leu Ser Asp Gly 
175 

Ala Glu lie Asn 
190 

Leu He Ser Lys 
205 

Gly Leu His Tyr 



Glu Gly Thr He 
240 

Thr Pro Lys Val 
255 

Asp Ala Ala Arg 
270 

He Glu Gly Met 
285 

Gly Gin Ser Glu 



Glu Ala Gly Gly 
320 

Ala Ala Val Gin 
335 



Ala Ala Glu Glu Val Ala Thr Ala Val Asp Thr He Asp Tyr Val Val 
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340 



345 350 



Val Ser Glu Pro Ser Glu Met Arg Glu Leu Trp Arg He Arg Glu Ser 
355 360 365 

Ser Ala Gly He Val Thr Arg Leu Ala Asp Gly Gly Glu Ala Trp Pro 
370 375 380 

Asn Trp Glu Asp Ser Ala Val Pro Pro Glu Asn Leu Ala Asp Tyr Leu 
385 390 395 400 

Arq Asp Leu Tyr Ala Leu Met Asp Lys Phe Asp Tyr Gin Gly He Pro 
405 410 415 

Phe Gly His Phe Gly Glu Gly Cys Val His Val Arg He Ser Phe Asp 
420 425 430 

Phe Ser Thr Lys Glu Gly Leu Lys Lys Phe Glu Ala Phe Met Asn Glu 
435 440 445 

Ala Ser Thr Leu Val Ala Ser Tyr Gly Gly Ser Leu Ser Gly Glu His 
450 455 460 

Gly Asp Gly Arg Ala Arg Ser Ser Phe Leu Asp Arg Met Tyr Ser Ala 
465 470 475 480 

Glu Met Arg Ala Leu Phe Glu Glu Phe Lys Leu He Phe Asp Pro Gin 
485 490 495 

Arg He Phe Asn Pro Gly Val Leu Val Trp Ala Asp Pro Val Met Gin 
500 505 510 

Gly Leu Arg Met Asp Pro Gly Gin Arg Ala Leu Asp He Thr Pro Val 
515 520 525 

His Lys Phe Ser Lys Asp Lys Gly Ser Met He Asn Ala Val Asn Arg 
530 535 540 

Cvs Val Gly Val Ser Ala Cys Arg Ser Glu Ser Asp Ala Met Cys Pro 
545 550 555 560 

Ser Phe Gin He Thr Gly Asp Glu Val His Ser Thr Arg Gly Arg Ala 
565 570 575 

Arq Leu Leu Ser Glu Met Phe Arg Gly Glu Ser He Ala Asp Gly Tyr 
580 585 590 

Arg Ser Glu Glu Val Asn Glu Ala Leu Asp Leu Cys Leu Ser Cys Lys 
595 600 605 

Ala Cys Ala Ser Glu Cys Pro Val Asn Val Asp Met Ser Thr Tyr Lys 
610 615 620 

Ala Glu Phe Leu Asp Lys His Tyr Ala Gly Arg Leu Arg Pro Met Ala 
625 630 635 640 

His Tyr Val Met Gly Trp Leu Pro Leu Leu Gly His Val Ala His Lys 
645 650 655 

He Pro Leu Leu Pro Thr Leu He Asp Ala Thr Met Gin Ser Ala Leu 
660 665 670 
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Thr Ala Pro Val Val Arg Lys Val Gly Gly Leu Ala Asp Arg Pro Leu 
675 680 685 

lie Ser Phe Ala His Arg Ser Leu Arg Lys Tyr Lys Pro Lys Lys Asn 
690 695 700 

Ser Gly Glu Thr Val Val Leu Trp Pro Asp Ser Phe Asn Thr Asn Leu 
705 710 715 720 

Asp Thr Gly Pro Ala His Ala Ala lie Lys Thr Leu Glu Ala Leu Gly 
725 730 735 

Tyr Asn Val Val lie Pro Asp Gly Phe Val Cys Cys Gly Leu Thr Trp 
740 745 750 

His Ser Thr Gly Gin Leu Ser Met Thr Lys Lys Val Leu Glu Gin Thr 
755 760 765 

Ala Lys Val Met Lys Pro Tyr Leu Asp Gin Gly Leu Thr Val Val Gly 
770 775 780 

Leu Glu Pro Ser Cys Thr Val Met Leu Gin Asp Glu Ala Thr Glu Leu 
785 790 795 800 

Ser Asp Asn Pro Asp Leu Ala Arg Leu Ala Ala Leu Thr Lys Pro Phe 
805 810 815 

Ala Glu Val lie Ala Pro Lys lie Thr Glu Leu Val Glu Ser Gly Ser 
820 825 830 

Leu Gin Leu Thr Glu Ser Thr Ala Leu Thr Gin Val His Cys His Glu 
835 840 845 

Arg Ser Leu Gly Asp Pro Gin Gin Ser Ala Leu Val Leu Glu Ala Leu 
850 855 860 

Gly Val Lys Asp Glu Gin lie Ala Thr Gly Cys Cys Gly Leu Ala Gly 
865 870 875 880 

Asn Trp Gly Phe Glu Lys Asp His Ala Glu Met Ser Phe Ala Leu Gly 
885 890 895 

Glu Arg Glu Leu Phe Pro Lys Val Arg Lys Ala Glu Gly His Val lie 
900 905 910 

Ala Asp Gly Phe Ser Cys Arg Thr Gin lie Glu Gin Gly Thr Gly Lys 
915 920 925 

Gin Ala Thr His Leu Ala Glu Val Val Leu Ser lie Leu Glu Gin Asn 
930 935 940 

Asn Met Ala Gin 
945 



<210> 133 
<211> 2858 
<212> DNA 

<213> Corynebacterium glutaraicura 
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<220> 
<221> CDS 
<222> (1) . . (2835) 
<223> FRXA00296 

<400> 133 fc . . 

acc ate aaa ttc aac aga etc gac cca gaa gta ttt age cag cat tct 
Thr He Lys Phe Asn Arg Leu Asp Pro Glu Val Phe Ser Gin His Ser 
1 5 10 15 

cgc gcg aag ctg cgc acg gat atg aca acc cgt gca gca tat tct tct 
Arg Ala Lys Leu Arg Thr Asp Met Thr Thr Arg Ala Ala Tyr Ser Ser 



20 



25 30 



gat gca gga att ttt aga cgc gtc cct gca get gta get gaa cca gaa 
Asp Ala Gly He Phe Arg Arg Val Pro Ala Ala Val Ala Glu Pro Glu 



Asp Ala Gly 
35 



40 45 



50 



55 60 



tgg tct gtt gtt ggg cgc ggt gga gga age teg gtt get gga aat gcg 
Trp Ser Val Val Gly Arg Gly Gly Gly Ser Ser Val Ala Gly Asn Ala 
65 70 75 80 

ate ggt gaa ggt ttg ate ate gat acg tea cgc tat ttc aac cgc att 
lie Gly Glu Gly Leu He He Asp Thr Ser Arg Tyr Phe Asn Arg He 
85 90 95 

tta gat att gat cca gtt gca caa act gca gtt gtg gaa ccc ggt gtg 
Leu Asp He Asp Pro Val Ala Gin Thr Ala Val Val Glu Pro Gly Val 



100 



105 HO 



gtg tgt gat gec ttg cgc gat gca gec gca gaa ttc gga tta act tac 
Val Cys Asp Ala Leu Arg Asp Ala Ala Ala Glu Phe Gly Leu Thr Tyr 



115 



120 125 



ggc ccg gat cct tec acg cat tec egg tgc acg ate ggt ggc atg gtt 
Glv Pro Asp Pro Ser Thr His Ser Arg Cys Thr He Gly Gly Met Val 



Gly Pro Asp 
130 



135 140 



gec aac aat gcg tgt ggt tea cac teg gtt gca ttc ggt aca get gcg 
Ala Asn Asn Ala Cys Gly Ser His Ser Val Ala Phe Gly Thr Ala Ala 



145 150 



155 1^0 



gaa aat etc gtg gat gtc acg etc atg etc age gat ggc cga gaa gtc 
Glu Asn Leu Val Asp Val Thr Leu Met Leu Ser Asp Gly Arg Glu Val 



165 



170 I 75 



act gtg aca aaa gat ggc tgc gat gat get gag ate aat cag aag etc 
Thr Val Thr Lys Asp Gly Cys Asp Asp Ala Glu He Asn Gin Lys Leu 
180 185 190 

ace gac tta gcg tec aag aat cag gac ett att agt aaa gaa ctg ggt 
Thr Asp Leu Ala Ser Lys Asn Gin Asp Leu He Ser Lys Glu Leu Gly 
195 200 205 

cgt ttc cct cgc caa gtg teg ggc tac ggt ttg eat tat ctt gec cac 
Arg Phe Pro Arg Gin Val Ser Gly Tyr Gly Leu His Tyr Leu Ala His 
210 215 220 



48 



96 



144 



aat gtg gaa caa att cgt gat gec att get gtt gcg gtg gca cga ggg 192 
Asn Val Glu Gin He Arg Asp Ala He Ala Val Ala Val Ala Arg Gly ■ 



240 



288 



336 



384 



432 



480 



528 



576 



624 



672 
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gac atg gcc aaa gca atg gcg ggc acc gag gga acc att gga ate att 720 
Asp Met Ala Lys Ala Met Ala Gly Thr Glu Gly Thr lie Gly lie lie 
225 230 235 240 

act egg ttg acg gtg aag ttg gtt cca aca ccc aaa gtg aaa gcg ctt 768 
Thr Arg Leu Thr Val Lys Leu Val Pro Thr Pro Lys Val Lys Ala Leu 
245 250 255 

get gtc ctg get ttc gac acg gtt ttt gac gcc gcc cga gca gcc gcc 816 
Ala Val Leu Ala Phe Asp Thr Val Phe Asp Ala Ala Arg Ala Ala Ala 
260 265 270 

aaa ttg cga ctg cct ggg gta gca acc att gaa ggc atg ggc gga gat 8 64 
Lys Leu Arg Leu Pro Gly Val Ala Thr lie Glu Gly Met Gly Gly Asp 
275 280 285 

etc etc get gcg ctg cgc agt aaa cag gga caa tea gaa get ggg cag 912 
Leu Leu Ala Ala Leu Arg Ser Lys Gin Gly Gin Ser Glu Ala Gly Gin 
290 295 300 

aat ctt cca gga aac cgc ate ggc att gaa gcc ggc gga tgg ttg tac 960 
Asn Leu Pro Gly Asn Arg lie Gly lie Glu Ala Gly Gly Trp Leu Tyr 
305 310 315 320 

tgc gag aca gga agt gae acc ctg cag gcc gcg gta caa gcc gcc gag 1008 
Cys Glu Thr Gly Ser Asp Thr Leu Gin Ala Ala Val Gin Ala Ala Glu 
325 330 335 

gaa gtc gca acc gcc gtt gac acc att gat tac gtg gtc gtg tct gag 1056 
Glu Val Ala Thr Ala Val Asp Thr lie Asp Tyr Val Val Val Ser Glu 
340 345 350 

cct tct gaa atg egg gaa ttg tgg cgc ate cgt gaa tec teg gcg ggc 1104 
Pro Ser Glu Met Arg Glu Leu Trp Arg lie Arg Glu Ser Ser Ala Gly 
355 360 365 

att gtc acg cgc tta get gat ggt ggg gaa gcg tgg ccg aat tgg gaa 1152 
lie Val Thr Arg Leu Ala Asp Gly Gly Glu Ala Trp Pro Asn Trp Glu 
370 375 380 

gac teg gcg gtg cct cca gag aat tta get gat tat etc cgc gat ctt 1200 
Asp Ser Ala Val Pro Pro Glu Asn Leu Ala Asp Tyr Leu Arg Asp Leu 
385 390 395 400 

tat gcg ctg atg gat aag ttc gat tac cag ggt att cca ttt gga cac 1248 
Tyr Ala Leu Met Asp Lys Phe Asp Tyr Gin Gly lie Pro Phe Gly His 
405 410 415 

ttt gga gaa ggc tgc gtc eac gtt cgc ate agt ttt gat ttc tct acc 1296 
Phe Gly Glu Gly Cys Val His Val Arg lie Ser Phe Asp Phe Ser Thr 
420 425 430 

aag gaa ggc ctg aag aaa ttc gag gcg ttc atg aat gaa gcc tec acc 134 4 
Lys Glu Gly Leu Lys Lys Phe Glu Ala Phe Met Asn Glu Ala Ser Thr 
435 440 445 

ttg gtg gcg tct tat ggt ggc age etc teg ggc gag cat gga gac ggt 1392 
Leu Val Ala Ser Tyr Gly Gly Ser Leu Ser Gly Glu His Gly Asp Gly 
450 455 460 
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tct gag atg ttc cgc ggt gaa tec ate gec gac ggc tac cgc age gaa 
Ser Glu Met Phe Arg Gly Glu Ser He Ala Asp Gly Tyr Arg Ser Glu 
580 585 



590 



gaa gtc aat gaa gec ctt gac ctg tgc ctt tec tgc aaa gca tgc gca 
Glu Val Asn Glu Ala Leu Asp Leu Cys Leu Ser Cys Lys Ala Cys Ala 



595 



600 605 



610 



ctg gac aaa cac tac gec ggc cga ctt cgc ccc atg gec cat tac gtc 
Leu Sp Lys His Tyr Ala Gly Arg Leu Arg Pro Met Ala Hxs Tyr Val 
625 630 635 



1488 



1536 



cac gec cgc tea tec ttc ctt gac cgc atg tat tea gca gaa atg cgt 1440 
Arg Ala 2g Ser Ser Phe Leu Asp Arg Met Tyr Ser Ala Glu Met Arg 
465 470 475 480 

gca etc ttc gaa gaa ttc aag ctg att ttc gat ccc cag cgc ate ttc 
Ala Leu Phe Glu Glu Phe Lys Leu lie Phe Asp Pro Gin Arg lie Phe 
485 490 495 

„ t cca aaa atg ttg gtc tgg gca gat cct gtc atg caa gga ctt cgc 
Tsn Pro Gly tl Leu ?al Trp La As P Pro Val Met Gin Gly Leu Arg 
500 505 510 

atg gac ecg ggc cag cgc gec etc gac ate acg ccc gta cac aaa ttc 
Me? Asp Pro Gly Gin Arg Ala Leu Asp He Thr Pro Val Hxs Lys Phe 
515 520 525 

tet aaa gac aaa ggt tec atg ate aac gcg gtg aat cgc tgc gtg ggt 
Ser Lys Asp Lys Gly Ser Met He Asn Ala Val Asn Arg Cys Val Gly 
530 535 540 

gta tec gca tgc cgc tea gaa tec gac gcg atg tgc ecg tec ttc caa 
Val Ser Ala Cys Arg Ser Glu Ser Asp Ala Met Cys Pro Ser Phe Gin 
545 550 555 

ate ace ggc gac gaa gta cat tec ace aga ggc cgc gec cgc ttg etc 
lie ?hr Gly Asp Glu Val His Ser Thr Arg Gly Arg Ala Arg Leu Leu 
565 570 575 



1584 



1632 



1680 



1728 



1776 



1824 



teg gaa tgt eca gtc aac gtc gac atg tec ace tac aaa gec gaa ttc 1872 
Ser Glu Cys Pro Val Asn Val Asp Met Ser Thr Tyr Lys Ala Glu Phe 

615 620 



atg ggc tgg ctg ecg ctt ctg gga cac gtt gec cat aaa ata ecg ctt 
Me? Gly T?p Leu Pro Leu Leu Gly His Val Ala His Lys He Pro Leu 
645 650 ^ 

rtt rct aca c tt ate gac gec ace atg cag tea gca etc ace gee eca 
Leu Pro Ihr Leu He Asp Ala Thr Met Gin Ser Ala Leu Thr Ala Pro 
660 665 670 

gtg gtg cgc aag gtc ggc ggg etc get gat cgc ecg ttg att tec ttc 
Va! 11 Arg Lys Val Gly Gly Leu Ala Asp Arg Pro Leu lie Ser Phe 
675 680 685 

gec cac cgc teg ctg cgc aag tac aag ecg aag aaa aac tea ggt gaa 
Ala His Arg Ser Leu Arg Lys Tyr Lys Pro Lys Lys Asn Ser Gly Glu 
690 695 700 

acg gtg gtg ctg tgg ccc gat tec ttc aac acc aac etc gac ace gga 



1920 



1968 



2016 



2064 



2112 



2160 
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Thr Val Val Leu Trp Pro Asp Ser Phe Asn Thr Asn Leu Asp Thr Gly 
705 710 715 720 

cca get cac gca gcg ate aaa act ctt gaa gec etc ggt tac aac gtg 2208 
Pro Ala His Ala Ala lie Lys Thr Leu Glu Ala Leu Gly Tyr Asn Val 
725 730 735 

gtc ate cca gat ggc ttc gtc tgc tgt gga etc acc tgg cat tec acc 2256 
Val lie Pro Asp Gly Phe Val Cys Cys Gly Leu Thr Trp His Ser Thr 
740 745 750 

ggc caa ttg age atg aca aag aaa gtc eta gaa caa acg gcg aaa gtg 2304 
Gly Gin Leu Ser Met Thr Lys Lys Val Leu Glu Gin Thr Ala Lys Val 
755 760 765 

atg aaa ccc tac ctg gac caa ggt eta aca gtc gtt ggt ttg gaa cct 2352 
Met Lys Pro Tyr Leu Asp Gin Gly Leu Thr Val Val Gly Leu Glu Pro 
770 775 780 

teg tgc acc gtc atg ctt caa gat gag gca aca gaa etc tec gat aac 2400 
Ser Cys Thr Val Met Leu Gin Asp Glu Ala Thr Glu Leu Ser Asp Asn 
785 790 795 800 

cct gat ctg gca cgc ctt gca gca ctg acc aaa cca ttc get gag gtc 2448 
Pro Asp Leu Ala Arg Leu Ala Ala Leu Thr Lys Pro Phe Ala Glu Val 
805 810 815 

ate gca cca aag ate acc gag eta gtc gag tct gga age etc cag eta 2496 
lie Ala Pro Lys lie Thr Glu Leu Val Glu Ser Gly Ser Leu Gin Leu 
820 825 830 

aca gaa tea act gcg ctt acc cag gtg cac tgc cac gag cgt teg eta 2544 
Thr Glu Ser Thr Ala Leu Thr Gin Val His Cys His Glu Arg Ser Leu 
835 840 845 

ggc gac cca caa caa teg gca etc gtt ctt gaa get ttg ggt gta aaa 2592 
Gly Asp Pro Gin Gin Ser Ala Leu Val Leu Glu Ala Leu Gly Val Lys 
850 855 860 

gat gaa caa att gee act ggt tgt tgc ggg ctt gee gga aac tgg ggc 2640 
Asp Glu Gin lie Ala Thr Gly Cys Cys Gly Leu Ala Gly Asn Trp Gly 
865 870 875 880 

ttt gaa aaa gac cac get gaa atg tec ttc gca ctt ggt gaa cga gag 2688 
Phe Glu Lys Asp His Ala Glu Met Ser Phe Ala Leu Gly Glu Arg Glu 
885 890 895 

ctg ttc ccc aag gtc aga aaa gca gaa gga cat gtg att get gac ggt 2736 
Leu Phe Pro Lys Val Arg Lys Ala Glu Gly His Val lie Ala Asp Gly 
900 905 910 

ttc tec tgc cgc acc cag ate gaa caa ggc acc gga aaa caa gca acg 2784 
Phe Ser Cys Arg Thr Gin He Glu Gin Gly Thr Gly Lys Gin Ala Thr 
915 920 925 

cac ctt gca gag gtg gtc tta age ate ttg gag caa aac aac atg gca 2832 
His Leu Ala Glu Val Val Leu Ser He Leu Glu Gin Asn Asn Met Ala 
930 935 940 



caa taacgatcat gcaacaggtg etc 
Gin 



2858 
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945 



<210> 134 
<211> 945 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 134 

Thr He Lys Phe Asn Arg Leu Asp Pro Glu Val Phe Ser Gin His Ser 
15 10 15 

Arg Ala Lys Leu Arg Thr Asp Met Thr Thr Arg Ala Ala Tyr Ser Ser 
20 25 30 

Asp Ala Gly He Phe Arg Arg Val Pro Ala Ala Val Ala Glu Pro Glu 
35 40 45 

Asn Val Glu Gin He Arg Asp Ala He Ala Val Ala Val Ala Arg Gly 
50 55 60 

Trp Ser Val Val Gly Arg Gly Gly Gly Ser Ser Val Ala Gly Asn Ala 
65 70 75 80 

He Gly Glu Gly Leu He He Asp Thr Ser Arg Tyr Phe Asn Arg He 
85 90 95 

Leu Asp He Asp Pro Val Ala Gin Thr Ala Val Val Glu Pro Gly Val 
100 105 HO 

Val Cys Asp Ala Leu Arg Asp Ala Ala Ala Glu Phe Gly Leu Thr Tyr 
115 120 125 

Gly Pro Asp Pro Ser Thr His Ser Arg Cys Thr He Gly Gly Met Val 
130 135 140 

Ala Asn Asn Ala Cys Gly Ser His Ser Val Ala Phe Gly Thr Ala Ala 
145 150 155 160 

Glu Asn Leu Val Asp Val Thr Leu Met Leu Ser Asp Gly Arg Glu Val 
165 170 175 

Thr Val Thr Lys Asp Gly Cys Asp Asp Ala Glu He Asn Gin Lys Leu 
180 185 190 

Thr Asp Leu Ala Ser Lys Asn Gin Asp Leu He Ser Lys Glu Leu Gly 
195 200 205 

Arg Phe Pro Arg Gin Val Ser Gly Tyr Gly Leu His Tyr Leu Ala His 
210 215 220 

Asp Met Ala Lys Ala Met Ala Gly Thr Glu Gly Thr He Gly He He 
225 230 235 240 

Thr Arg Leu Thr Val Lys Leu Val Pro Thr Pro Lys Val Lys Ala Leu 
245 250 255 

Ala Val Leu Ala Phe Asp Thr Val Phe Asp Ala Ala Arg Ala Ala Ala 
260 265 270 

Lys Leu Arg Leu Pro Gly Val Ala Thr He Glu Gly Met Gly Gly Asp 
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275 280 285 

Leu Leu Ala Ala Leu Arg Ser Lys Gin Gly Gin Ser Glu Ala Gly Gin 
290 295 300 

Asn Leu Pro Gly Asn Arg lie Gly lie Glu Ala Gly Gly Trp Leu Tyr 
305 310 315 320 

Cys Glu Thr Gly Ser Asp Thr Leu Gin Ala Ala Val Gin Ala Ala Glu 
325 330 335 

Glu Val Ala Thr Ala Val Asp Thr lie Asp Tyr Val Val Val Ser Glu 
340 345 350 

Pro Ser Glu Met Arg Glu Leu Trp Arg lie Arg Glu Ser Ser Ala Gly 
355 360 365 

lie Val Thr Arg Leu Ala Asp Gly Gly Glu Ala Trp Pro Asn Trp Glu 
370 375 380 

Asp Ser Ala Val Pro Pro Glu Asn Leu Ala Asp Tyr Leu Arg Asp Leu 
385 390 395 400 

Tyr Ala Leu Met Asp Lys Phe Asp Tyr Gin Gly lie Pro Phe Gly His 
405 410 415 

Phe Gly Glu Gly Cys Val His Val Arg lie Ser Phe Asp Phe Ser Thr 
420 425 430 

Lys Glu Gly Leu Lys Lys Phe Glu Ala Phe Met Asn Glu Ala Ser Thr 
435 440 445 

Leu Val Ala Ser Tyr Gly Gly Ser Leu Ser Gly Glu His Gly Asp Gly 
450 455 460 

Arg Ala Arg Ser Ser Phe Leu Asp Arg Met Tyr Ser Ala Glu Met Arg 
465 470 475 480 

Ala Leu Phe Glu Glu Phe Lys Leu lie Phe Asp Pro Gin Arg lie Phe 
485 490 495 

Asn Pro Gly Val Leu Val Trp Ala Asp Pro Val Met Gin Gly Leu Arg 
500 505 510 

Met Asp Pro Gly Gin Arg Ala Leu Asp lie Thr Pro Val His Lys Phe 
515 520 525 

Ser Lys Asp Lys Gly Ser Met lie Asn Ala Val Asn Arg Cys Val Gly 
530 535 540 

Val Ser Ala Cys Arg Ser Glu Ser Asp Ala Met Cys Pro Ser Phe Gin 
545 550 555 560 

lie Thr Gly Asp Glu Val His Ser Thr Arg Gly Arg Ala Arg Leu Leu 
565 570 575 

Ser Glu Met Phe Arg Gly Glu Ser lie Ala Asp Gly Tyr Arg Ser Glu 
580 585 590 



Glu Val Asn Glu Ala Leu Asp Leu Cys Leu Ser Cys Lys Ala Cys Ala 
595 600 605 
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Ser Glu Cys Pro Val Asn Val Asp Met Ser Thr Tyr Lys Ala Glu Phe 
610 615 620 

Leu Asp Lys His Tyr Ala Gly Arg Leu Arg Pro Met Ala His Tyr Val 
625 630 635 640 

Met Gly Trp Leu Pro Leu Leu Gly His Val Ala His Lys He Pro Leu 
645 650 655 

Leu Pro Thr Leu He Asp Ala Thr Met Gin Ser Ala Leu Thr Ala Pro 
660 665 670 

Val Val Arg Lys Val Gly Gly Leu Ala Asp Arg Pro Leu He Ser Phe 
675 680 685 

Ala His Arg Ser Leu Arg Lys Tyr Lys Pro Lys Lys Asn Ser Gly Glu 
690 695 700 

Thr Val Val Leu Trp Pro Asp Ser Phe Asn Thr Asn Leu Asp Thr Gly 
705 710 715 720 

Pro Ala His Ala Ala He Lys Thr Leu Glu Ala Leu Gly Tyr Asn Val 
725 730 735 

Val He Pro Asp Gly Phe Val Cys Cys Gly Leu Thr Trp His Ser Thr 
740 745 750 

Gly Gin Leu Ser Met Thr Lys Lys Val Leu Glu Gin Thr Ala Lys Val 
755 760 765 

Met Lys Pro Tyr Leu Asp Gin Gly Leu Thr Val Val Gly Leu Glu Pro 
770 775 780 

Ser Cys Thr Val Met Leu Gin Asp Glu Ala Thr Glu Leu Ser Asp Asn 
785 790 795 800 

Pro Asp Leu Ala Arg Leu Ala Ala Leu Thr Lys Pro Phe Ala Glu Val 
805 810 815 

He Ala Pro Lys He Thr Glu Leu Val Glu Ser Gly Ser Leu Gin Leu 
820 825 830 

Thr Glu Ser Thr Ala Leu Thr Gin Val His Cys His Glu Arg Ser Leu 
835 840 845 

Gly Asp Pro Gin Gin Ser Ala Leu Val Leu Glu Ala Leu Gly Val Lys 
850 855 860 

Asp Glu Gin He Ala Thr Gly Cys Cys Gly Leu Ala Gly Asn Trp Gly 
865 870 875 880 

Phe Glu Lys Asp His Ala Glu Met Ser Phe Ala Leu Gly Glu Arg Glu 
885 390 895 

Leu Phe Pro Lys Val Arg Lys Ala Glu Gly His Val He Ala Asp Gly 
900 905 910 

Phe Ser Cys Arg Thr Gin He Glu Gin Gly Thr Gly Lys Gin Ala Thr 
915 920 925 
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His Leu Ala Glu Val Val Leu Ser He Leu Glu Gin Asn Asn Met Ala 
930 935 940 

Gin 
945 



<210> 135 
<211> 1383 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1360) 
<223> RXA01901 

<400> 135 

gcatgttgcc ttctctctgt gatcgcctcg ttcttcatcc aacgcgtcgc gcaccaagag 60 



aactaaaatc taagtaaaac ccctccgaaa ggaaccaccc atg gtg aaa cgt caa 

Met Val Lys Arg Gin 
1 5 



115 



ctg ccc aac ccc gca gaa eta etc gaa etc atg aag ttc aaa aag cca 
Leu Pro Asn Pro Ala Glu Leu Leu Glu Leu Met Lys Phe Lys Lys Pro 
10 15 20 



163 



gag etc aac ggc aag aaa cga cgc eta gac tec gcg etc acc ate tac 
Glu Leu Asn Gly Lys Lys Arg Arg Leu Asp Ser Ala Leu Thr He Tyr 
25 30 35 



211 



gac ctg cgt aaa att get aaa cga cgc acc cca get gee gcg ttc gac 
Asp Leu Arg Lys He Ala Lys Arg Arg Thr Pro Ala Ala Ala Phe Asp 
40 45 50 



259 



tac acc gac ggc gca gec gag gec gaa etc tea ate aca cgc gca cgt 
Tyr Thr Asp Gly Ala Ala Glu Ala Glu Leu Ser He Thr Arg Ala Arg 
55 60 65 



307 



gaa gca ttc gaa aac ate gaa ttc cac cca gac ate etc aag cct gca 
Glu Ala Phe Glu Asn He Glu Phe His Pro Asp lie Leu Lys Pro Ala 
70 75 80 85 



355 



gaa cac gta gac acc acc acc caa ate ctg ggc gga acc tec tec atg 
Glu His Val Asp Thr Thr Thr Gin He Leu Gly Gly Thr Ser Ser Met 
90 95 100 



403 



cca ttc ggc ate gca cca acc ggc ttc acc cgc etc atg cag acc gaa 
Pro Phe Gly He Ala Pro Thr Gly Phe Thr Arg Leu Met Gin Thr Glu 
105 110 115 



451 



ggt gaa ate gca ggt gec gga get gca ggc get gca gga att cct ttc 
Gly Glu He Ala Gly Ala Gly Ala Ala Gly Ala Ala Gly He Pro Phe 
120 125 130 



499 



acc ctg tec acc ctg ggc act acc tec ate gaa gac gtc aag gec acc 
Thr Leu Ser Thr Leu Gly Thr Thr Ser He Glu Asp Val Lys Ala Thr 
135 140 145 



547 



aac ccc aac ggc cga aac tgg ttc cag etc tac gtc atg cgc gac cgc 



595 
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Asn Pro Asn Gly Arg Asn Trp Phe Gin Leu Tyr Val Met Arg Asp Arg 
150 155 160 165 

gaa ate tec tac ggc etc gtc gaa cgc gca gec aaa gca gga ttc gac 
Glu lie Ser Tyr Gly Leu Val Glu Arg Ala Ala Lys Ala Gly Phe Asp 
170 1^5 180 

acc ctg atg ttc acc gtg gat acc ccc ate gee ggc tac cgc ate cgc 
Thr Leu Met Phe Thr Val Asp Thr Pro He Ala Gly Tyr Arg He Arg 
185 190 195 

gat tec cgc aac gga ttc tec ate ccg cca cag ctg acc cca tec acc 
Asp Ser Arg Asn Gly Phe Ser He Pro Pro Gin Leu Thr Pro Ser Thr 
200 205 210 

gtg etc aat gca ate cca cgc cca tgg tgg tgg ate gac ttc ctg acc 
Val Leu Asn Ala He Pro Arg Pro Trp Trp Trp He Asp Phe Leu Thr 
215 220 225 

acc cca acc ctt gag ttc gca tec ctt tec teg acc ggc gga acc gtg 
Thr Pro Thr Leu Glu Phe Ala Ser Leu Ser Ser Thr Gly Gly Thr Val 



230 235 



240 245 



ggc gac etc etc aac tec gcg atg gat ccc acc att tct tac gaa gac 
Gly Asp Leu Leu Asn Ser Ala Met Asp Pro Thr He Ser Tyr Glu Asp 



250 



255 260 



etc aag gtc ate cgt gaa atg tgg cca ggc aag etc gta gtc aag ggt 
Leu Lys Val He Arg Glu Met Trp Pro Gly Lys Leu Val Val Lys Gly 
265 270 275 

gtc cag aac gtt gaa gac tec gtc aaa etc etc gac caa ggc gtc gac 
Val Gin Asn Val Glu Asp Ser Val Lys Leu Leu Asp Gin Gly Val Asp 



280 



285 290 



gee att etc cgc age gag ate acc cgc acc atg get etc etc ggt gtt 
Ala He Leu Arg Ser Glu He Thr Arg Thr Met Ala Leu Leu Gly Val 
375 380 385 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1075 



ggc etc ate etc tec aac cac ggt ggc cgt caa etc gac cgc gca cca 
Gly Leu He Leu Ser Asn His Gly Gly Arg Gin Leu Asp Arg Ala Pro 
295 300 305 

gtc cca ttc cac etc ctg cca cag gta cgc aag gaa gtc gga tct gaa 
Val Pro Phe His Leu Leu Pro Gin Val Arg Lys Glu Val Gly Ser Glu 
310 315 320 325 

cca acc ate atg ate gac acc ggc ate atg aac ggc gee gac ate gtc 1123 
Pro Thr He Met He Asp Thr Gly He Met Asn Gly Ala Asp He Val 
330 335 340 

gca gee gta gee atg ggc get gac ttc acc etc ate ggt cgt gee tac 1171 
Ala Ala Val Ala Met Gly Ala Asp Phe Thr Leu He Gly Arg Ala Tyr 
345 350 355 

etc tac gga etc atg gee gga ggc cgc gaa ggc gtc gac cgc acc ate 1219 
Leu Tyr Gly Leu Met Ala Gly Gly Arg Glu Gly Val Asp Arg Thr He 
360 365 370 



1267 



tec tec etc gaa gaa etc gag cca cgc cac gtc acc cag ctg gee aag 1315 
Ser Ser Leu Glu Glu Leu Glu Pro Arg His Val Thr Gin Leu Ala Lys 
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390 



395 400 405 



atg gtt cca gtt tct gac gca act cgt tct gca gcg gcg gag att 1360 
Met Val Pro Val Ser Asp Ala Thr Arg Ser Ala Ala Ala Glu He 
410 415 420 

1 O Q Q 

taaaagtttc tctccttagc tat 



<210> 136 
<211> 420 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 136 

Met Val Lys Arg Gin Leu Pro Asn Pro Ala Glu Leu Leu Glu Leu Met 
15 10 15 

Lvs Phe Lys Lys Pro Glu Leu Asn Gly Lys Lys Arg Arg Leu Asp Ser 
20 25 30 

Ala Leu Thr He Tyr Asp Leu Arg Lys He Ala Lys Arg Arg Thr Pro 
35 40 45 

Ala Ala Ala Phe Asp Tyr Thr Asp Gly Ala Ala Glu Ala Glu Leu Ser 
50 55 60 

He Thr Arg Ala Arg Glu Ala Phe Glu Asn He Glu Phe His Pro Asp 
65 70 75 80 

He Leu Lys Pro Ala Glu His Val Asp Thr Thr Thr Gin He Leu Gly 
85 90 95 

Gly Thr Ser Ser Met Pro Phe Gly He Ala Pro Thr Gly Phe Thr Arg 
100 105 HO 

Leu Met Gin Thr Glu Gly Glu He Ala Gly Ala Gly Ala Ala Gly Ala 
115 120 125 

Ala Gly He Pro Phe Thr Leu Ser Thr Leu Gly Thr Thr Ser He Glu 
130 135 140 

Asp Val Lys Ala Thr Asn Pro Asn Gly Arg Asn Trp Phe Gin Leu Tyr 
145 150 155 160 

Val Met Arg Asp Arg Glu He Ser Tyr Gly Leu Val Glu Arg Ala Ala 
165 170 175 

Lys Ala Gly Phe Asp Thr Leu Met Phe Thr Val Asp Thr Pro He Ala 
180 185 190 

Gly Tyr Arg He Arg Asp Ser Arg Asn Gly Phe Ser He Pro Pro Gin 
195 200 205 

Leu Thr Pro Ser Thr Val Leu Asn Ala He Pro Arg Pro Trp Trp Trp 
210 215 220 

He Asp Phe Leu Thr Thr Pro Thr Leu Glu Phe Ala Ser Leu Ser Ser 
225 230 235 240 

Thr Gly Gly Thr Val Gly Asp Leu Leu Asn Ser Ala Met Asp Pro Thr 
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245 250 255 

lie Ser Tyr Glu Asp Leu Lys Val lie Arg Glu Met Trp Pro Gly Lys 
260 265 270 

Leu Val Val Lys Gly Val Gin Asn Val Glu Asp Ser Val Lys Leu Leu 
275 280 285 

Asp Gin Gly Val Asp Gly Leu lie Leu Ser Asn His Gly Gly Arg Gin 
290 295 300 

Leu Asp Arg Ala Pro Val Pro Phe His Leu Leu Pro Gin Val Arg Lys 
305 310 315 320 

Glu Val Gly Ser Glu Pro Thr lie Met lie Asp Thr Gly lie Met Asn 
325 330 335 

Gly Ala Asp lie Val Ala Ala Val Ala Met Gly Ala Asp Phe Thr Leu 
340 345 350 

lie Gly Arg Ala Tyr Leu Tyr Gly Leu Met Ala Gly Gly Arg Glu Gly 
355 360 365 

Val Asp Arg Thr lie Ala lie Leu Arg Ser Glu lie Thr Arg Thr Met 
370 375 380 

Ala Leu Leu Gly Val Ser Ser Leu Glu Glu Leu Glu Pro Arg His Val 
385 390 395 400 

Thr Gin Leu Ala Lys Met Val Pro Val Ser Asp Ala Thr Arg Ser Ala 
405 410 415 

Ala Ala Glu lie 
420 



<210> 137 
<211> 1836 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1813) 
<223> RXN01952 

<400> 137 

ccatcaaaaa atgaacgacc gcggactagc tcggatcaag gcgacatccc ctcagcatca 60 

tgacgcgctt gtgatgcaac tgaatatagg aagcttagag atg acg caa cca gga 115 

Met Thr Gin Pro Gly 
1 5 

cag acc acc acg act teg cac gaa gcg ate gat gcg ttc aag aga ate 163 
Gin Thr Thr Thr Thr Ser His Glu Ala lie Asp Ala Phe Lys Arg lie 
10 15 20 



gtc ggc gac gaa cat gta ctg acc tct gag cgt gec acg atg cca ttc 211 
Val Gly Asp Glu His Val Leu Thr Ser Glu Arg Ala Thr Met Pro Phe 
25 30 35 
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age aaa ggc tat cga ttc ggc gga gga cca gtc ttc gec gtg gtg cgc 
Ser Lys Gly Tyr Arg Phe Gly Gly Gly Pro Val Phe Ala Val Val Arg 



40 



45 50 



ccc ggc acg ctg gtc gag atg tgg egg gcg ctg cag gta tec gtc gac 
Pro Gly Thr Leu Val Glu Met Trp Arg Ala Leu Gin Val Ser Val Asp 
55 60 65 

aac aac etc ate gtc ate ccg cag gca teg aac acg ggc ctg act ggt 
Asn Asn Leu He Val He Pro Gin Ala Ser Asn Thr Gly Leu Thr Gly 
70 75 80 85 

gga tec ggc ccc ggc ttc caa gac tac gat cgc ccc att gtg ate ate 
Glv Ser Gly Pro Gly Phe Gin Asp Tyr Asp Arg Pro He Val He He 



Gly Ser Gly Pro Gly 

90 



95 100 



teg act cac cgc ate gat gag gtg cac etc ate aac gac gcg cgc gag 
Ser Thr His Arg He Asp Glu Val His Leu He Asn Asp Ala Arg Glu 



105 



110 H5 



qcg ate teg etc gcg ggc acc ccg ctg aca cac ctg acc gac gcg etc 
Ala He Ser Leu Ala Gly Thr Pro Leu Thr His Leu Thr Asp Ala Leu 
120 125 130 

gec aag cac cag cgc gag ccg cac teg gtg ate ggg teg aca tea ate 
Ala Lys His Gin Arg Glu Pro His Ser Val lie Gly Ser Thr Ser He 
135 



140 145 



ggc gee teg gtc ate ggc ggc ate gcg aac aac teg ggc ggc age cag 
Gly Ala Ser Val He Gly Gly He Ala Asn Asn Ser Gly Gly Ser Gin 
150 155 160 165 

att cgc aag ggt ccg gca ttc acg cgc gaa gcg ate ttc gee cgc gtc 
He Arq Lys Gly Pro Ala Phe Thr Arg Glu Ala He Phe Ala Arg Val 
170 175 180 

aac gac gac ggc aag gtc gag ctg gtc aat cac ctg ggc ate teg etc 
Asn Asp Asp Gly Lys Val Glu Leu Val Asn His Leu Gly He Ser Leu 
185 190 195 

gga gac gac cct gag gtc gca etc gac cgt eta cag cgc ggc gag tgg 
Gly Asp Asp Pro Glu Val Ala Leu Asp Arg Leu Gin Arg Gly Glu Trp 



200 



205 210 



tct ccc gag gat gtc acc cca get ccc gaa gac teg aac gag acc gag 
Ser Pro Glu Asp Val Thr Pro Ala Pro Glu Asp Ser Asn Glu Thr Glu 

220 225 



215 



tac gee gag cac ttg cgc aag ate gtg cct teg cct get cgc tac aat 
Ala Glu His Leu Arg Lys He Val Pro Ser Pro Ala Arg Tyr Asn 
235 240 245 



259 



307 



355 



403 



451 



499 



547 



595 



643 



691 



739 



787 



835 



Tyr 

230 



gcg aac ccc gag tac ctg ttc gag get tec ggc teg gee ggc aag ctg 
Ala Asn Pro Glu Tyr Leu Phe Glu Ala Ser Gly Ser Ala Gly Lys Leu 
250 255 260 

atg gtg ttc gcg gtg cgc acc cgc acc ttc cct cgc gaa gtg cac ccg 
Met Val Phe Ala Val Arg Thr Arg Thr Phe Pro Arg Glu Val His Pro 
265 270 275 

acc gtg ttt tac ate ggc acg aac aac acg cac gag etc gaa gag ate 



883 



931 



979 



BGI-126CP 



-214- 



Thr Val Phe Tyr lie Gly Thr Asn Asn Thr His Glu Leu Glu Glu lie 
280 285 290 

cgt egg ttg ttc etc gaa gec gac atg ccg ctg cct ate tct ggt gag 
Arg Arg Leu Phe Leu Glu Ala Asp Met Pro Leu Pro He Ser Gly Glu 
295 300 305 

tac atg ggc cgc agt gec ttc gac ttg gec gag aag tac ggc aaa gac 
Tyr Met Gly Arg Ser Ala Phe Asp Leu Ala Glu Lys Tyr Gly Lys Asp 
310 315 320 325 

acc ttc gtc ttc ctg aag ttc atg agt cca gcg ctg cag acg cgc atg 
Thr Phe Val Phe Leu Lys Phe Met Ser Pro Ala Leu Gin Thr Arg Met 
330 335 340 

ttc teg ttc aag acg tgg gec aac ggc ttg ttc teg aag att ccc ggc 
Phe Ser Phe Lys Thr Trp Ala Asn Gly Leu Phe Ser Lys He Pro Gly 
345 350 355 

att ggt ccg acc ttc gee gac acg gta teg caa gec atg ttc age gtg 
He Gly Pro Thr Phe Ala Asp Thr Val Ser Gin Ala Met Phe Ser Val 
360 365 370 

ctg ccc aac cag ctg ccc aag cgc atg atg gag tac cgc aac cgt ttc 
Leu Pro Asn Gin Leu Pro Lys Arg Met Met Glu Tyr Arg Asn Arg Phe 



375 



380 385 



gtc aag gcg tat tac ggg cac ttc ttc tgc cat gtg atg cac cag gac 
Val Lys Ala Tyr Tyr Gly His Phe Phe Cys His Val Met His Gin Asp 
490 495 500 

tat gtc gee aag cag ggc gtg gat etc gag gcg ctg cac gac cgc ate 
Tyr Val Ala Lys Gin Gly Val Asp Leu Glu Ala Leu His Asp Arg He 
505 510 515 

cag cac ctg ctg gag gag cgc ggc gcg aag ctg ccc gee gag cac aac 
Gin His Leu Leu Glu Glu Arg Gly Ala Lys Leu Pro Ala Glu His Asn 



1027 



1075 



1123 



1171 



1219 



1267 



cat cac ctg ctg etc acc gtc age gag teg cag aag gee gcg age 1315 



Glu His His Leu Leu Leu Thr Val Ser Glu Ser Gin Lys Ala Ala Ser 
390 395 400 405 

gag aag atg etc aag gag ttc ttc gca gag ccc gag cac act ggt gag 
Glu Lys Met Leu Lys Glu Phe Phe Ala Glu Pro Glu His Thr Gly Glu 
410 415 420 

ttc ttc ate tgc acg tct gat gaa gaa aag age gcg teg etc aac egg 
Phe Phe He Cys Thr Ser Asp Glu Glu Lys Ser Ala Ser Leu Asn Arg 
425 430 435 

ttc ggc gcg gee agt gee gee act cgc tac gee gcg ttg aag cgc egg 
Phe Gly Ala Ala Ser Ala Ala Thr Arg Tyr Ala Ala Leu Lys Arg Arg 
440 445 450 

cac ate gca ggg etc ate ccc ate gat gtg gee ctg cgt cgc gac gat 
His He Ala Gly Leu He Pro He Asp Val Ala Leu Arg Arg Asp Asp 
455 460 465 

tgg aac tgg etc gag gtg ctg ccg gag gag ate gac gac cag ctt gag 1555 
Trp Asn Trp Leu Glu Val Leu Pro Glu Glu He Asp Asp Gin Leu Glu 
470 475 480 485 



1363 



1411 



1459 



1507 



1603 



1651 



1699 
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520 525 530 

tac ggt cgc atg tac aag ctg ccg gag tec atg gaa gag cac ttc aag 1747 
Tyr Gly Arg Met Tyr Lys Leu Pro Glu Ser Met Glu Glu His Phe Lys 
535 540 545 

gag etc gat ccg acg aat acg ttc aac gec ggt ate ggc ggc acg teg 1795 
Glu Leu Asp Pro Thr Asn Thr Phe Asn Ala Gly He Gly Gly Thr Ser 
550 555 560 565 

ccg cac aag gac tgg gec taagtcccca aggtagegeg acg 1836 
Pro His Lys Asp Trp Ala 
570 



<210> 138 
<211> 571 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 138 

Met Thr Gin Pro Gly Gin Thr Thr Thr Thr Ser His Glu Ala He Asp 
15 10 15 

Ala Phe Lys Arg He Val Gly Asp Glu His Val Leu Thr Ser Glu Arg 
20 25 30 

Ala Thr Met Pro Phe Ser Lys Gly Tyr Arg Phe Gly Gly Gly Pro Val 
35 40 45 

Phe Ala Val Val Arg Pro Gly Thr Leu Val Glu Met Trp Arg Ala Leu 
50 55 60 

Gin Val Ser Val Asp Asn Asn Leu He Val He Pro Gin Ala Ser Asn 
65 70 75 80 

Thr Gly Leu Thr Gly Gly Ser Gly Pro Gly Phe Gin Asp Tyr Asp Arg 
85 90 95 

Pro He Val He He Ser Thr His Arg He Asp Glu Val His Leu lie 
100 105 110 

Asn Asp Ala Arg Glu Ala He Ser Leu Ala Gly Thr Pro Leu Thr His 
115 120 125 

Leu Thr Asp Ala Leu Ala Lys His Gin Arg Glu Pro His Ser Val He 
130 135 140 

Gly Ser Thr Ser He Gly Ala Ser Val He Gly Gly He Ala Asn Asn 
145 150 155 160 

Ser Gly Gly Ser Gin He Arg Lys Gly Pro Ala Phe Thr Arg Glu Ala 
165 170 175 

He Phe Ala Arg Val Asn Asp Asp Gly Lys Val Glu Leu Val Asn His 
180 185 190 

Leu Gly He Ser Leu Gly Asp Asp Pro Glu Val Ala Leu Asp Arg Leu 
195 200 205 



Gin Arg Gly Glu Trp Ser Pro Glu Asp Val Thr Pro Ala Pro Glu Asp 
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210 215 220 

Ser Asn Glu Thr Glu Tyr Ala Glu His Leu Arg Lys lie Val Pro Ser 
225 230 235 240 

Pro Ala Arg Tyr Asn Ala Asn Pro Glu Tyr Leu Phe Glu Ala Ser Gly 
245 250 255 

Ser Ala Gly Lys Leu Met Val Phe Ala Val Arg Thr Arg Thr Phe Pro 
260 265 270 

Arg Glu Val His Pro Thr Val Phe Tyr lie Gly Thr Asn Asn Thr His 
275 280 285 

Glu Leu Glu Glu lie Arg Arg Leu Phe Leu Glu Ala Asp Met Pro Leu 
290 295 300 

Pro lie Ser Gly Glu Tyr Met Gly Arg Ser Ala Phe Asp Leu Ala Glu 
305 310 315 320 

Lys Tyr Gly Lys Asp Thr Phe Val Phe Leu Lys Phe Met Ser Pro Ala 
325 330 335 

Leu Gin Thr Arg Met Phe Ser Phe Lys Thr Trp Ala Asn Gly Leu Phe 
340 345 350 

Ser Lys lie Pro Gly lie Gly Pro Thr Phe Ala Asp Thr Val Ser Gin 
355 360 365 

Ala Met Phe Ser Val Leu Pro Asn Gin Leu Pro Lys Arg Met Met Glu 
370 375 380 

Tyr Arg Asn Arg Phe Glu His His Leu Leu Leu Thr Val Ser Glu Ser 
385 390 395 400 

Gin Lys Ala Ala Ser Glu Lys Met Leu Lys Glu Phe Phe Ala Glu Pro 
405 410 415 

Glu His Thr Gly Glu Phe Phe lie Cys Thr Ser Asp Glu Glu Lys Ser 
420 425 430 

Ala Ser Leu Asn Arg Phe Gly Ala Ala Ser Ala Ala Thr Arg Tyr Ala 
435 440 445 

Ala Leu Lys Arg Arg His lie Ala Gly Leu lie Pro lie Asp Val Ala 
450 455 460 

Leu Arg Arg Asp Asp Trp Asn Trp Leu Glu Val Leu Pro Glu Glu lie 
465 470 475 480 

Asp Asp Gin Leu Glu Val Lys Ala Tyr Tyr Gly His Phe Phe Cys His 
485 490 495 

Val Met His Gin Asp Tyr Val Ala Lys Gin Gly Val Asp Leu Glu Ala 
500 505 510 

Leu His Asp Arg lie Gin His Leu Leu Glu Glu Arg Gly Ala Lys Leu 
515 520 525 

Pro Ala Glu His Asn Tyr Gly Arg Met Tyr Lys Leu Pro Glu Ser Met 
530 535 540 
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Glu Glu His Phe Lys 
545 

lie Gly Gly Thr Ser 
565 



Glu Leu Asp Pro Thr Asn 
550 555 

Pro His Lys Asp Trp Ala 
570 



Thr Phe Asn Ala Gly 
560 



<210> 139 
<211> 239 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (216) 

<223> FRXA01952 

<400> 139 

cca gga eta tgt cgc caa gca ggg cgt gga tct caa ggc get gac gac 

Pro Gly Leu Cys Arg Gin Ala Gly Arg Gly Ser Gin Gly Ala Asp Asp 
15 10 15 

cgc ate cag cac ttg ctg gag gag cac ggc aag aag ctg ccc gec gag 
Arg He Gin His Leu Leu Glu Glu His Gly Lys Lys Leu Pro Ala Glu 



20 



25 30 



cac aac tac ggt cgc atg tac aag ctg ccg gag tec atg gaa gag cac 
His Asn Tyr Gly Arg Met Tyr Lys Leu Pro Glu Ser Met Glu Glu His 



35 



40 45 



ttc aag gag etc gat ccg acg aat acg ttc aac gec ggt ate ggc ggc 
Phe Lys Glu Leu Asp Pro Thr Asn Thr Phe Asn Ala Gly He Gly Gly 



50 



55 60 



acg teg ccg cac aag gac tgg gec taagtcccca aggtagegeg acg 
Thr Ser Pro His Lys Asp Trp Ala 
65 70 



48 



96 



144 



192 



239 



<210> 140 
<211> 72 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 140 

Pro Gly Leu Cys Arg Gin Ala Gly Arg Gly Ser Gin Gly Ala Asp Asp 
15 10 15 

Arc He Gin His Leu Leu Glu Glu His Gly Lys Lys Leu Pro Ala Glu 
20 25 30 

His Asn Tyr Gly Arg Met Tyr Lys Leu Pro Glu Ser Met Glu Glu His 
35 40 45 

Phe Lys Glu Leu Asp Pro Thr Asn Thr Phe Asn Ala Gly He Gly Gly 
50 55 60 



Thr Ser Pro His Lys Asp Trp Ala 
65 70 
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<210> 141 
<211> 1699 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1699) 
<223> FRXA01955 



<400> 141 

ccatcaaaaa atgaacgacc gcggactagc tcggatcaag gcgacatccc ctcagcatca 60 

tgacgcgctt gtgatgcaac tgaatatagg aagcttagag atg acg caa cca gga 11 

Met Thr Gin Pro Gly 
1 5 



cag acc acc acg act teg cac gaa gcg ate gat gcg ttc aag aga ate 
Gin Thr Thr Thr Thr Ser His Glu Ala He Asp Ala Phe Lys Arg He 
10 15 20 



163 



gtc ggc gac gaa cat gta ctg acc tct gag cgt gec acg atg cca ttc 211 
Val Gly Asp Glu His Val Leu Thr Ser Glu Arg Ala Thr Met Pro Phe 
25 30 35 

age aaa ggc tat cga ttc ggc gga gga cca gtc ttc gec gtg gtg cgc 259 
Ser Lys Gly Tyr Arg Phe Gly Gly Gly Pro Val Phe Ala Val Val Arg 
40 45 50 



ccc ggc acg ctg gtc gag atg tgg egg gcg ctg cag gta tec gtc gac 
Pro Gly Thr Leu Val Glu Met Trp Arg Ala Leu Gin Val Ser Val Asp 
55 60 65 



gga tec ggc ccc ggc ttc caa gac tac gat cgc ccc att gtg ate ate 
Gly Ser Gly Pro Gly Phe Gin Asp Tyr Asp Arg Pro He Val He He 
90 95 100 



gcg ate teg etc gcg ggc acc ccg ctg aca cac ctg acc gac gcg etc 
Ala He Ser Leu Ala Gly Thr Pro Leu Thr His Leu Thr Asp Ala Leu 
120 125 130 



ggc gec teg gtc ate ggc ggc ate gcg aac aac teg ggc ggc age cag 
Gly Ala Ser Val He Gly Gly He Ala Asn Asn Ser Gly Gly Ser Gin 
150 155 160 165 

att cgc aag ggt ccg gca ttc acg cgc gaa gcg ate ttc gee cgc gtc 
He Arg Lys Gly Pro Ala Phe Thr Arg Glu Ala He Phe Ala Arg Val 
170 175 180 



307 



aac aac etc ate gtc ate ccg cag gca teg aac acg ggc ctg act ggt 355 
Asn Asn Leu He Val He Pro Gin Ala Ser Asn Thr Gly Leu Thr Gly 
70 75 80 85 



403 



teg act cac cgc ate gat gag gtg cac etc ate aac gac gcg cgc gag 451 
Ser Thr His Arg He Asp Glu Val His Leu He Asn Asp Ala Arg Glu 
105 HO H5 



499 



gec aag cac cag cgc gag ccg cac teg gtg ate ggg teg aca tea ate 547 
Ala Lys His Gin Arg Glu Pro His Ser Val He Gly Ser Thr Ser He 
135 140 145 



595 



643 
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aac gac gac ggc aag gtc gag ctg gtc aat cac ctg ggc ate teg etc 691 
Asn Asp Asp Gly Lys Val Glu Leu Val Asn His Leu Gly lie Ser Leu 
185 190 195 

gga gac gac cct gag gtc gca etc gac cgt eta cag cgc ggc gag tgg 7 39 
Gly Asp Asp Pro Glu Val Ala Leu Asp Arg Leu Gin Arg Gly Glu Trp 
200 205 210 

tct ccc gag gat gtc acc cca get ccc gaa gac teg aac gag acc gag 787 
Ser Pro Glu Asp Val Thr Pro Ala Pro Glu Asp Ser Asn Glu Thr Glu 
215 220 225 

tac gec gag cac ttg cgc aag ate gtg cct teg cct get cgc tac aat 835 
Tyr Ala Glu His Leu Arg Lys lie Val Pro Ser Pro Ala Arg Tyr Asn 
230 235 240 245 

gcg aac ccc gag tac ctg ttc gag get tec ggc teg gec ggc aag ctg 883 
Ala Asn Pro Glu Tyr Leu Phe Glu Ala Ser Gly Ser Ala Gly Lys Leu 
250 255 260 

atg gtg ttc gcg gtg cgc acc cgc acc ttc cct cgc gaa gtg cac ccg 931 
Met Val Phe Ala Val Arg Thr Arg Thr Phe Pro Arg Glu Val His Pro 
265 270 275 

acc gtg ttt tac ate ggc acg aac aac acg cac gag etc gaa gag ate 979 
Thr Val Phe Tyr lie Gly Thr Asn Asn Thr His Glu Leu Glu Glu lie 
280 285 290 



cgt egg ttg ttc etc gaa gec gac atg ccg ctg cct ate tct ggt gag 
Arg Arg Leu Phe Leu Glu Ala Asp Met Pro Leu Pro lie Ser Gly Glu 
295 300 305 



1027 



tac atg ggc cgc agt gec ttc gac ttg gec gag aag tac ggc aaa gac 1075 
Tyr Met Gly Arg Ser Ala Phe Asp Leu Ala Glu Lys Tyr Gly Lys Asp 
310 315 320 325 

acc ttc gtc ttc ctg aag ttc atg agt cca gcg ctg cag acg cgc atg 1123 
Thr Phe Val Phe Leu Lys Phe Met Ser Pro Ala Leu Gin Thr Arg Met 
330 335 340 

ttc teg ttc aag acg tgg gee aac ggc ttg ttc teg aag att ccc ggc 1171 
Phe Ser Phe Lys Thr Trp Ala Asn Gly Leu Phe Ser Lys lie Pro Gly 
345 350 355 

att ggt ccg acc ttc gec gac acg gta teg caa gee atg ttc age gtg 1219 
lie Gly Pro Thr Phe Ala Asp Thr Val Ser Gin Ala Met Phe Ser Val 
360 365 370 

ctg ccc aac cag ctg ccc aag cgc atg atg gag tac cgc aac cgt ttc 1267 
Leu Pro Asn Gin Leu Pro Lys Arg Met Met Glu Tyr Arg Asn Arg Phe 
375 380 385 

gag cat cac ctg ctg etc acc gtc age gag teg cag aag gec gcg age 1315 
Glu His His Leu Leu Leu Thr Val Ser Glu Ser Gin Lys Ala Ala Ser 
390 395 400 405 

gag aag atg etc aag gag ttc ttc gca gag ccc gag cac act ggt gag 1363 
Glu Lys Met Leu Lys Glu Phe Phe Ala Glu Pro Glu His Thr Gly Glu 
410 415 420 
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ttc ttc ate tgc acg tct gat gaa gaa aag age gcg teg etc aac egg 
Phe Phe He Cys Thr Ser Asp Glu Glu Lys Ser Ala Ser Leu Asn Arg 
425 430 435 



1411 



ttc ggc gcg gec agt gec gec act cgc tac gee gcg ttg aag cgc egg 
Phe Gly Ala Ala Ser Ala Ala Thr Arg Tyr Ala Ala Leu Lys Arg Arg 
440 445 450 



1459 



cac ate gca ggg etc ate ccc ate gat gtg gee ctg cgt cgc gac gat 
His He Ala Gly Leu He Pro He Asp Val Ala Leu Arg Arg Asp Asp 
455 460 465 



1507 



tgg aac tgg etc gag gtg ctg ccg gag gag ate gac gac cag ctt gag 
Trp Asn Trp Leu Glu Val Leu Pro Glu Glu He Asp Asp Gin Leu Glu 
470 475 480 485 



1555 



gtc aag gcg tat tac ggg cac ttc ttc tgc cat gtg atg cac cag gac 
Val Lys Ala Tyr Tyr Gly His Phe Phe Cys His Val Met His Gin Asp 
490 495 500 



1603 



tat gtc gec aag cag ggc gtg gat etc gag gcg ctg cac gac cgc ate 
Tyr Val Ala Lys Gin Gly Val Asp Leu Glu Ala Leu His Asp Arg He 
505 510 515 



1651 



cag cac ctg ctg gag gag cgc ggc gcg aag ctg ccc gee gag cac aac 
Gin His Leu Leu Glu Glu Arg Gly Ala Lys Leu Pro Ala Glu His Asn 
520 525 530 



1699 



<210> 142 
<211> 533 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 142 

Met Thr Gin Pro Gly Gin Thr Thr Thr Thr Ser His Glu Ala He Asp 
15 10 15 

Ala Phe Lys Arg He Val Gly Asp Glu His Val Leu Thr Ser Glu Arg 
20 25 30 

Ala Thr Met Pro Phe Ser Lys Gly Tyr Arg Phe Gly Gly Gly Pro Val 
35 40 45 

Phe Ala Val Val Arg Pro Gly Thr Leu Val Glu Met Trp Arg Ala Leu 
50 55 60 

Gin Val Ser Val Asp Asn Asn Leu He Val He Pro Gin Ala Ser Asn 
65 70 75 80 

Thr Gly Leu Thr Gly Gly Ser Gly Pro Gly Phe Gin Asp Tyr Asp Arg 
85 90 95 

Pro He Val He He Ser Thr His Arg He Asp Glu Val His Leu He 
100 105 110 

Asn Asp Ala Arg Glu Ala He Ser Leu Ala Gly Thr Pro Leu Thr His 
115 120 125 



Leu Thr Asp Ala Leu Ala Lys His Gin Arg Glu Pro His Ser Val He 
130 135 140 
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Gly Ser Thr Ser 
145 

Ser Gly Gly Ser 



lie Phe Ala Arg 
180 

Leu Gly lie Ser 
195 

Gin Arg Gly Glu 
210 

Ser Asn Glu Thr 
225 

Pro Ala Arg Tyr 



Ser Ala Gly Lys 
260 

Arg Glu Val His 
275 

Glu Leu Glu Glu 
290 

Pro lie Ser Gly 
305 

Lys Tyr Gly Lys 



Leu Gin Thr Arg 
340 

Ser Lys lie Pro 
355 

Ala Met Phe Ser 
370 

Tyr Arg Asn Arg 
385 

Gin Lys Ala Ala 



Glu His Thr Gly 
420 

Ala Ser Leu Asn 
435 

Ala Leu Lys Arg 
450 



lie Gly Ala Ser 
150 

Gin He Arg Lys 
165 

Val Asn Asp Asp 



Leu Gly Asp Asp 
200 

Trp Ser Pro Glu 
215 

Glu Tyr Ala Glu 
230 

Asn Ala Asn Pro 

245 

Leu Met Val Phe 



Pro Thr Val Phe 
280 

He Arg Arg Leu 
295 

Glu Tyr Met Gly 
310 

Asp Thr Phe Val 
325 

Met Phe Ser Phe 



Gly He Gly Pro 
360 

Val Leu Pro Asn 
375 

Phe Glu His His 
390 

Ser Glu Lys Met 
405 

Glu Phe Phe He 



Arg Phe Gly Ala 
440 

Arg His He Ala 
455 



-221 - 



Val He Gly Gly 
155 

Gly Pro Ala Phe 
170 

Gly Lys Val Glu 
185 

Pro Glu Val Ala 



Asp Val Thr Pro 
220 

His Leu Arg Lys 
235 

Glu Tyr Leu Phe 
250 

Ala Val Arg Thr 
265 

Tyr He Gly Thr 



Phe Leu Glu Ala 
300 

Arg Ser Ala Phe 
315 

Phe Leu Lys Phe 
330 

Lys Thr Trp Ala 
345 

Thr Phe Ala Asp 



Gin Leu Pro Lys 
380 

Leu Leu Leu Thr 
3 95 

Leu Lys Glu Phe 
410 

Cys Thr Ser Asp 
425 

Ala Ser Ala Ala 



Gly Leu He Pro 
460 



He Ala Asn Asn 
160 

Thr Arg Glu Ala 
175 

Leu Val Asn His 
190 

Leu Asp Arg Leu 
205 

Ala Pro Glu Asp 



He Val Pro Ser 
240 

Glu Ala Ser Gly 
255 

Arg Thr Phe Pro 

270 

Asn Asn Thr His 
285 

Asp Met Pro Leu 



Asp Leu Ala Glu 
320 

Met Ser Pro Ala 
335 

Asn Gly Leu Phe 
350 

Thr Val Ser Gin 
365 

Arg Met Met Glu 



Val Ser Glu Ser 
400 

Phe Ala Glu Pro 
415 

Glu Glu Lys Ser 
430 

Thr Arg Tyr Ala 
445 

He Asp Val Ala 
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Leu Arg Arg Asp 
465 

Asp Asp Gin Leu 



Val Met His Gin 
500 



Leu His Asp Arg 
515 

Pro Ala Glu His 
530 



Asp Trp Asn Trp 
470 

Glu Val Lys Ala 
485 

Asp Tyr Val Ala 



lie Gin His Leu 
520 

Asn 



Leu Glu Val Leu 
475 

Tyr Tyr Gly His 
490 

Lys Gin Gly Val 

505 

Leu Glu Glu Arg 



Pro Glu Glu lie 
480 

Phe Phe Cys His 
495 

Asp Leu Glu Ala 
510 

Gly Ala Lys Leu 
525 



<210> 143 
<211> 1035 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1012) 
<223> RXA00293 

<400> 143 ^ n 

agagattgtt gattcggcac caactttacc cacgagggta gaaatgaagc attcaggatg 60 

acaaaaccca acctcacacc aacaacctat cctggagccc atg aaa ate ttt gtt 115 

Met Lys lie Phe Val 
1 5 



ggt ttt ggc gat tat cca etc acc acc aag gec ctt aag gag gca ggc 
Glv Phe Gly Asp Tyr Pro Leu Thr Thr Lys Ala Leu Lys Glu Ala Gly 
10 15 20 

gca gaa ata gtg gac tec etc gaa aaa gec gag ggg ttt gtc ttc act 
Ala Glu lie Val Asp Ser Leu Glu Lys Ala Glu Gly Phe Val Phe Thr 
25 30 35 

caa aca cca ggc aca gaa ttt cce eta ctt ccc gac gga gtg agg tgg 
Gin Thr Pro Gly Thr Glu Phe Pro Leu Leu Pro Asp Gly Val Arg Trp 
40 45 50 

gtg caa ttt ccc aat gcg ggg etc aac gca tat ttc aca get ggg cag 
Val Gin Phe Pro Asn Ala Gly Leu Asn Ala Tyr Phe Thr Ala Gly Gin 
55 60 65 

att gat gac aaa cgc egg tgg tea aat gca tea ggg gtg tat ggc caa 
He Asp Asp Lys Arg Arg Trp Ser Asn Ala Ser Gly Val Tyr Gly Gin 
70 75 80 85 

cag gta gee gaa gca gca atg get ctt ttg ctg gga ctg att cat atg 
Gin Val Ala Glu Ala Ala Met Ala Leu Leu Leu Gly Leu He His Met 
90 95 100 

cac ccc acc atg gtg cgt gec gat agt tgg gca cca age act caa ata 
His Pro Thr Met Val Arg Ala Asp Ser Trp Ala Pro Ser Thr Gin He 
105 HO 115 



163 



211 



259 



307 



355 



403 



451 
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gat cag cag acc aga tgg ctt gat ggt gca aca gtt gcc att gtg gga 499 

Asp Gin Gin Thr Arg Trp Leu Asp Gly Ala Thr Val Ala lie Val Gly 
120 125 130 

get ggt gga ate ggt aaa cat ctg gca gcc atg ttg aaa cct ttt ggc 547 

Ala Gly Gly lie Gly Lys His Leu Ala Ala Met Leu Lys Pro Phe Gly 
135 140 145 

gca aag tct tta gca gta age agg acc ggt aca ccc acc caa gat ttt 595 

Ala Lys Ser Leu Ala Val Ser Arg Thr Gly Thr Pro Thr Gin Asp Phe 

150 155 160 165 

gat gca acg gaa cct ata tec aac ctg cac caa gta ctt gcc gac gcc 643 

Asp Ala Thr Glu Pro lie Ser Asn Leu His Gin Val Leu Ala Asp Ala 

170 175 180 

gac cat gtg gtg ttg tgc gta ccg ctt acc gca gac acc tat cat ctg 691 

Asp His Val Val Leu Cys Val Pro Leu Thr Ala Asp Thr Tyr His Leu 

185 190 195 

ate gga aaa gca gag ctt aaa gca atg cag tec act gca att ttg ate 739 

lie Gly Lys Ala Glu Leu Lys Ala Met Gin Ser Thr Ala lie Leu lie 
200 205 210 

aac gtg get cgc gga gaa gta gta gat aca gaa gca tta gtt gac gcc 787 

Asn Val Ala Arg Gly Glu Val Val Asp Thr Glu Ala Leu Val Asp Ala 
215 220 225 

tta gat gcc caa gaa ata tec ggg gca ggc tta gat gtc acc gat cct 835 

Leu Asp Ala Gin Glu lie Ser Gly Ala Gly Leu Asp Val Thr Asp Pro 

230 235 240 245 

gaa cca ttg ccg gac gat cat cca ctg tgg ggg cgc age aat gtg ate 883 

Glu Pro Leu Pro Asp Asp His Pro Leu Trp Gly Arg Ser Asn Val lie 

250 255 260 

att acc ccg cac gta gcc aac acg ttg acc teg atg gat cgc atg ctt 931 

lie Thr Pro His Val Ala Asn Thr Leu Thr Ser Met Asp Arg Met Leu 

265 270 275 

gcc cca gtg gtg gca gaa aac tac cga egg ttt etc get gga gaa aag 979 

Ala Pro Val Val Ala Glu Asn Tyr Arg Arg Phe Leu Ala Gly Glu Lys 
280 285 290 

atg ctg acc gag gtg gac ate cac aaa ggt tac tagagcagtg gctttgaata 1032 
Met Leu Thr Glu Val Asp lie His Lys Gly Tyr 
295 300 

tag 1035 



<210> 144 
<211> 304 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 144 

Met Lys lie Phe Val Gly Phe Gly Asp Tyr Pro Leu Thr Thr Lys Ala 
15 10 15 



Leu Lys Glu Ala Gly Ala Glu lie Val Asp Ser Leu Glu Lys Ala Glu 
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20 25 30 

Gly Phe Val Phe Thr Gin Thr Pro Gly Thr Glu Phe Pro Leu Leu Pro 
35 40 45 

Asp Gly Val Arg Trp Val Gin Phe Pro Asn Ala Gly Leu Asn Ala Tyr 
50 55 60 

Phe Thr Ala Gly Gin He Asp Asp Lys Arg Arg Trp Ser Asn Ala Ser 
65 70 75 80 

Gly Val Tyr Gly Gin Gin Val Ala Glu Ala Ala Met Ala Leu Leu Leu 
85 90 95 

Gly Leu He His Met His Pro Thr Met Val Arg Ala Asp Ser Trp Ala 
100 105 HO 

Pro Ser Thr Gin He Asp Gin Gin Thr Arg Trp Leu Asp Gly Ala Thr 
115 120 125 

Val Ala He Val Gly Ala Gly Gly He Gly Lys His Leu Ala Ala Met 
130 135 140 

Leu Lys Pro Phe Gly Ala Lys Ser Leu Ala Val Ser Arg Thr Gly Thr 
145 150 155 160 

Pro Thr Gin Asp Phe Asp Ala Thr Glu Pro He Ser Asn Leu His Gin 
165 170 175 

Val Leu Ala Asp Ala Asp His Val Val Leu Cys Val Pro Leu Thr Ala 
180 185 190 

Asp Thr Tyr His Leu He Gly Lys Ala Glu Leu Lys Ala Met Gin Ser 
195 200 205 

Thr Ala He Leu He Asn Val Ala Arg Gly Glu Val Val Asp Thr Glu 
210 215 220 

Ala Leu Val Asp Ala Leu Asp Ala Gin Glu He Ser Gly Ala Gly Leu 
225 230 235 240 

Asp Val Thr Asp Pro Glu Pro Leu Pro Asp Asp His Pro Leu Trp Gly 
245 250 255 

Arg Ser Asn Val He He Thr Pro His Val Ala Asn Thr Leu Thr Ser 
260 265 270 

Met Asp Arg Met Leu Ala Pro Val Val Ala Glu Asn Tyr Arg Arg Phe 
275 280 285 

Leu Ala Gly Glu Lys Met Leu Thr Glu Val Asp He His Lys Gly Tyr 
290 295 300 



<210> 145 
<211> 687 
<212> DNA 

<213> Corynebacterium glutamicum 



BGI-126CP 
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<220> 

<221> CDS 

<222> (62) . . (664) 

<223> RXN01130 

<400> 145 

agttcgtggc ggatgctgtg aacgtttccg gtggtcgcgt gggcgaagag gttctgtgtg 60 



gatg gat ctg get cgc aag ctt ggt ctt ctt get ggc aag ctt gtc gac 
Met Asp Leu Ala Arg Lys Leu Gly Leu Leu Ala Gly Lys Leu Val Asp 
15 10 15 



gag cag gtc aat gca ctt ggt ttg tec get gtt cgt ggt ttg ttc tec 
Glu Gin Val Asn Ala Leu Gly Leu Ser Ala Val Arg Gly Leu Phe Ser 
35 40 45 



gaa gag cgt ggc ctg gac ate tec gtg aag acc aac tct gag tct gtt 
Glu Glu Arg Gly Leu Asp lie Ser Val Lys Thr Asn Ser Glu Ser Val 
65 70 75 80 

act cac cgt tec gtc ctg cag gtc aag gtc att act ggc age ggc gcg 
Thr His Arg Ser Val Leu Gin Val Lys Val lie Thr Gly Ser Gly Ala 
85 90 95 

age gca act gtt gtt ggt gec ctg act ggt ctt gag cgc gtt gag aag 
Ser Ala Thr Val Val Gly Ala Leu Thr Gly Leu Glu Arg Val Glu Lys 
100 105 HO 

ate acc cgc ate aat ggc cgt ggc ctg gat ctg cgc gca gag ggt ctg 
lie Thr Arg lie Asn Gly Arg Gly Leu Asp Leu Arg Ala Glu Gly Leu 
115 120 125 



act cag get gag aag ggt gac ggc get gtc ctg ate ctg cgt gtt gag 
Thr Gin Ala Glu Lys Gly Asp Gly Ala Val Leu He Leu Arg Val Glu 
165 170 175 

tec get gtc tct gaa gag ctg gaa get gaa ate aac get gag ttg ggt 
Ser Ala Val Ser Glu Glu Leu Glu Ala Glu He Asn Ala Glu Leu Gly 
180 185 190 

get act tec ttc cag gtt gat ctt gac taattagaga tecatttget 
Ala Thr Ser Phe Gin Val Asp Leu Asp 
195 200 



109 



gec gec cca gtc tec att gag gtt gag get cga ggc gag ctt tct tec 157 
Ala Ala Pro Val Ser He Glu Val Glu Ala Arg Gly Glu Leu Ser Ser 
20 25 30 



205 



gga att ate gaa gag tec gtt act ttc gtc aac get cct cgc att get 253 
Gly He He Glu Glu Ser Val Thr Phe Val Asn Ala Pro Arg He Ala 
50 55 60 



301 



349 



397 



445 



aac etc ttc ctg cag tac act gac get cct ggt gca ctg ggt acc gtt 493 

Asn Leu Phe Leu Gin Tyr Thr Asp Ala Pro Gly Ala Leu Gly Thr Val 
130 135 140 

ggt acc aag ctg ggt get get ggc ate aac ate gag get get gcg ttg 541 

Gly Thr Lys Leu Gly Ala Ala Gly He Asn He Glu Ala Ala Ala Leu 

145 150 155 160 



589 



637 



684 
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tga 



<210> 146 
<211> 201 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 146 

Met Asp Leu Ala Arg Lys Leu Gly Leu Leu Ala Gly Lys Leu Val Asp 
15 10 15 

Ala Ala Pro Val Ser He Glu Val Glu Ala Arg Gly Glu Leu Ser Ser 
20 25 30 

Glu Gin Val Asn Ala Leu Gly Leu Ser Ala Val Arg Gly Leu Phe Ser 
35 40 45 

Gly He He Glu Glu Ser Val Thr Phe Val Asn Ala Pro Arg He Ala 
50 55 60 

Glu Glu Arg Gly Leu Asp He Ser Val Lys Thr Asn Ser Glu Ser Val 
65 70 75 80 

Thr His Arg Ser Val Leu Gin Val Lys Val He Thr Gly Ser Gly Ala 
85 90 95 

Ser Ala Thr Val Val Gly Ala Leu Thr Gly Leu Glu Arg Val Glu Lys 
100 105 HO 

He Thr Arg He Asn Gly Arg Gly Leu Asp Leu Arg Ala Glu Gly Leu 
115 120 125 

Asn Leu Phe Leu Gin Tyr Thr Asp Ala Pro Gly Ala Leu Gly Thr Val 
130 135 140 

Gly Thr Lys Leu Gly Ala Ala Gly He Asn He Glu Ala Ala Ala Leu 
145 150 155 160 

Thr Gin Ala Glu Lys Gly Asp Gly Ala Val Leu He Leu Arg Val Glu 
165 170 175 

Ser Ala Val Ser Glu Glu Leu Glu Ala Glu He Asn Ala Glu Leu Gly 
180 185 190 

Ala Thr Ser Phe Gin Val Asp Leu Asp 
195 200 



<210> 147 
<211> 326 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (303) 
<223> FRXA01130 

<400> 147 

gtt ggt gcc ctg act ggt ctt gag cgc gtt gag aag ate acc cgc ate 



687 



4* 
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Val Gly Ala Leu Thr Gly Leu Glu Arg Val Glu Lys He Thr Arg He 
15 10 15 

aat ggc cgt ggc ctg gat ctg cgc gca gag ggt ctg aac etc ttc ctg 96 
Asn Gly Arg Gly Leu Asp Leu Arg Ala Glu Gly Leu Asn Leu Phe Leu 
20 25 30 



cag tac act gac get cct ggt gca ctg ggt acc gtt ggt acc aag ctg 
Gin Tyr Thr Asp Ala Pro Gly Ala Leu Gly Thr Val Gly Thr Lys Leu 
35 40 45 

ggt get get ggc ate aac ate gag get get gcg ttg act cag get gag 
Gly Ala Ala Gly He Asn He Glu Ala Ala Ala Leu Thr Gin Ala Glu 
50 55 60 

aag ggt gac ggc get gtc ctg ate ctg cgt gtt gag tec get gtc tct 
Lys Gly Asp Gly Ala Val Leu He Leu Arg Val Glu Ser Ala Val Ser 
65 70 75 80 

gaa gag ctg gaa get gaa ate aac get gag ttg ggt get act tec ttc 
Glu Glu Leu Glu Ala Glu He Asn Ala Glu Leu Gly Ala Thr Ser Phe 
85 90 95 

cag gtt gat ctt gac taattagaga tecatttget tga 
Gin Val Asp Leu Asp 
100 



144 



192 



240 



288 



326 



<210> 148 
<211> 101 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 148 

Val Gly Ala Leu Thr Gly Leu Glu Arg Val Glu Lys He Thr Arg He 
15 10 15 

Asn Gly Arg Gly Leu Asp Leu Arg Ala Glu Gly Leu Asn Leu Phe Leu 
20 25 30 

Gin Tyr Thr Asp Ala Pro Gly Ala Leu Gly Thr Val Gly Thr Lys Leu 
35 40 45 

Gly Ala Ala Gly He Asn He Glu Ala Ala Ala Leu Thr Gin Ala Glu 
50 55 60 

Lys Gly Asp Gly Ala Val Leu He Leu Arg Val Glu Ser Ala Val Ser 
65 70 75 80 

Glu Glu Leu Glu Ala Glu He Asn Ala Glu Leu Gly Ala Thr Ser Phe 
85 90 95 

Gin Val Asp Leu Asp 
100 



<210> 149 
<211> 604 
<212> DNA 

<213> Corynebacterium glutamicum 
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<220> 

<221> CDS 

<222> (101) . . (604) 

<223> RXN03112 

<400> 149 

gtgagcacgc aatttctttg ctgctgtcta ctgctcgcca gatcctgctg ctgatgcgac 60 



gctgcgtgag ggcgagtgga agcggtcttc tttcaacggt gtg gaa att ttc gga 

Val Glu He Phe Gly 



5 



get aac cct get cgt gcg get cag ctg aac gtt gag ttg gtt gag ttg 

Ala Asn Pro Ala Arg Ala Ala Gin Leu Asn Val Glu Leu Val Glu Leu 

40 45 50 

gat gag ctg atg age cgt tct gac ttt gtc ace att cac ctt cct aag 

Asp Glu Leu Met Ser Arg Ser Asp Phe Val Thr He His Leu Pro Lys 

55 60 65 

acc aag gaa act get ggc atg ttt gat gcg cac etc ctt get aag tec 

Thr Lys Glu Thr Ala Gly Met Phe Asp Ala His Leu Leu Ala Lys Ser 



70 75 



30 85 



aag aag ggc cag ate ate ate aac get get cgt ggt ggc ctt gtt gat 
Lys Lys Gly Gin He He He Asn Ala Ala Arg Gly Gly Leu Val Asp 
90 95 100 

gag cag get ttg get gat gcg att gag tec ggt cac att cgt ggc get 
Glu Gin Ala Leu Ala Asp Ala He Glu Ser Gly His He Arg Gly Ala 
105 HO H5 

ggt ttc gat gtg tac tec acc gag cct tgc act gat tct cct ttg ttc 
Gly Phe Asp Val Tyr Ser Thr Glu Pro Cys Thr Asp Ser Pro Leu Phe 
120 125 130 

aag ttg cct cag gtt gtt gtg act cct cac ttg ggt get tct act gaa 
Lys Leu Pro Gin Val Val Val Thr Pro His Leu Gly Ala Ser Thr Glu 
135 140 145 

gag get caa gat cgt gcg ggt act gac att get gat tct gtg etc aag 
Glu Ala Gin Asp Arg Ala Gly Thr Asp He Ala Asp Ser Val Leu Lys 
150 155 160 165 

gcg ctg get 
Ala Leu Ala 



115 



163 



aaa act gtc ggt ate gtc ggt ttt ggc cac att ggt cag ttg ttt get 
Lvs Thr Val Gly He Val Gly Phe Gly His He Gly Gin Leu Phe Ala 
10 15 20 

cag cgt ctt get gcg ttt gag acc acc att gtt get tac gat cct tac 211 
Gin Arg Leu Ala Ala Phe Glu Thr Thr He Val Ala Tyr Asp Pro Tyr 
25 30 35 



259 



307 



355 



403 



451 



499 



547 



595 



604 



<210> 150 
<211> 168 
<212> PRT 

<213> Corynebacterium glutamicum 
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<400> 150 
Val Glu He Phe 
1 

Gly Gin Leu Phe 
20 

Ala Tyr Asp Pro 
35 

Glu Leu Val Glu 
50 

He His Leu Pro 
65 

Leu Leu Ala Lys 



Gly Gly Leu Val 
100 

His He Arg Gly 
115 

Asp Ser Pro Leu 
130 

Gly Ala Ser Thr 
145 

Asp Ser Val Leu 



Gly Lys Thr Val 
5 

Ala Gin Arg Leu 



Tyr Ala Asn Pro 
40 

Leu Asp Glu Leu 
55 

Lys Thr Lys Glu 
70 

Ser Lys Lys Gly 
85 

Asp Glu Gin Ala 



Ala Gly Phe Asp 
120 

Phe Lys Leu Pro 
135 

Glu Glu Ala Gin 
150 

Lys Ala Leu Ala 
165 



Gly He Val Gly 

10 

Ala Ala Phe Glu 
25 

Ala Arg Ala Ala 



Met Ser Arg Ser 
60 

Thr Ala Gly Met 
75 

Gin He He He 
90 

Leu Ala Asp Ala 
105 

Val Tyr Ser Thr 



Gin Val Val Val 
140 

Asp Arg Ala Gly 
155 



Phe Gly His He 
15 

Thr Thr He Val 
30 

Gin Leu Asn Val 
45 

Asp Phe Val Thr 



Phe Asp Ala His 
80 

Asn Ala Ala Arg 
95 

He Glu Ser Gly 
110 

Glu Pro Cys Thr 
125 

Thr Pro His Leu 



Thr Asp He Ala 
160 



<210> 151 
<211> 649 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (649) 

<223> FRXA01133 

<400> 151 

tgtttctagt cgcacgccaa aacccggcgt ggacacgtct gcagccgacg cggtcgtgcc 60 

tgttgtagac ggacattcct agtttttcca ggagtaactt gtg age cag aat ggc 115 

Val Ser Gin Asn Gly 
1 5 



cgt ccg gta gtc etc ate gec gat aag ctt gcg cag tec act gtt gac 
Arg Pro Val Val Leu He Ala Asp Lys Leu Ala Gin Ser Thr Val Asp 

10 15 20 



163 



gcg ctt gga gat gca gta gaa gtc cgt tgg gtt gac gga cct aac cgc 211 
Ala Leu Gly Asp Ala Val Glu Val Arg Trp Val' Asp Gly Pro Asn Arg 
25 30 35 
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cca gaa ctg ctt gat gca gtt aag gaa gcg gac gca ctg etc gtg cgt 259 
Pro Glu Leu Leu Asp Ala Val Lys Glu Ala Asp Ala Leu Leu Val Arg 
40 45 50 



tct get acc act gtc gat get gaa gtc ate gee get gee cct aac ttg 
Ser Ala Thr Thr Val Asp Ala Glu Val He Ala Ala Ala Pro Asn Leu 
55 60 65 



70 

get gec act gaa get ggc gtc atg gtt get aac gca ccg acc tct aat 
Ala Ala Thr Glu Ala Gly Val Met Val Ala Asn Ala Pro Thr Ser Asn 
90 95 100 

att cac tec get tgt gag cac gca att tct ttg ctg ctg tct act get 
He His Ser Ala Cys Glu His Ala He Ser Leu Leu Leu Ser Thr Ala 
105 HO H5 

cgc cag ate ctg ctg ctg atg cga cgc tgc gtg agg gcg agt gga age 
Arg Gin He Leu Leu Leu Met Arg Arg Cys Val Arg Ala Ser Gly Ser 
120 125 130 

ggt ctt ctt tea acg gtg tgg aaa ttt teg gaa aaa ctg teg gta teg 
Gly Leu Leu Ser Thr Val Trp Lys Phe Ser Glu Lys Leu Ser Val Ser 
135 140 145 

teg gtt ttg gec aca ttg gtc agt tgt ttg etc age gtc ttg ctg cgt 
Ser Val Leu Ala Thr Leu Val Ser Cys Leu Leu Ser Val Leu Leu Arg 
150 155 160 165 

ttg aga cca cca ttg ttg ctt acg ate ctt acg eta acc ctg ctt cgt 
Leu Arg Pro Pro Leu Leu Leu Thr He Leu Thr Leu Thr Leu Leu Arg 
170 175 180 

gcg ggt 
Ala Gly 



307 



aag ate gtc ggt cgt gec ggc gtg ggc ttg gac aac gtt gac ate cct 355 
Lys He Val Gly Arg Ala Gly Val Gly Leu Asp Asn Val Asp He Pro 

75 80 85 



403 



451 



499 



547 



595 



643 



649 



<210> 152 
<211> 183 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 152 

Val Ser Gin Asn Gly Arg Pro Val Val Leu He Ala Asp Lys Leu Ala 
15 10 15 

Gin Ser Thr Val Asp Ala Leu Gly Asp Ala Val Glu Val Arg Trp Val 
20 25 30 

Asp Gly Pro Asn Arg Pro Glu Leu Leu Asp Ala Val Lys Glu Ala Asp 
35 40 45 

Ala Leu Leu Val Arg Ser Ala Thr Thr Val Asp Ala Glu Val He Ala 
50 55 60 

Ala Ala Pro Asn Leu Lys He Val Gly Arg Ala Gly Val Gly Leu Asp 
65 70 75 80 
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Asn Val Asp lie Pro 
85 



Ala Pro Thr Ser Asn 
100 

Leu Leu Ser Thr Ala 
115 

Arg Ala Ser Gly Ser 
130 

Lys Leu Ser Val Ser 
145 

Ser Val Leu Leu Arg 
165 

Leu Thr Leu Leu Arg 
180 



Ala Ala Thr Glu Ala Gly 
90 

He His Ser Ala Cys Glu 
105 

Arg Gin He Leu Leu Leu 
120 

Gly Leu Leu Ser Thr Val 
135 

Ser Val Leu Ala Thr Leu 
150 155 

Leu Arg Pro Pro Leu Leu 
170 

Ala Gly 



Val Met Val Ala Asn 
95 

His Ala He Ser Leu 

110 

Met Arg Arg Cys Val 
125 

Trp Lys Phe Ser Glu 
140 

Val Ser Cys Leu Leu 
160 

Leu Thr He Leu Thr 
175 



<210> 153 
<211> 1011 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (988) 

<223> RXN00871 

<400> 153 

gggaaaaggc gatcaccagc cgttggctcg acccagcaac ccacggtggc attaacctcg 60 

gtttcccaca gaacgattaa ttgaaggaga gcacaggact atg cgt tgg ttc cat 115 

Met Arg Trp Phe His 
1 5 

aag aag ggc gaa ctg gcc cga gat ggt tgg caa age gtt gtc gat gec 163 

Lys Lys Gly Glu Leu Ala Arg Asp Gly Trp Gin Ser Val Val Asp Ala 
10 15 20 

acc acc cca ggt tgg gaa tat acc ggc ate cgc att gcc gaa ctg ggc 211 
Thr Thr Pro Gly Trp Glu Tyr Thr Gly He Arg He Ala Glu Leu Gly 
25 30 35 



agt ggt gaa teg ctt gaa ctg aat gac act ggt gtg gaa cgc ate ttc 
Ser Gly Glu Ser Leu Glu Leu Asn Asp Thr Gly Val Glu Arg He Phe 
40 45 50 

att cca ctt cag ggc age ttc gat gtt gcc cac cat ggt cag gtg acc 
He Pro Leu Gin Gly Ser Phe Asp Val Ala His His Gly Gin Val Thr 
55 60 65 

cat ctt cac gga aga aag tea gtc ttt gat gga cca acc gat gtg etc 
His Leu His Gly Arg Lys Ser Val Phe Asp Gly Pro Thr Asp Val Leu 
70 75 80 85 

tac etc ccc act gga caa aca gca acg etc agt ggt cag gga cga gtc 



259 



307 



355 



403 
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Tyr Leu Pro Thr Gly Gin Thr Ala Thr Leu Ser Gly Gin Gly Arg Val 
90 95 100 

gcc gtg gcg gaa get ccc act cag gaa ccc aag gag tgg aag tac ate 451 
Ala Val Ala Glu Ala Pro Thr Gin Glu Pro Lys Glu Trp Lys Tyr He 
105 HO H5 



get cca gca gaa act cct gtg gag ttg cgt gga get ggc cgc teg age 
Ala Pro Ala Glu Thr Pro Val Glu Leu Arg Gly Ala Gly Arg Ser Ser 
120 125 130 

cga caa gtc cac aac ttt ggc ace ccg gaa get etc gat get get cga 
Arg Gin Val His Asn Phe Gly Thr Pro Glu Ala Leu Asp Ala Ala Arg 
135 140 145 

eta ate gtg tgt gaa gta ate ace cca ggt gaa aac tgg age tct tac 
Leu He Val Cys Glu Val He Thr Pro Gly Glu Asn Trp Ser Ser Tyr 
150 155 160 165 

cct cca cac aag cat gat gag cac ate cca gga cac gag tec aag ctg 
Pro Pro His Lys His Asp Glu His He Pro Gly His Glu Ser Lys Leu 
170 175 180 

gag gaa ate tac tac ttc gaa age gcc cca teg cga gtt ggt ggc agg 
Glu Glu He Tyr Tyr Phe Glu Ser Ala Pro Ser Arg Val Gly Gly Arg 
185 190 195 

gcc gaa gca gca gaa gga get ttc gga atg ttt tec ace tac tec tea 
Ala Glu Ala Ala Glu Gly Ala Phe Gly Met Phe Ser Thr Tyr Ser Ser 
200 205 210 

cca gcg ggg gag ate gat ate aac gcc atg gtg tac age ggc gat ate 
Pro Ala Gly Glu He Asp He Asn Ala Met Val Tyr Ser Gly Asp He 
215 220 225 

gcg eta gtt cct ttc gga tac cac ggc cct gcc gtg gca gca cct ggc 
Ala Leu Val Pro Phe Gly Tyr His Gly Pro Ala Val Ala Ala Pro Gly 
230 235 240 245 

tat gac ttg tac tac etc aac gtc atg gca gga cct gat ccg gag aga 
Tyr Asp Leu Tyr Tyr Leu Asn Val Met Ala Gly Pro Asp Pro Glu Arg 
250 255 260 

ate tgg ctg att aac gat gac cca gcg cac gcc tgg gtt cga gat aca 
He Trp Leu He Asn Asp Asp Pro Ala His Ala Trp Val Arg Asp Thr 
265 270 275 

tgg acc ggg caa gca ttt gat gat cgc ttg cca tat gag aac gca aac 
Trp Thr Gly Gin Ala Phe Asp Asp Arg Leu Pro Tyr Glu Asn Ala Asn 
280 285 290 

aag gag gga taaaatttca tggctgaaac gaa 
Lys Glu Gly 
295 



499 



547 



595 



643 



691 



739 



787 



835 



883 



931 



97 9 



1011 



<210> 154 
<211> 296 
<212> PRT 

<213> Corynebacterium glutamicum 
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<400> 154 

Met Arg Trp Phe His Lys Lys Gly Glu Leu Ala Arg Asp Gly Trp Gin 
15 10 15 

Ser Val Val Asp Ala Thr Thr Pro Gly Trp Glu Tyr Thr Gly He Arg 
20 25 30 

He Ala Glu Leu Gly Ser Gly Glu Ser Leu Glu Leu Asn Asp Thr Gly 
35 40 45 

Val Glu Arg He Phe He Pro Leu Gin Gly Ser Phe Asp Val Ala His 
50 55 60 

His Gly Gin Val Thr His Leu His Gly Arg Lys Ser Val Phe Asp Gly 
65 70 75 80 

Pro Thr Asp Val Leu Tyr Leu Pro Thr Gly Gin Thr Ala Thr Leu Ser 
85 90 95 

Gly Gin Gly Arg Val Ala Val Ala Glu Ala Pro Thr Gin Glu Pro Lys 
100 105 HO 

Glu Trp Lys Tyr He Ala Pro Ala Glu Thr Pro Val Glu Leu Arg Gly 
115 120 125 

Ala Gly Arg Ser Ser Arg Gin Val His Asn Phe Gly Thr Pro Glu Ala 
130 135 140 

Leu Asp Ala Ala Arg Leu He Val Cys Glu Val He Thr Pro Gly Glu 
145 150 155 160 

Asn Trp Ser Ser Tyr Pro Pro His Lys His Asp Glu His He Pro Gly 
165 170 175 

His Glu Ser Lys Leu Glu Glu He Tyr Tyr Phe Glu Ser Ala Pro Ser 
180 185 190 

Arg Val Gly Gly Arg Ala Glu Ala Ala Glu Gly Ala Phe Gly Met Phe 
195 200 205 

Ser Thr Tyr Ser Ser Pro Ala Gly Glu He Asp He Asn Ala Met Val 
210 215 220 

Tyr Ser Gly Asp He Ala Leu Val Pro Phe Gly Tyr His Gly Pro Ala 
225 230 235 240 

Val Ala Ala Pro Gly Tyr Asp Leu Tyr Tyr Leu Asn Val Met Ala Gly 
245 250 255 

Pro Asp Pro Glu Arg He Trp Leu He Asn Asp Asp Pro Ala His Ala 
260 265 270 

Trp Val Arg Asp Thr Trp Thr Gly Gin Ala Phe Asp Asp Arg Leu Pro 
275 280 285 

Tyr Glu Asn Ala Asn Lys Glu Gly 
290 295 



<210> 155 
<211> 964 
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<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (964) 

<223> FRXA00871 

<400> 155 

gggaaaaggc gatcaccagc cgttggctcg acccagcaac ccacggtggc attaacctcg 60 

gtttcccaca gaacgattaa ttgaaggaga gcacaggact atg cgt tgg ttc cat 115 

Met Arg Trp Phe His 



aag aag ggc gaa ctg gcc cga gat ggt tgg caa age gtt gtc gat gec 
Lys Lys Gly Glu Leu Ala Arg Asp Gly Trp Gin Ser Val Val Asp Ala 
10 15 20 



agt ggt gaa teg ctt gaa ctg aat gac act ggt gtg gaa cgc ate ttc 
Ser Gly Glu Ser Leu Glu Leu Asn Asp Thr Gly Val Glu Arg lie Phe 
40 45 50 

att cca ctt cag ggc age ttc gat gtt gcc cac cat ggt cag gtg acc 
He Pro Leu Gin Gly Ser Phe Asp Val Ala His His Gly Gin Val Thr 
55 60 65 

cat ctt cac gga aga aag tea gtc ttt gat gga cca acc gat gtg etc 
His Leu His Gly Arg Lys Ser Val Phe Asp Gly Pro Thr Asp Val Leu 
70 75 80 85 



get cca gca gaa act cct gtg gag ttg cgt gga get ggc cgc teg age 

Ala Pro Ala Glu Thr Pro Val Glu Leu Arg Gly Ala Gly Arg Ser Ser 

120 125 130 

cga caa gtc cac aac ttt ggc acc ccg gaa get etc gat get get cga 

Arg Gin Val His Asn Phe Gly Thr Pro Glu Ala Leu Asp Ala Ala Arg 

135 140 145 

eta ate gtg tgt gaa gta ate acc cca ggt gaa aac tgg age tct tac 

Leu He Val Cys Glu Val He Thr Pro Gly Glu Asn Trp Ser Ser Tyr 

150 155 160 165 

cct cca cac aag cat gat gag cac ate cca gga cac gag tec aag ctg 

Pro Pro His Lys His Asp Glu His He Pro Gly His Glu Ser Lys Leu 

170 175 180 

gag gaa ate tac tac ttc gaa age gcc cca teg cga gtt ggt ggc agg 
Glu Glu He Tyr Tyr Phe Glu Ser Ala Pro Ser Arg Val Gly Gly Arg 



163 



acc acc cca ggt tgg gaa tat acc ggc ate cgc att gcc gaa ctg ggc 211 
Thr Thr Pro Gly Trp Glu Tyr Thr Gly He Arg He Ala Glu Leu Gly 
25 30 35 



259 



307 



355 



tac etc ccc act gga caa aca gca acg etc agt ggt cag gga cga gtc 403 
Tyr Leu Pro Thr Gly Gin Thr Ala Thr Leu Ser Gly Gin Gly Arg Val 
90 95 100 

gcc gtg gcg gaa get ccc act cag gaa ccc aag gag tgg aag tac ate 451 
Ala Val Ala Glu Ala Pro Thr Gin Glu Pro Lys Glu Trp Lys Tyr He 
105 HO H5 



499 



547 



595 



643 



691 
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185 190 195 

gcc gaa gca gca gaa gga get ttc gga atg ttt tec acc tac tec tea 739 

Ala Glu Ala Ala Glu Gly Ala Phe Gly Met Phe Ser Thr Tyr Ser Ser 

200 205 210 



cca gcg ggg gag ate gat ate aac gcc atg gtg tac age ggc gat ate 
Pro Ala Gly Glu He Asp He Asn Ala Met Val Tyr Ser Gly Asp He 
215 220 225 

gcg eta gtt cct ttc gga tac cac ggc cct gcc gtg gca gca cct ggc 
Ala Leu Val Pro Phe Gly Tyr His Gly Pro Ala Val Ala Ala Pro Gly 
230 235 240 245 

tat gac ttg tac tac etc aac gtc atg gca gga cct gat ccg gag aga 
Tyr Asp Leu Tyr Tyr Leu Asn Val Met Ala Gly Pro Asp Pro Glu Arg 
250 255 260 

ate tgg ctg att aac gat gac cca gcg cac gcc tgg gtt cga gat aca 
He Trp Leu He Asn Asp Asp Pro Ala His Ala Trp Val Arg Asp Thr 
265 270 275 

tgg acc ggg caa gca ttt gat gat cgc ttg cca 
Trp Thr Gly Gin Ala Phe Asp Asp Arg Leu Pro 
280 285 



787 



*35 



883 



931 



964 



<210> 156 
<211> 288 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 156 

Met Arg Trp Phe His Lys Lys Gly Glu Leu Ala Arg Asp Gly Trp Gin 
15 10 15 

Ser Val Val Asp Ala Thr Thr Pro Gly Trp Glu Tyr Thr Gly He Arg 
20 25 30 

He Ala Glu Leu Gly Ser Gly Glu Ser Leu Glu Leu Asn Asp Thr Gly 
35 40 45 

Val Glu Arg He Phe He Pro Leu Gin Gly Ser Phe Asp Val Ala His 
50 55 60 

His Gly Gin Val Thr His Leu His Gly Arg Lys Ser Val Phe Asp Gly 
65 70 75 80 

Pro Thr Asp Val Leu Tyr Leu Pro Thr Gly Gin Thr Ala Thr Leu Ser 
85 90 95 

Gly Gin Gly Arg Val Ala Val Ala Glu Ala Pro Thr Gin Glu Pro Lys 
100 105 HO 

Glu Trp Lys Tyr He Ala Pro Ala Glu Thr Pro Val Glu Leu Arg Gly 
115 120 125 

Ala Gly Arg Ser Ser Arg Gin Val His Asn Phe Gly Thr Pro Glu Ala 
130 135 140 

Leu Asp Ala Ala Arg Leu He Val Cys Glu Val He Thr Pro Gly Glu 
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145 

Asn Trp Ser Ser 



His Glu Ser Lys 
180 

Arg Val Gly Gly 
195 

Ser Thr Tyr Ser 
210 

Tyr Ser Gly Asp 
225 

Val Ala Ala Pro 



Pro Asp Pro Glu 
260 

Trp Val Arg Asp 
275 



150 

Tyr Pro Pro His 
165 

Leu Glu Glu lie 



Arg Ala Glu Ala 
200 

Ser Pro Ala Gly 
215 

lie Ala Leu Val 
230 

Gly Tyr Asp Leu 
245 

Arg lie Trp Leu 



Thr Trp Thr Gly 
280 



155 

Lys His Asp Glu 
170 

Tyr Tyr Phe Glu 
185 

Ala Glu Gly Ala 



Glu lie Asp lie 
220 

Pro Phe Gly Tyr 
235 

Tyr Tyr Leu Asn 
250 

lie Asn Asp Asp 
265 

Gin Ala Phe Asp 



160 

His lie Pro Gly 
175 

Ser Ala Pro Ser 
190 

Phe Gly Met Phe 
205 

Asn Ala Met Val 



His Gly Pro Ala 
240 

Val Met Ala Gly 
255 

Pro Ala His Ala 
270 

Asp Arg Leu Pro 
285 



<210> 157 
<211> 373 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (373) 

<223> RXN02829 

<400> 157 

tttttcgttt aatctcatat ttaaacacgt tccttttaat tggttttata aattgataaa 60 

ctgaattcgt cagttaaagt gtatcgaaag gagactggac atg caa aaa aat att 115 

Met Gin Lys Asn lie 
1 5 



eta aaa agt ggc ate gaa att tct gaa ctt ggg tta ggt tgc atg agt 
Leu Lys Ser Gly lie Glu He Ser Glu Leu Gly Leu Gly Cys Met Ser 
10 15 20 



gat aat ggt att acg tat ttt gat act gca gat att tac gat caa gga 
Asp Asn Gly He Thr Tyr Phe Asp Thr Ala Asp He Tyr Asp Gin Gly 
40 45 50 



163 



tta ggc aca gat tat aaa aaa gcg caa cca att att gaa agt gca att 211 
Leu Gly Thr Asp Tyr Lys Lys Ala Gin Pro He He Glu Ser Ala He 
25 30 35 



259 



gtt aat gaa gaa att gtt ggt aaa gec tta aaa aaa tat caa aat cgt 
Val Asn Glu Glu He Val Gly Lys Ala Leu Lys Lys Tyr Gin Asn Arg 



307 
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55 



60 



65 



gat gac ate gtt ate gga act aaa gtt gga aat cga tta act gac gat 
Asp Asp lie Val lie Gly Thr Lys Val Gly Asn Arg Leu Thr Asp Asp 
70 75 80 85 



355 



gga cat atg acg tgg gat 
Gly His Met Thr Trp Asp 
90 



373 



<210> 158 
<211> 91 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 158 

Met Gin Lys Asn lie Leu Lys Ser Gly He Glu He Ser Glu Leu Gly 
15 10 15 

Leu Gly Cys Met Ser Leu Gly Thr Asp Tyr Lys Lys Ala Gin Pro He 
20 25 30 

He Glu Ser Ala He Asp Asn Gly He Thr Tyr Phe Asp Thr Ala Asp 
35 40 45 

He Tyr Asp Gin Gly Val Asn Glu Glu He Val Gly Lys Ala Leu Lys 
50 55 60 

Lys Tyr Gin Asn Arg Asp Asp He Val He Gly Thr Lys Val Gly Asn 
65 70 75 80 

Arg Leu Thr Asp Asp Gly His Met Thr Trp Asp 
85 90 



<210> 159 
<211> 376 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (376) 

<223> FRXA02829 

<400> 159 

tttttcgttt aatctcatat ttaaacacgt tccttttaat tggttttata aattgataaa 60 

ctgaattcgt cagttaaagt gtatcgaaag gagactggac atg caa aaa aat att 11 

Met Gin Lys Asn He 
1 5 

eta aaa agt ggc ate gaa att tct gaa ctt ggg tta ggt tgc atg agt 16 
Leu Lys Ser Gly He Glu He Ser Glu Leu Gly Leu Gly Cys Met Ser 
10 15 20 



tta ggc aca gat tat aaa aaa gcg caa cca att att 
Leu Gly Thr Asp Tyr Lys Lys Ala Gin Pro He He 
25 30 



gaa agt gca 
Glu Ser Ala 
35 



att 
He 



211 
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gat aat ggt att acg tat ttt gat act gca gat att tac gat caa gga 259 
Asp Asn Gly lie Thr Tyr Phe Asp Thr Ala Asp lie Tyr Asp Gin Gly 
40 45 50 

gtt aat gaa gaa att gtt ggt aaa gcc tta aaa aaa tat caa aat cgt 
Val Asn Glu Glu lie Val Gly Lys Ala Leu Lys Lys Tyr Gin Asn Arg 
55 60 65 

gat gac ate gtt ate gga act aaa gtt gga aat cga tta act gac gat 
Asp Asp He Val He Gly Thr Lys Val Gly Asn Arg Leu Thr Asp Asp 
70 75 80 85 

gga cat atg acg tgg gga tec 376 
Gly His Met Thr Trp Gly Ser 
90 



307 



355 



<210> 160 
<211> 92 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 160 

Met Gin Lys Asn He Leu Lys Ser Gly He Glu He Ser Glu Leu Gly 
15 10 15 

Leu Gly Cys Met Ser Leu Gly Thr Asp Tyr Lys Lys Ala Gin Pro He 
20 25 30 

He Glu Ser Ala He Asp Asn Gly He Thr Tyr Phe Asp Thr Ala Asp 
35 40 45 

He Tyr Asp Gin Gly Val Asn Glu Glu He Val Gly Lys Ala Leu Lys 
50 55 60 

Lys Tyr Gin Asn Arg Asp Asp He Val He Gly Thr Lys Val Gly Asn 
65 70 75 80 

Arg Leu Thr Asp Asp Gly His Met Thr Trp Gly Ser 
85 90 



<210> 161 
<211> 948 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (925) 

<223> RXN01468 

<400> 161 

tgecaaggat ttgaccaccg tgcaggattt gattgacttt attaacacca ataaggctga 

ttagcgggaa aatttcgccc aaaacaggga caatggtgtt atg aca gtg aac att 

Met Thr Val Asn He 

1 5 

tea tat ctg acc gac atg gac ggc gtc etc ate aaa gag ggc gag ata 

Ser Tyr Leu Thr Asp Met Asp Gly Val Leu He Lys Glu Gly Glu He 
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10 15 20 

att ccg ggt gca gat cgt ttt ctt cag tct etc acc gat aac aat gtg 
He Pro Gly Ala Asp Arg Phe Leu Gin Ser Leu Thr Asp Asn Asn Val 
25 30 35 

gag ttt atg gtt ttg acc aac aac tec att ttc acc ccg agg gat ctt 
Glu Phe Met Val Leu Thr Asn Asn Ser He Phe Thr Pro Arg Asp Leu 
40 45 50 

tct gca cgt ctt aag act tec ggt ttg gat ate ccg ccg gag cgt att 
Ser Ala Arg Leu Lys Thr Ser Gly Leu Asp He Pro Pro Glu Arg He 
55 60 65 

tgg act tct gca acc gec act get cac ttc ctg aaa tec cag gtc aag 
Trp Thr Ser Ala Thr Ala Thr Ala His Phe Leu Lys Ser Gin Val Lys 
70 75 80 85 

gag ggc aca gec tat gtt gtt ggc gag tec ggt ctg acc act gcg ttg 
Glu Gly Thr Ala Tyr Val Val Gly Glu Ser Gly Leu Thr Thr Ala Leu 
90 95 100 

cat acc gcg ggt tgg att ttg acg gat gca aat cct gag ttt gtt gtc 
His Thr Ala Gly Trp He Leu Thr Asp Ala Asn Pro Glu Phe Val Val 
105 HO H5 

ctg ggc gaa acc cgc aca tat tec ttc gag gca ate act act gcg ata 
Leu Gly Glu Thr Arg Thr Tyr Ser Phe Glu Ala He Thr Thr Ala He 
120 125 130 



act gga cct tea cca agt ggc att ttg cct get act ggc tct gtc gec 
Thr Gly Pro Ser Pro Ser Gly He Leu Pro Ala Thr Gly Ser Val Ala 
150 155 160 165 

gca ctt att acc gca get act ggc get gag cct tat tac ate ggc aag 
Ala Leu He Thr Ala Ala Thr Gly Ala Glu Pro Tyr Tyr He Gly Lys 
170 175 180 

cca aac cct gtg atg atg cgc agt gcg ctg aac acc ate ggg gcg cat 
Pro Asn Pro Val Met Met Arg Ser Ala Leu Asn Thr He Gly Ala His 
185 190 195 

tec gag cac act gtc atg ate ggc gac cgc atg gac acc gac gtg aaa 
Ser Glu His Thr Val Met He Gly Asp Arg Met Asp Thr Asp Val Lys 
200 205 210 

tct ggt ttg gaa gec ggc ctg age acc gtg ctg gtt cga age gga att 
Ser Gly Leu Glu Ala Gly Leu Ser Thr Val Leu Val Arg Ser Gly He 
215 220 225 

tec gac gac gec gag ate cgc cgc tac ccc ttc cgc cca act cac gtg 
Ser Asp Asp Ala Glu He Arg Arg Tyr Pro Phe Arg Pro Thr His Val 
230 235 240 245 

ate aat tec ate gec gat ctt gec gat tgc tgg gac gat cct ttc ggt 
He Asn Ser He Ala Asp Leu Ala Asp Cys Trp Asp Asp Pro Phe Gly 
250 255 260 



211 



259 



307 



355 



403 



451 



499 



aat ctg att ttg ggt ggc get cgc ttt att tgc acc aac ccg gat gtc 547 
Asn Leu He Leu Gly Gly Ala Arg Phe He Cys Thr Asn Pro Asp Val 
135 140 145 



595 



643 



691 



739 



787 



835 



883 
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gac ggt gca ttt cac gta cca gat gag cag cag ttc act gac 
Asp Gly Ala Phe His Val Pro Asp Glu Gin Gin Phe Thr Asp 
265 270 275 

tagtattctg taggtcatgg cat 



<210> 162 
<211> 275 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 162 

Met Thr Val Asn lie Ser Tyr Leu Thr Asp Met Asp Gly Val Leu lie 
15 10 15 

Lys Glu Gly Glu lie lie Pro Gly Ala Asp Arg Phe Leu Gin Ser Leu 
20 25 30 

Thr Asp Asn Asn Val Glu Phe Met Val Leu Thr Asn Asn Ser lie Phe 
35 40 45 

Thr Pro Arg Asp Leu Ser Ala Arg Leu Lys Thr Ser Gly Leu Asp lie 
50 55 60 

Pro Pro Glu Arg lie Trp Thr Ser Ala Thr Ala Thr Ala His Phe Leu 
65 70 75 80 

Lys Ser Gin Val Lys Glu Gly Thr Ala Tyr Val Val Gly Glu Ser Gly 
85 90 95 

Leu Thr Thr Ala Leu His Thr Ala Gly Trp lie Leu Thr Asp Ala Asn 
100 105 HO 

Pro Glu Phe Val Val Leu Gly Glu Thr Arg Thr Tyr Ser Phe Glu Ala 
115 120 125 

lie Thr Thr Ala lie Asn Leu lie Leu Gly Gly Ala Arg Phe He Cys 
130 135 140 

Thr Asn Pro Asp Val Thr Gly Pro Ser Pro Ser Gly He Leu Pro Ala 
145 150 155 160 

Thr Gly Ser Val Ala Ala Leu He Thr Ala Ala Thr Gly Ala Glu Pro 
165 170 175 

Tyr Tyr He Gly Lys Pro Asn Pro Val Met Met Arg Ser Ala Leu Asn 
180 185 190 

Thr He Gly Ala His Ser Glu His Thr Val Met He Gly Asp Arg Met 
195 200 205 

Asp Thr Asp Val Lys Ser Gly Leu Glu Ala Gly Leu Ser Thr Val Leu 
210 215 220 

Val Arg Ser Gly He Ser Asp Asp Ala Glu He Arg Arg Tyr Pro Phe 
225 230 235 240 



Arg Pro Thr His Val He Asn Ser He Ala Asp Leu Ala Asp Cys Trp 
245 250 255 
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Asp Asp Pro Phe Gly Asp Gly Ala Phe His Val Pro Asp Glu Gin Gin 
260 265 270 

Phe Thr Asp 
275 



<210> 163 
<211> 948 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (925) 

<223> FRXA01468 

<400> 163 

tgccaaggat ttgaccaccg tgcaggattt gattgacttt attaacacca ataaggctga 60 

ttagcgggaa aatttcgccc aaaacaggga caatggtgtt atg aca gtg aac att 115 

Met Thr Val Asn lie 
1 5 



tea tat ctg acc gac atg gac ggc gtc etc ate aaa gag ggc gag ata 
Ser Tyr Leu Thr Asp Met Asp Gly Val Leu lie Lys Glu Gly Glu lie 
10 15 20 



gag ttt atg gtt ttg acc aac aac tec att ttc acc ccg agg gat ctt 
Glu Phe Met Val Leu Thr Asn Asn Ser lie Phe Thr Pro Arg Asp Leu 
40 45 50 

tct gca cgt ctt aag act tec ggt ttg gat ate ccg ccg gag cgt att 
Ser Ala Arg Leu Lys Thr Ser Gly Leu Asp lie Pro Pro Glu Arg lie 
55 60 65 

tgg act tct gca acc gee act get cac ttc ctg aaa tec cag gtc aag 
Trp Thr Ser Ala Thr Ala Thr Ala His Phe Leu Lys Ser Gin Val Lys 
70 75 80 85 

gag ggc aca gec tat gtt gtt ggc gag tec ggt ctg acc act gcg ttg 
Glu Gly Thr Ala Tyr Val Val Gly Glu Ser Gly Leu Thr Thr Ala Leu 
90 95 100 

cat acc gcg ggt tgg att ttg acg gat gca aat cct gag ttt gtt gtc 
His Thr Ala Gly Trp lie Leu Thr Asp Ala Asn Pro Glu Phe Val Val 
105 HO 115 

ctg ggc gaa acc cgc aca tat tec ttc gag gca ate act act gcg ata 
Leu Gly Glu Thr Arg Thr Tyr Ser Phe Glu Ala lie Thr Thr Ala lie 
120 125 130 

aat ctg att ttg ggt ggc get cgc ttt att tgc acc aac ccg gat gtc 
Asn Leu lie Leu Gly Gly Ala Arg Phe lie Cys Thr Asn Pro Asp Val 
135 140 145 



163 



att ccg ggt gca gat cgt ttt ctt cag tct etc acc gat aac aat gtg 211 
lie Pro Gly Ala Asp Arg Phe Leu Gin Ser Leu Thr Asp Asn Asn Val 
25 30 35 



259 



307 



355 



403 



451 



499 



547 
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act gga cct tea cca agt ggc att ttg cct get act ggc tct gtc gec 
Thr Gly Pro Ser Pro Ser Gly lie Leu Pro Ala Thr Gly Ser Val Ala 
150 155 160 165 

gca ctt att acc gca get act ggc get gag cct tat tac ate ggc aag 
Ala Leu He Thr Ala Ala Thr Gly Ala Glu Pro Tyr Tyr He Gly Lys 
170 175 180 

cca aac cct gtg atg atg cgc agt gcg ctg aac acc ate ggg gcg cat 
Pro Asn Pro Val Met Met Arg Ser Ala Leu Asn Thr He Gly Ala His 
185 190 195 

tec gag cac act gtc atg ate ggc gac cgc atg gac acc gac gtg aaa 
Ser Glu His Thr Val Met He Gly Asp Arg Met Asp Thr Asp Val Lys 
200 205 210 

tct ggt ttg gaa gee ggc ctg age acc gtg ctg gtt cga age gga att 
Ser Gly Leu Glu Ala Gly Leu Ser Thr Val Leu Val Arg Ser Gly He 
215 220 225 

tec gac gac gee gag ate cgc cgc tac ccc ttc cgc cca act cac gtg 
Ser Asp Asp Ala Glu He Arg Arg Tyr Pro Phe Arg Pro Thr His Val 
230 235 240 245 

ate aat tec ate gec gat ctt gee gat tgc tgg gac gat cct ttc ggt 
He Asn Ser He Ala Asp Leu Ala Asp Cys Trp Asp Asp Pro Phe Gly 
250 255 260 

gac ggt gca ttt cac gta cca gat gag cag cag ttc act gac 
Asp Gly Ala Phe His Val Pro Asp Glu Gin Gin Phe Thr Asp 
265 270 275 

tagtattctg taggtcatgg cat 



595 



643 



691 



739 



787 



835 



925 



948 



<210> 164 
<211> 275 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 164 

Met Thr Val Asn He Ser Tyr Leu Thr Asp Met Asp Gly Val Leu He 
15 10 15 

Lys Glu Gly Glu He He Pro Gly Ala Asp Arg Phe Leu Gin Ser Leu 
20 25 30 

Thr Asp Asn Asn Val Glu Phe Met Val Leu Thr Asn Asn Ser He Phe 
35 40 45 

Thr Pro Arg Asp Leu Ser Ala Arg Leu Lys Thr Ser Gly Leu Asp He 
50 55 60 

Pro Pro Glu Arg He Trp Thr Ser Ala Thr Ala Thr Ala His Phe Leu 
65 70 75 80 

Lys Ser Gin Val Lys Glu Gly Thr Ala Tyr Val Val Gly Glu Ser Gly 
85 90 95 



Leu Thr Thr Ala Leu His Thr Ala Gly Trp He Leu Thr Asp Ala Asn 
100 105 HO 
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Pro Glu Phe Val 
115 

lie Thr Thr Ala 
130 

Thr Asn Pro Asp 
145 

Thr Gly Ser Val 



Tyr Tyr lie Gly 

180 

Thr lie Gly Ala 
195 

Asp Thr Asp Val 
210 

Val Arg Ser Gly 
225 

Arg Pro Thr His 



Asp Asp Pro Phe 
260 



Val Leu Gly Glu 
120 

lie Asn Leu lie 
135 

Val Thr Gly Pro 
150 

Ala Ala Leu lie 
165 

Lys Pro Asn Pro 



His Ser Glu His 
200 

Lys Ser Gly Leu 
215 

lie Ser Asp Asp 

230 

Val lie Asn Ser 
245 

Gly Asp Gly Ala 



Thr Arg Thr Tyr 



Leu Gly Gly Ala 
140 

Ser Pro Ser Gly 
155 

Thr Ala Ala Thr 
170 

Val Met Met Arg 
185 

Thr Val Met lie 



Glu Ala Gly Leu 
220 

Ala Glu lie Arg 
235 

lie Ala Asp Leu 
250 

Phe His Val Pro 
265 



Ser Phe Glu Ala 
125 

Arg Phe lie Cys 



lie Leu Pro Ala 
160 

Gly Ala Glu Pro 
175 

Ser Ala Leu Asn 
190 

Gly Asp Arg Met 
205 

Ser Thr Val Leu 



Arg Tyr Pro Phe 
240 

Ala Asp Cys Trp 
255 

Asp Glu Gin Gin 
270 



Phe Thr Asp 
275 



<210> 165 
<211> 1128 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1105) 
<223> RXA00794 



<400> 165 

gcgggttgat acagcccaag cgccgataca tttataatgc gcctagatac gtgcaaccca 60 

cgtaaccagg tcagatcaag tgccccagga ggcccttcag atg aac eta aag aac 11 

Met Asn Leu Lys Asn 
1 5 



ccc gaa acg cca gac cgt aac ctt get atg gag ctg gtg cga gtt acg 
Pro Glu Thr Pro Asp Arg Asn Leu Ala Met Glu Leu Val Arg Val Thr 
10 15 20 



163 



gaa gca get gca ctg get tct gga cgt tgg gtt gga cgt ggc atg aag 
Glu Ala Ala Ala Leu Ala Ser Gly Arg Trp Val Gly Arg Gly Met Lys 
25 30 35 



211 



aat gaa ggc gac ggt gee get gtt gac gec atg cgc cag etc ate aac 



259 
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Asn Glu Gly Asp Gly Ala Ala Val Asp Ala Met Arg Gin Leu He Asn 
40 45 50 

tea gtg acc atg aag ggc gtc gtt gtt ate ggc gag ggc gaa aaa gac 
Ser Val Thr Met Lys Gly Val Val Val He Gly Glu Gly Glu Lys Asp 
55 60 65 



307 



gaa get cca atg ctg tac aac ggc gaa gag gtc gga acc ggc ttt gga 355 
Glu Ala Pro Met Leu Tyr Asn Gly Glu Glu Val Gly Thr Gly Phe Gly 
70 75 80 85 



cct gag gtt gat ate gca gtt gac cca gtt gac ggc acc acc ctg atg 
Pro Glu Val Asp He Ala Val Asp Pro Val Asp Gly Thr Thr Leu Met 
90 95 100 

get gag ggt cgc ccc aac gca att tec att etc gca get gca gag cgt 
Ala Glu Gly Arg Pro Asn Ala He Ser He Leu Ala Ala Ala Glu Arg 
105 HO H5 

ggc acc atg tac gat cca tec tec gtc ttc tac atg aag aag ate gee 
Gly Thr Met Tyr Asp Pro Ser Ser Val Phe Tyr Met Lys Lys He Ala 
120 125 130 

gtg gga cct gag gec gca ggc aag ate gac ate gaa get cca gtt gee 
Val Gly Pro Glu Ala Ala Gly Lys He Asp He Glu Ala Pro Val Ala 
135 140 145 

cac aac ate aac gcg gtg gca aag tec aag gga ate aac cct tec gac 
His Asn He Asn Ala Val Ala Lys Ser Lys Gly He Asn Pro Ser Asp 
150 155 160 165 

gtc acc gtt gtc gtg ctt gac cgt cct cgc cac ate gaa ctg ate gca 
Val Thr Val Val Val Leu Asp Arg Pro Arg His He Glu Leu He Ala 
170 175 180 

gac att cgt cgt gca ggc gca aag gtt cgt etc ate tec gac ggc gac 
Asp He Arg Arg Ala Gly Ala Lys Val Arg Leu He Ser Asp Gly Asp 
185 190 195 

gtt gca ggt gca gtt gca gca get cag gat tec aac tec gtg gac ate 
Val Ala Gly Ala Val Ala Ala Ala Gin Asp Ser Asn Ser Val Asp He 
200 205 210 

atg atg ggc acc ggc gga acc cca gaa ggc ate ate act gcg tgc gee 
Met Met Gly Thr Gly Gly Thr Pro Glu Gly He He Thr Ala Cys Ala 
215 220 225 

atg aag tgc atg ggt ggc gaa ate cag ggc ate ctg gee cca atg aac 
Met Lys Cys Met Gly Gly Glu He Gin Gly He Leu Ala Pro Met Asn 
230 235 240 245 

gat ttc gag cgc cag aag gca cac gac get ggt ctg gtt ctt gat cag 
Asp Phe Glu Arg Gin Lys Ala His Asp Ala Gly Leu Val Leu Asp Gin 
250 255 260 

gtt ctg cac acc aac gat ctg gtg age tec gac aac tgc tac ttc gtg 
Val Leu His Thr Asn Asp Leu Val Ser Ser Asp Asn Cys Tyr Phe Val 
265 270 275 

gca acc ggt gtg acc aac ggt gac atg etc cgt ggc gtt tec tac cgc 
Ala Thr Gly Val Thr Asn Gly Asp Met Leu Arg Gly Val Ser Tyr Arg 



403 



451 



499 



547 



595 



643 



691 



739 



787 



835 



883 



931 



979 
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280 285 290 

gca aac ggc gca acc acc cgt tec ctg gtt atg cgc gca aag tea ggc 1027 
Ala Asn Gly Ala Thr Thr Arg Ser Leu Val Met Arg Ala Lys Ser Gly 
295 300 305 

acc ate cgc cac ate gag tct gtc cac cag ctg tec aag ctg cag gaa 1075 
Thr lie Arg His lie Glu Ser Val His Gin Leu Ser Lys Leu Gin Glu 
310 315 320 325 

tac tec gtg gtt gac tac acc acc gcg acc taagagctct tagttcgaaa 1125 
Tyr Ser Val Val Asp Tyr Thr Thr Ala Thr 
330 335 

= ar- 1128 



<210> 166 
<211> 335 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 166 

Met Asn Leu Lys Asn Pro Glu Thr Pro Asp Arg Asn Leu Ala Met Glu 
15 10 15 

Leu Val Arg Val Thr Glu Ala Ala Ala Leu Ala Ser Gly Arg Trp Val 
20 25 30 

Gly Arg Gly Met Lys Asn Glu Gly Asp Gly Ala Ala Val Asp Ala Met 
35 40 45 

Arg Gin Leu He Asn Ser Val Thr Met Lys Gly Val Val Val He Gly 
50 55 60 

Glu Gly Glu Lys Asp Glu Ala Pro Met Leu Tyr Asn Gly Glu Glu Val 
65 70 75 80 

Gly Thr Gly Phe Gly Pro Glu Val Asp He Ala Val Asp Pro Val Asp 
85 90 95 

Gly Thr Thr Leu Met Ala Glu Gly Arg Pro Asn Ala He Ser He Leu 
100 105 HO 

Ala Ala Ala Glu Arg Gly Thr Met Tyr Asp Pro Ser Ser Val Phe Tyr 
115 120 125 

Met Lys Lys He Ala Val Gly Pro Glu Ala Ala Gly Lys He Asp He 
130 135 140 

Glu Ala Pro Val Ala His Asn He Asn Ala Val Ala Lys Ser Lys Gly 
145 150 155 160 

He Asn Pro Ser Asp Val Thr Val Val Val Leu Asp Arg Pro Arg His 
165 170 175 

He Glu Leu He Ala Asp He Arg Arg Ala Gly Ala Lys Val Arg Leu 
180 185 190 



He Ser Asp Gly Asp Val Ala Gly Ala Val Ala Ala Ala Gin Asp Ser 
195 200 205 
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Asn Ser Val Asp 
210 

lie Thr Ala Cys 

225 

Leu Ala Pro Met 



Leu Val Leu Asp 
260 

Asn Cys Tyr Phe 
275 

Gly Val Ser Tyr 
290 

Arg Ala Lys Ser 

305 

Ser Lys Leu Gin 



He Met Met Gly 
215 

Ala Met Lys Cys 
230 

Asn Asp Phe Glu 
245 

Gin Val Leu His 



Val Ala Thr Gly 
280 

Arg Ala Asn Gly 
295 

Gly Thr He Arg 
310 

Glu Tyr Ser Val 
325 



Thr Gly Gly Thr 
220 

Met Gly Gly Glu 
235 

Arg Gin Lys Ala 
250 

Thr Asn Asp Leu 
265 

Val Thr Asn Gly 



Ala Thr Thr Arg 
300 

His He Glu Ser 

315 

Val Asp Tyr Thr 
330 



Pro Glu Gly He 



He Gin Gly He 
240 

His Asp Ala Gly 
255 

Val Ser Ser Asp 
270 

Asp Met Leu Arg 
285 

Ser Leu Val Met 



Val His Gin Leu 
320 

Thr Ala Thr 
335 



<210> 167 
<211> 1035 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1012) 

<223> RXN02920 

<400> 167 

tgcatgcaga ttatctgtcc aactacgcca gccgcgcgta aagcgcgggc ctgctggtgg 60 

cgggtggcgt cgaaaagcat ttttaaagga gtttaagacg atg aag ttt gtt atg 115 

Met Lys Phe Val Met 
1 5 

tat ccg cat ttg tgg gag tec acg acc get gtc att gag ggt ggc gga 163 

Tyr Pro His Leu Trp Glu Ser Thr Thr Ala Val He Glu Gly Gly Gly 
10 15 20 

cat gag egg gtt gag gat att aaa gat gca gac ttc att ttc ttt aat 211 
His Glu Arg Val Glu Asp He Lys Asp Ala Asp Phe He Phe Phe Asn 
25 30 35 



ggt tea gcg ccg gag ttc ccg gat ttg ccg gag aac ate aag ttc gtg 
Gly Ser Ala Pro Glu Phe Pro Asp Leu Pro Glu Asn He Lys Phe Val 
40 45 50 

cag gec tec atg gcg ggt att gat gcg ctg gtc aag cgt ggt gtc gtc 
Gin Ala Ser Met Ala Gly He Asp Ala Leu Val Lys Arg Gly Val Val 
55 60 65 



259 



307 



aat gag aag gca cgt tgg gca aac gcg get ggc ctg tac get gac acc 
Asn Glu Lys Ala Arg Trp Ala Asn Ala Ala Gly Leu Tyr Ala Asp Thr 



355 
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70 75 80 85 

gtt get gag tec acc att ggt tta att ctg gcg cag atg cac atg cat 
Val Ala Glu Ser Thr He Gly Leu He Leu Ala Gin Met His Met His 
90 95 100 



aac aac aag tea tgg ctg cat gac aat aaa act gtc get att ttg ggc 
Asn Asn Lys Ser Trp Leu His Asp Asn Lys Thr Val Ala He Leu Gly 
120 125 130 

gec ggt ggc att ggc gtg cgt ctg ctg gaa atg etc aag ccg ttc aac 
Ala Gly Gly He Gly Val Arg Leu Leu Glu Met Leu Lys Pro Phe Asn 
135 140 145 

gtg aag acc att gcg gtt aat aac tct ggt cgt ccg gtg gaa ggt gca 
Val Lys Thr He Ala Val Asn Asn Ser Gly Arg Pro Val Glu Gly Ala 
150 155 160 165 



ttg aac aac ggc acc att gcg ggt get gcg ctg gac gtt acc gat cct 
Leu Asn Asn Gly Thr He Ala Gly Ala Ala Leu Asp Val Thr Asp Pro 
230 235 240 245 

gag cca ctt cct gac age cac ccg ctg tgg gag atg gac aat gtg gtt 
Glu Pro Leu Pro Asp Ser His Pro Leu Trp Glu Met Asp Asn Val Val 
250 255 260 

ate act cct cat act gca aac acg aat gag agg att cgt get ttg acc 
He Thr Pro His Thr Ala Asn Thr Asn Glu Arg He Arg Ala Leu Thr 
265 270 275 

ggc gaa etc acc ttg cgc aac att gag ttg ttt gag gca ggc gag cag 
Gly Glu Leu Thr Leu Arg Asn He Glu Leu Phe Glu Ala Gly Glu Gin 
280 285 290 



403 



gcg acg act cgt ttg get aag teg tgg age gtg egg cct gag gtg gaa 451 
Ala Thr Thr Arg Leu Ala Lys Ser Trp Ser Val Arg Pro Glu Val Glu 
105 HO 115 



499 



547 



595 



643 



691 



gat gaa acc ttc gee atg gat aag get gag cac gtg tgg get gag get 

Asp Glu Thr Phe Ala Met Asp Lys Ala Glu His Val Trp Ala Glu Ala 
170 175 180 

gat gtg ttt gtg etc ate ctg ccg ctg act gat gec act tat cag ate 

Asp Val Phe Val Leu He Leu Pro Leu Thr Asp Ala Thr Tyr Gin He 
185 190 195 

gtc aat gca gaa act ttg ggc aag atg aag cct tct gec gtg gtg gtc 739 

Val Asn Ala Glu Thr Leu Gly Lys Met Lys Pro Ser Ala Val Val Val 

200 205 210 

aat gtg ggg cgt ggc ccg ctg ate aac acc gat gat ctg gtg gat gca 787 
Asn Val Gly Arg Gly Pro Leu He Asn Thr Asp Asp Leu Val Asp Ala 
215 220 225 



835 



883 



931 



97 9 



atg gec acc gag gtc gat gtg gtg get ggc tac taggectttt atggtgtgat 1032 
Met Ala Thr Glu Val Asp Val Val Ala Gly Tyr 



295 300 

ccg 



1035 
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<210> 168 
<211> 304 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 168 

Met Lys Phe Val Met Tyr Pro His Leu Trp Glu Ser Thr Thr Ala Val 
15 10 15 

lie Glu Gly Gly Gly His Glu Arg Val Glu Asp lie Lys Asp Ala Asp 
20 25 30 

Phe lie Phe Phe Asn Gly Ser Ala Pro Glu Phe Pro Asp Leu Pro Glu 
35 40 45 

Asn lie Lys Phe Val Gin Ala Ser Met Ala Gly lie Asp Ala Leu Val 
50 55 60 

Lys Arg Gly Val Val Asn Glu Lys Ala Arg Trp Ala Asn Ala Ala Gly 
65 70 75 80 

Leu Tyr Ala Asp Thr Val Ala Glu Ser Thr lie Gly Leu lie Leu Ala 
85 90 95 

Gin Met His Met His Ala Thr Thr Arg Leu Ala Lys Ser Trp Ser Val 
100 105 110 

Arg Pro Glu Val Glu Asn Asn Lys Ser Trp Leu His Asp Asn Lys Thr 
115 120 125 

Val Ala lie Leu Gly Ala Gly Gly lie Gly Val Arg Leu Leu Glu Met 
130 135 140 

Leu Lys Pro Phe Asn Val Lys Thr lie Ala Val Asn Asn Ser Gly Arg 
145 150 155 160 

Pro Val Glu Gly Ala Asp Glu Thr Phe Ala Met Asp Lys Ala Glu His 
165 170 175 

Val Trp Ala Glu Ala Asp Val Phe Val Leu lie Leu Pro Leu Thr Asp 
180 185 190 

Ala Thr Tyr Gin lie Val Asn Ala Glu Thr Leu Gly Lys Met Lys Pro 
195 200 205 

Ser Ala Val Val Val Asn Val Gly Arg Gly Pro Leu lie Asn Thr Asp 
210 215 220 

Asp Leu Val Asp Ala Leu Asn Asn Gly Thr lie Ala Gly Ala Ala Leu 
225 230 235 240 

Asp Val Thr Asp Pro Glu Pro Leu Pro Asp Ser His Pro Leu Trp Glu 
245 250 255 

Met Asp Asn Val Val He Thr Pro His Thr Ala Asn Thr Asn Glu Arg 
260 265 270 

He Arg Ala Leu Thr Gly Glu Leu Thr Leu Arg Asn He Glu Leu Phe 
275 280 285 



Glu Ala Gly Glu Gin Met Ala Thr Glu Val Asp Val Val Ala Gly Tyr 
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290 295 300 



<210> 169 
<211> 779 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (52) . . (756) 

<223> FRXA02379 

<400> 169 

tgcaggcctc catggcgggt attgatgcgc tggtcaagcg tggtgtcgtc aatg aga 57 

Met Arg 

1 

aag cac cgt tgg gca aac gcg get ggc ctg tac get gac acc gtt get 105 
Lys His Arg Trp Ala Asn Ala Ala Gly Leu Tyr Ala Asp Thr Val Ala 
5 10 15 

gag tec acc att ggt tta att ctg gcg cag atg cac atg cat gcg acg 153 
Glu Ser Thr lie Gly Leu lie Leu Ala Gin Met His Met His Ala Thr 
20 25 30 

act cgt ttg get aag teg tgg age gtg egg cct gag gtg gaa aac aac 201 
Thr Arg Leu Ala Lys Ser Trp Ser Val Arg Pro Glu Val Glu Asn Asn 
35 40 45 50 

aag tea tgg ctg cat gac aat aaa act gtc get att ttg ggc gee ggt 
Lys Ser Trp Leu His Asp Asn Lys Thr Val Ala lie Leu Gly Ala Gly 
55 60 65 

ggc att ggc gtg cgt ctg ctg gaa atg etc aag ccg ttc aac gtg aag 
Gly lie Gly Val Arg Leu Leu Glu Met Leu Lys Pro Phe Asn Val Lys 
70 75 80 

acc att gcg gtt aat aac tct ggt cgt ccg gtg gaa ggt gca gat gaa 
Thr He Ala Val Asn Asn Ser Gly Arg Pro Val Glu Gly Ala Asp Glu 
85 90 95 

acc ttc gee atg gat aag get gag cac gtg tgg get gag get gat gtg 
Thr Phe Ala Met Asp Lys Ala Glu His Val Trp Ala Glu Ala Asp Val 
100 105 HO 

ttt gtg etc ate ctg ccg ctg act gat gec act tat cag ate gtc aat 
Phe Val Leu He Leu Pro Leu Thr Asp Ala Thr Tyr Gin He Val Asn 
115 120 125 130 

gca gaa act ttg ggc aag atg aag cct tct gee gtg gtg gtc aat gtg 
Ala Glu Thr Leu Gly Lys Met Lys Pro Ser Ala Val Val Val Asn Val 
135 140 145 

ggg cgt ggc ccg ctg ate aac acc gat gat ctg gtg gat gca ttg aac 537 
Gly Arg Gly Pro Leu lie Asn Thr Asp Asp Leu Val Asp Ala Leu Asn 
150 155 160 



249 



297 



34 5 



393 



441 



489 
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aac ggc acc att gcg ggt get gcg ctg gac gtt acc gat cct gag cca 585 
Asn Gly Thr lie Ala Gly Ala Ala Leu Asp Val Thr Asp Pro Glu Pro 
165 170 175 

ctt cct gac age cac ccg ctg tgg gag atg gac aat gtg gtt ate act 633 
Leu Pro Asp Ser His Pro Leu Trp Glu Met Asp Asn Val Val He Thr 
180 185 190 

cct cat act gca aac acg aat gag agg att cgt get ttg acc ggc gaa 681 
Pro His Thr Ala Asn Thr Asn Glu Arg He Arg Ala Leu Thr Gly Glu 
195 200 205 210 

etc acc ttg cgc aac att gag ttg ttt gag gca ggc gag cag atg gee 729 
Leu Thr Leu Arg Asn He Glu Leu Phe Glu Ala Gly Glu Gin Met Ala 
215 220 225 

acc gag gtc gat gtg gtg get ggc tac taggectttt atggtgtgat 776 
Thr Glu Val Asp Val Val Ala Gly Tyr 
230 235 



ccg 



779 



<210> 170 
<211> 235 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 170 

Met Arg Lys His 

1 

Val Ala Glu Ser 

20 

Ala Thr Thr Arg 

35 

Asn Asn Lys Ser 
50 

Ala Gly Gly He 
65 

Val Lys Thr He 



Asp Glu Thr Phe 
100 

Asp Val Phe Val 
115 

Val Asn Ala Glu 
130 

Asn Val Gly Arg 
145 



Arg Trp Ala Asn 
5 

Thr He Gly Leu 



Leu Ala Lys Ser 
40 

Trp Leu His Asp 
55 

Gly Val Arg Leu 
70 

Ala Val Asn Asn 
85 

Ala Met Asp Lys 



Leu He Leu Pro 
120 

Thr Leu Gly Lys 

135 

Gly Pro Leu He 
150 



Ala Ala Gly Leu 
10 

He Leu Ala Gin 
25 

Trp Ser Val Arg 



Asn Lys Thr Val 
60 

Leu Glu Met Leu 
75 

Ser Gly Arg Pro 
90 

Ala Glu His Val 
105 

Leu Thr Asp Ala 



Met Lys Pro Ser 
140 

Asn Thr Asp Asp 
155 



Tyr Ala Asp Thr 
15 

Met His Met His 
30 

Pro Glu Val Glu 
45 

Ala He Leu Gly 



Lys Pro Phe Asn 
80 

Val Glu Gly Ala 
95 

Trp Ala Glu Ala 
110 

Thr Tyr Gin He 
125 

Ala Val Val Val 



Leu Val Asp Ala 
160 



Leu Asn Asn Gly Thr He Ala Gly Ala Ala Leu Asp Val Thr Asp Pro 
165 170 175 
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Glu Pro Leu Pro 
180 

lie Thr Pro His 
195 

Gly Glu Leu Thr 
210 

Met Ala Thr Glu 
225 



Asp Ser His Pro 



Thr Ala Asn Thr 
200 

Leu Arg Asn lie 
215 

Val Asp Val Val 
230 



Leu Trp Glu Met 
185 

Asn Glu Arg lie 



Glu Leu Phe Glu 
220 

Ala Gly Tyr 
235 



Asp Asn Val Val 
190 

Arg Ala Leu Thr 
205 

Ala Gly Glu Gin 



att cca etc gac gtt gtg gaa ggc att cag gaa ate aac gtc ggc gac 
He Pro Leu Asp Val Val Glu Gly He Gin Glu He Asn Val Gly Asp 
90 95 100 

ttt gaa atg cgc ggc gat gaa gaa gec cac atg aat tac tec cgc gca 
Phe Glu Met Arg Gly Asp Glu Glu Ala His Met Asn Tyr Ser Arg Ala 
105 110 115 



<210> 171 
<211> 792 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (769) 

<223> RXN02688 

<400> 171 

gtgeggaaga cagcacgccc caaaccgacc aactagctaa gctacacaag gcggacgaat 60 

gggttcgcgc ageaagegaa ggaaggaaac ttaactagee atg gec ggc egg att 115 

Met Ala Gly Arg He 
1 5 

att ttg eta cga cac ggg cag act cac aac aac gtc aaa cac etc ctg 163 
He Leu Leu Arg His Gly Gin Thr His Asn Asn Val Lys His Leu Leu 
10 15 20 

gac acc cgc cca cca gga get gaa etc acc gac ctg ggc cgt aaa caa 211 
Asp Thr Arg Pro Pro Gly Ala Glu Leu Thr Asp Leu Gly Arg Lys Gin 
25 30 35 

gec ctt gaa gtt ggc cac gaa eta gec acc tac tec ggt gag cgc etc 259 
Ala Leu Glu Val Gly His Glu Leu Ala Thr Tyr Ser Gly Glu Arg Leu 
40 45 50 

gec cat gtg tac age tec ate gtg ttg cgc gec caa caa acc gee gtg 
Ala His Val Tyr Ser Ser He Val Leu Arg Ala Gin Gin Thr Ala Val 
55 60 65 

ctt gee acc tct acc ttt gaa aaa get cgc gac atg cag tec ggt gcg 355 
Leu Ala Thr Ser Thr Phe Glu Lys Ala Arg Asp Met Gin Ser Gly Ala 
70 75 80 85 



307 



403 



451 



etc aac ggc tgg ctt cac ggg gat cct gee get ggt ctt ccc ggc ggt 
Leu Asn Gly Trp Leu His Gly Asp Pro Ala Ala Gly Leu Pro Gly Gly 



499 
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120 125 130 

gag acc tac aaa gac gtg ctg aac cgc tac cag ccg act ctt gat cga 547 
Glu Thr Tyr Lys Asp Val Leu Asn Arg Tyr Gin Pro Thr Leu Asp Arg 
135 140 145 

ate atg gac age cac gac ctt gac gac gac cgc gac gtt gec gtt gtc 595 
He Met Asp Ser His Asp Leu Asp Asp Asp Arg Asp Val Ala Val Val 
150 155 160 165 



age cac ggc gee gtc ate cgc ate gtg gca aca cac gca act ggt gtg 
Ser His Gly Ala Val He Arg He Val Ala Thr His Ala Thr Gly Val 
170 175 180 

gat ccc aac ttt gcg ttc aac acc tac ctg ggc aac tgc cgc ttc gtg 
Asp Pro Asn Phe Ala Phe Asn Thr Tyr Leu Gly Asn Cys Arg Phe Val 
185 190 195 

gtg ctg gag cca aac ggt aag aaa ttc age caa tgg gat gtt gtg cgc 
Val Leu Glu Pro Asn Gly Lys Lys Phe Ser Gin Trp Asp Val Val Arg 
200 205 210 

tgg act gac age cca ctg cca tgg cag gag taattgagac caaaggctcg 

Trp Thr Asp Ser Pro Leu Pro Trp Gin Glu 
215 220 

gat 



643 



691 



739 



789 



792 



<210> 172 
<211> 223 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 172 

Met Ala Gly Arg He He Leu Leu Arg His Gly Gin Thr His Asn Asn 
15 10 15 

Val Lys His Leu Leu Asp Thr Arg Pro Pro Gly Ala Glu Leu Thr Asp 
20 25 30 

Leu Gly Arg Lys Gin Ala Leu Glu Val Gly His Glu Leu Ala Thr Tyr 
35 40 45 

Ser Gly Glu Arg Leu Ala His Val Tyr Ser Ser He Val Leu Arg Ala 
50 55 60 

Gin Gin Thr Ala Val Leu Ala Thr Ser Thr Phe Glu Lys Ala Arg Asp 
65 70 75 80 

Met Gin Ser Gly Ala He Pro Leu Asp Val Val Glu Gly He Gin Glu 
85 90 95 

He Asn Val Gly Asp Phe Glu Met Arg Gly Asp Glu Glu Ala His Met 
100 105 HO 

Asn Tyr Ser Arg Ala Leu Asn Gly Trp Leu His Gly Asp Pro Ala Ala 
115 120 125 



Gly Leu Pro Gly Gly Glu Thr Tyr Lys Asp Val Leu Asn Arg Tyr Gin 
130 135 140 
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Pro Thr Leu Asp Arg 
145 

Asp Val Ala Val Val 
165 

His Ala Thr Gly Val 
180 

Asn Cys Arg Phe Val 
195 

Trp Asp Val Val Arg 
210 



lie Met Asp Ser His Asp 
150 155 

Ser His Gly Ala Val lie 
170 

Asp Pro Asn Phe Ala Phe 

185 

Val Leu Glu Pro Asn Gly 
200 

Trp Thr Asp Ser Pro Leu 
215 



Leu Asp Asp Asp Arg 
160 

Arg lie Val Ala Thr 
175 

Asn Thr Tyr Leu Gly 
190 

Lys Lys Phe Ser Gin 
205 

Pro Trp Gin Glu 
220 



<210> 173 
<211> 336 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (313) 

<223> RXN03087 

<400> 173 

gttgccgcca gccgttccag ggcgcttgag ctggtcagcg acatcgcaat gatcaaccag 60 

gaatacctgg aaaagagctg atattgatag ggtttaagtc atg aag ate tac gca 115 

Met Lys lie Tyr Ala 
1 5 



cct ttt get gga ate gtc cac tat ttt gtc gat gaa ggc gat ccc gtg 
Pro Phe Ala Gly He Val His Tyr Phe Val Asp Glu Gly Asp Pro Val 
10 15 20 



163 



gaa acc ggc atg caa ctg gga acg gta gaa acc ate aaa etc gag gca 211 
Glu Thr Gly Met Gin Leu Gly Thr Val Glu Thr He Lys Leu Glu Ala 
25 30 35 



cca ate atg gca ccg gga cct ggc ate gta get aag gtt tct ttt gat 
Pro He Met Ala Pro Gly Pro Gly He Val Ala Lys Val Ser Phe Asp 
40 45 50 

gat ttc tec gac gtc acc ggc ggc gat gaa etc etc gaa ttg gag gca 
Asp Phe Ser Asp Val Thr Gly Gly Asp Glu Leu Leu Glu Leu Glu Ala 
55 60 65 



259 



307 



aag aac taatgggtca aacccgcatc att 336 
Lys Asn 
70 



<210> 174 
<211> 71 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 174 
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Met Lys lie Tyr Ala Pro Phe Ala Gly lie Val His Tyr Phe Val Asp 
15 10 15 

Glu Gly Asp Pro Val Glu Thr Gly Met Gin Leu Gly Thr Val Glu Thr 
20 25 30 

lie Lys Leu Glu Ala Pro lie Met Ala Pro Gly Pro Gly lie Val Ala 
35 40 45 

Lys Val Ser Phe Asp Asp Phe Ser Asp Val Thr Gly Gly Asp Glu Leu 
50 55 60 



Leu Glu Leu Glu Ala Lys Asn 
65 70 



<210> 175 
<211> 310 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (310} 

<223> RXN03186 

<400> 175 

ttcgtgcact tcggcgtgtc acaattaggt acgaccaaga atgggaccgg gaaaccggga 60 

cgtataaacg aaataaaaca ttccaacagg aggtgtggaa atg gcc gat caa gca 115 

Met Ala Asp Gin Ala 
1 5 



aaa ctt ggt ggc aag ccc teg gat gac tct aac ttc gcg atg ate cgc 
Lys Leu Gly Gly Lys Pro Ser Asp Asp Ser Asn Phe Ala Met lie Arg 
10 15 20 



163 



gat ggc gtg gca tct tat ttg aac gac tea gat ccg gag gag acc aac 211 

Asp Gly Val Ala Ser Tyr Leu Asn Asp Ser Asp Pro Glu Glu Thr Asn 
25 30 35 

gag tgg atg gat tea etc gac gga tta etc cag gag tct tct cca gaa 259 

Glu Trp Met Asp Ser Leu Asp Gly Leu Leu Gin Glu Ser Ser Pro Glu 
40 45 50 



cgt get cgt tac etc atg ctt cgt ttg ctt gag cgt gca tct gca aag 
Arg Ala Arg Tyr Leu Met Leu Arg Leu Leu Glu Arg Ala Ser Ala Lys 
55 60 65 



cgc 
Arg 
70 



307 



310 



<210> 176 
<211> 70 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 176 

Met Ala Asp Gin Ala Lys Leu Gly Gly Lys Pro Ser Asp Asp Ser Asn 
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10 



15 



Phe Ala Met lie Arg Asp Gly Val Ala Ser Tyr Leu Asn Asp Ser Asp 
20 25 30 

Pro Glu Glu Thr Asn Glu Trp Met Asp Ser Leu Asp Gly Leu Leu Gin 
35 40 45 

Glu Ser Ser Pro Glu Arg Ala Arg Tyr Leu Met Leu Arg Leu Leu Glu 
50 55 60 



Arg Ala Ser Ala Lys Arg 
65 70 



<210> 177 
<211> 302 
<212> DNA 

<213> Corynebacterium glutamicurn 

<220> 

<221> CDS 

<222> (1) . . (279) 

<223> RXN03187 

<400> 177 

gtt gca gtg tct gac ttc tec act gat ctg cca aac cag ate cgt gaa 

Val Ala Val Ser Asp Phe Ser Thr Asp Leu Pro Asn Gin lie Arg Glu 

15 10 15 

tgg gtc cca ggc gac tac acc gtt etc ggt gca gat ggc ttc ggt ttc 
Trp Val Pro Gly Asp Tyr Thr Val Leu Gly Ala Asp Gly Phe Gly Phe 
20 25 30 

tct gat acc cgc cca get get cgt cgc ttc ttc aac ate gac get gag 
Ser Asp Thr Arg Pro Ala Ala Arg Arg Phe Phe Asn lie Asp Ala Glu 
35 40 45 

tec att gtt gtt gca gtg ctg aac tec ctg gca cgc gaa ggc aag ate 
Ser lie Val Val Ala Val Leu Asn Ser Leu Ala Arg Glu Gly Lys lie 
50 55 60 

gac gtc tec gtt get get cag get get gag aag ttc aag ttg gat gat 
Asp Val Ser Val Ala Ala Gin Ala Ala Glu Lys Phe Lys Leu Asp Asp 
65 70 75 80 

cct acg agt gtt tec gta gat cca aac get cct gag gaa taaatcacct 
Pro Thr Ser Val Ser Val Asp Pro Asn Ala Pro Glu Glu 
85 90 



48 



96 



144 



192 



240 



289 



caagggacag ata 302 



<210> 178 
<211> 93 
<212> PRT 

<213> Corynebacterium glutamicurn 



<400> 178 

Val Ala Val Ser Asp Phe Ser Thr Asp Leu Pro Asn Gin lie Arg Glu 
15 10 15 
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Trp Val Pro Gly Asp Tyr Thr Val Leu Gly Ala Asp Gly Phe Gly Phe 
20 25 30 

Ser Asp Thr Arg Pro Ala Ala Arg Arg Phe Phe Asn lie Asp Ala Glu 
35 40 45 

Ser lie Val Val Ala Val Leu Asn Ser Leu Ala Arg Glu Gly Lys lie 
50 55 60 

Asp Val Ser Val Ala Ala Gin Ala Ala Glu Lys Phe Lys Leu Asp Asp 
65 70 75 80 

Pro Thr Ser Val Ser Val Asp Pro Asn Ala Pro Glu Glu 
85 90 



<210> 179 
<211> 1953 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1930) 

<223> RXN02591 

<400> 179 

atgtgtccgt tgtctcacct aaagttttaa ctagttctgt atctgaaagc tacgctaggg 60 

ggcgagaact ctgtcgaatg acacaaaatc tggagaagta atg act act get gca 115 

Met Thr Thr Ala Ala 
1 5 



ate agg ggc ctt cag ggc gag gcg ccg acc aag aat aag gaa ctg ctg 
lie Arg Gly Leu Gin Gly Glu Ala Pro Thr Lys Asn Lys Glu Leu Leu 
10 15 20 



gtt gaa gec ggt acc etc ate aag etc aac gag gaa aag cgt ccg aac 
Val Glu Ala Gly Thr Leu lie Lys Leu Asn Glu Glu Lys Arg Pro Asn 
55 60 65 



cgc acc ttc ate tgc tec gag aag gaa gaa gat get ggc cca acc aac 
Arg Thr Phe lie Cys Ser Glu Lys Glu Glu Asp Ala Gly Pro Thr Asn 
90 95 100 

aac tgg get cca cca cag gca atg aag gac gaa atg tec aag cat tac 
Asn Trp Ala Pro Pro Gin Ala Met Lys Asp Glu Met Ser Lys His Tyr 
105 HO 115 



163 



aac tgg ate gca gac gee gtc gag etc ttc cag cct gag get gtt gtg 211 
Asn Trp lie Ala Asp Ala Val Glu Leu Phe Gin Pro Glu Ala Val Val 
25 30 35 

ttc gtt gat gga tec cag get gag tgg gat cgc atg gcg gag gat ctt 259 
Phe Val Asp Gly Ser Gin Ala Glu Trp Asp Arg Met Ala Glu Asp Leu 
40 45 50 



307 



age tac eta get cgt tec aac cca tct gac gtt gcg cgc gtt gag tec 355 
Ser Tyr Leu Ala Arg Ser Asn Pro Ser Asp Val Ala Arg Val Glu Ser 
70 75 80 85 



403 



451 
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gct ggt tec atg aag ggg cgc acc atg tac gtc gtg cct ttc tgc atg 4 99 
Ala Gly Ser Met Lys Gly Arg Thr Met Tyr Val Val Pro Phe Cys Met 
120 125 130 

ggt cca ate age gat ccg gac cct aag ctt ggt gtg cag etc act gac 547 
Gly Pro lie Ser Asp Pro Asp Pro Lys Leu Gly Val Gin Leu Thr Asp 
135 140 145 

tec gag tac gtt gtc atg tec atg cgc ate atg acc cgc atg ggt att 595 
Ser Glu Tyr Val Val Met Ser Met Arg lie Met Thr Arg Met Gly lie 
150 155 160 165 



gaa gcg ctg gac aag ate ggc gcg aac ggc age ttc gtc agg tgc etc 
Glu Ala Leu Asp Lys lie Gly Ala Asn Gly Ser Phe Val Arg Cys Leu 
170 175 180 

cac tec gtt ggt get cct ttg gag cca ggc cag gaa gac gtt gca tgg 
His Ser Val Gly Ala Pro Leu Glu Pro Gly Gin Glu Asp Val Ala Trp 
185 190 195 

cct tgc aac gac acc aag tac ate acc cag ttc cca gag acc aag gaa 
Pro Cys Asn Asp Thr Lys Tyr lie Thr Gin Phe Pro Glu Thr Lys Glu 
200 205 210 

att tgg tec tac ggt tec ggc tac ggc gga aac gca ate ctg gca aag 
lie Trp Ser Tyr Gly Ser Gly Tyr Gly Gly Asn Ala He Leu Ala Lys 
215 220 225 

aag tgc tac gca ctg cgt ate gca tct gte atg get cgc gaa gaa gga 
Lys Cys Tyr Ala Leu Arg He Ala Ser Val Met Ala Arg Glu Glu Gly 
230 235 240 245 

tgg atg get gag cac atg etc ate ctg aag ctg ate aac cca gag ggc 
Trp Met Ala Glu His Met Leu He Leu Lys Leu He Asn Pro Glu Gly 
250 255 260 

aag gcg tac cac ate gca gca gca ttc cca tct get tgt ggc aag acc 
Lys Ala Tyr His He Ala Ala Ala Phe Pro Ser Ala Cys Gly Lys Thr 
265 270 275 

aac etc gee atg ate act cca acc ate cca ggc tgg acc get cag gtt 
Asn Leu Ala Met lie Thr Pro Thr He Pro Gly Trp Thr Ala Gin Val 
280 285 290 

gtt ggc gac gac ate get tgg ctg aag ctg cgc gag gac ggc etc tac 
Val Gly Asp Asp He Ala Trp Leu Lys Leu Arg Glu Asp Gly Leu Tyr 
295 300 305 

gca gtt aac cca gaa aat ggt ttc ttc ggt gtt get cca ggc acc aac 
Ala Val Asn Pro Glu Asn Gly Phe Phe Gly Val Ala Pro Gly Thr Asn 
310 315 320 325 

tac gca tec aac cca ate gcg atg aag acc atg gaa cca ggc aac acc 
Tyr Ala Ser Asn Pro He Ala Met Lys Thr Met Glu Pro Gly Asn Thr 
330 335 340 

ctg ttc acc aac gtg gca etc acc gac gac ggc gac ate tgg tgg gaa 
Leu Phe Thr Asn Val Ala Leu Thr Asp Asp Gly Asp He Trp Trp Glu 
345 350 355 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1075 



1123 



1171 
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ggc atg gac ggc gac gcc cca get cac etc att gac tgg atg ggc aac 1219 
Gly Met Asp Gly Asp Ala Pro Ala His Leu lie Asp Trp Met Gly Asn 
360 365 370 



gac tgg acc cca gag tec gac gaa aac get get cac cct aac tec cgt 
Asp Trp Thr Pro Glu Ser Asp Glu Asn Ala Ala His Pro Asn Ser Arg 
375 380 385 



ggt aac aag ggt ggc gac aag atg cca tec ate ttc ctg gtc aac tgg 
Gly Asn Lys Gly Gly Asp Lys Met Pro Ser lie Phe Leu Val Asn Trp 
490 495 500 



aac tct cgc gtt ctg aag tgg gtc ate gac cgc ate gaa ggc cac gtt 
Asn Ser Arg Val Leu Lys Trp Val He Asp Arg He Glu Gly His Val 
520 525 530 



acc get cct gca gag cag tgg gca aac gac gtt gaa gac aac gcc gag 
Thr Ala Pro Ala Glu Gin Trp Ala Asn Asp Val Glu Asp Asn Ala Glu 
570 575 580 

tac etc act ttc etc gga cca cgt gtt cct gca gag gtt cac age cag 
Tyr Leu Thr Phe Leu Gly Pro Arg Val Pro Ala Glu Val His Ser Gin 
585 590 595 

ttc gat get ctg aag gcc cgc att tea gca get cac get taaagttcac 



1267 



tac tgc gta gca ate gac cag tec cca gca gca gca cct gag ttc aac 1315 
Tyr Cys Val Ala He Asp Gin Ser Pro Ala Ala Ala Pro Glu Phe Asn 
390 395 400 405 

gac tgg gaa ggc gtc aag ate gac gca ate etc ttc ggt gga cgt cgc 1363 
Asp Trp Glu Gly Val Lys He Asp Ala He Leu Phe Gly Gly Arg Arg 
410 415 420 

gca gac acc gtc cca ctg gtt acc cag acc tac gac tgg gag cac ggc 1411 
Ala Asp Thr Val Pro Leu Val Thr Gin Thr Tyr Asp Trp Glu His Gly 
425 430 435 

acc atg gtt ggt gca ctg etc gca tec ggt cag acc gca get tec gca 1459 
Thr Met Val Gly Ala Leu Leu Ala Ser Gly Gin Thr Ala Ala Ser Ala 
440 445 450 

gaa gca aag gtc ggc aca etc cgc cac gac cca atg gca atg etc cca 
Glu Ala Lys Val Gly Thr Leu Arg His Asp Pro Met Ala Met Leu Pro 
455 460 465 

ttc att ggc tac aac get ggt gaa tac ctg cag aac tgg att gac atg 1555 
Phe He Gly Tyr Asn Ala Gly Glu Tyr Leu Gin Asn Trp He Asp Met 
470 475 480 485 



1507 



1603 



ttc cgc cgt ggc gaa gat gga cgc ttc ctg tgg cct ggc ttc ggc gac 1651 
Phe Arg Arg Gly Glu Asp Gly Arg Phe Leu Trp Pro Gly Phe Gly Asp 
505 510 515 



1699 



ggc gca gac gag acc gtt gtt gga cac acc get aag gcc gaa gac etc 1747 
Gly Ala Asp Glu Thr Val Val Gly His Thr Ala Lys Ala Glu Asp Leu 
535 540 545 

gac etc gac ggc etc gac acc cca att gag gat gtc aag gaa gca ctg 1795 
Asp Leu Asp Gly Leu Asp Thr Pro He Glu Asp Val Lys Glu Ala Leu 
550 555 560 565 



1843 



1891 



1940 
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Phe Asp Ala Leu Lys Ala Arg lie Ser Ala Ala His Ala 
600 605 610 

gcttaagaac tgc 1953 



<210> 180 
<211> 610 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 180 

Met Thr Thr Ala Ala lie Arg Gly Leu Gin Gly Glu Ala Pro Thr Lys 
15 10 15 

Asn Lys Glu Leu Leu Asn Trp lie Ala Asp Ala Val Glu Leu Phe Gin 
20 25 30 

Pro Glu Ala Val Val Phe Val Asp Gly Ser Gin Ala Glu Trp Asp Arg 
35 40 45 

Met Ala Glu Asp Leu Val Glu Ala Gly Thr Leu lie Lys Leu Asn Glu 
50 55 60 

Glu Lys Arg Pro Asn Ser Tyr Leu Ala Arg Ser Asn Pro Ser Asp Val 
65 70 75 80 

Ala Arg Val Glu Ser Arg Thr Phe He Cys Ser Glu Lys Glu Glu Asp 
85 90 95 

Ala Gly Pro Thr Asn Asn Trp Ala Pro Pro Gin Ala Met Lys Asp Glu 
100 105 HO 

Met Ser Lys His Tyr Ala Gly Ser Met Lys Gly Arg Thr Met Tyr Val 
115 120 125 

Val Pro Phe Cys Met Gly Pro He Ser Asp Pro Asp Pro Lys Leu Gly 
130 135 140 

Val Gin Leu Thr Asp Ser Glu Tyr Val Val Met Ser Met Arg He Met 
145 150 155 160 

Thr Arg Met Gly He Glu Ala Leu Asp Lys He Gly Ala Asn Gly Ser 
165 170 175 

Phe Val Arg Cys Leu His Ser Val Gly Ala Pro Leu Glu Pro Gly Gin 
180 185 190 

Glu Asp Val Ala Trp Pro Cys Asn Asp Thr Lys Tyr He Thr Gin Phe 
195 200 205 

Pro Glu Thr Lys Glu He Trp Ser Tyr Gly Ser Gly Tyr Gly Gly Asn 
210 215 220 

Ala He Leu Ala Lys Lys Cys Tyr Ala Leu Arg He Ala Ser Val Met 
225 230 235 240 

Ala Arg Glu Glu Gly Trp Met Ala Glu His Met Leu He Leu Lys Leu 
245 250 255 



He Asn Pro Glu Gly Lys Ala Tyr His He Ala Ala Ala Phe Pro Ser 
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260 



265 



270 



Ala Cys Gly Lys Thr Asn Leu Ala Met He Thr Pro Thr He Pro Gly 
275 280 285 

Trp Thr Ala Gin Val Val Gly Asp Asp He Ala Trp Leu Lys Leu Arg 
290 295 300 

Glu Asp Gly Leu Tyr Ala Val Asn Pro Glu Asn Gly Phe Phe Gly Val 
305 310 315 320 

Ala Pro Gly Thr Asn Tyr Ala Ser Asn Pro He Ala Met Lys Thr Met 
325 330 335 

Glu Pro Gly Asn Thr Leu Phe Thr Asn Val Ala Leu Thr Asp Asp Gly 
340 345 350 

Asp He Trp Trp Glu Gly Met Asp Gly Asp Ala Pro Ala His Leu He 
355 360 365 

Asp Trp Met Gly Asn Asp Trp Thr Pro Glu Ser Asp Glu Asn Ala Ala 
370 375 380 

His Pro Asn Ser Arg Tyr Cys Val Ala He Asp Gin Ser Pro Ala Ala 
385 390 395 400 

Ala Pro Glu Phe Asn Asp Trp Glu Gly Val Lys He Asp Ala He Leu 
405 410 415 

Phe Gly Gly Arg Arg Ala Asp Thr Val Pro Leu Val Thr Gin Thr Tyr 
420 425 430 

Asp Trp Glu His Gly Thr Met Val Gly Ala Leu Leu Ala Ser Gly Gin 
435 440 445 

Thr Ala Ala Ser Ala Glu Ala Lys Val Gly Thr Leu Arg His Asp Pro 
450 455 460 

Met Ala Met Leu Pro Phe He Gly Tyr Asn Ala Gly Glu Tyr Leu Gin 
465 470 475 480 

Asn Trp He Asp Met Gly Asn Lys Gly Gly Asp Lys Met Pro Ser He 
485 490 495 

Phe Leu Val Asn Trp Phe Arg Arg Gly Glu Asp Gly Arg Phe Leu Trp 
500 505 510 

Pro Gly Phe Gly Asp Asn Ser Arg Val Leu Lys Trp Val He Asp Arg 
515 520 525 

He Glu Gly His Val Gly Ala Asp Glu Thr Val Val Gly His Thr Ala 
530 535 540 

Lys Ala Glu Asp Leu Asp Leu Asp Gly Leu Asp Thr Pro He Glu Asp 
545 550 555 560 

Val Lys Glu Ala Leu Thr Ala Pro Ala Glu Gin Trp Ala Asn Asp Val 



565 



570 



575 



Glu Asp Asn Ala Glu Tyr Leu Thr Phe Leu Gly Pro Arg Val Pro Ala 
580 585 590 
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Glu Val His Ser Gin Phe Asp Ala Leu Lys Ala Arg lie Ser Ala Ala 
595 600 605 

His Ala 
610 



<210> 181 
<211> 1305 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1282) 
<223> RXS01260 

<400> 181 

ctaaacgtgg gctgcattcc ttccaaagtc tctgatcaaa aacgctgaag ttgcccatac 60 

ctttacccat gagaagaaga ccttcggcat caatggcgaa gtg acc ttc aac tat 115 

Val Thr Phe Asn Tyr 
1 5 



gag gat get cac aag cgt tec cgt ggc gtt tec gac aag ate gtt gga 
Glu Asp Ala His Lys Arg Ser Arg Gly Val Ser Asp Lys lie Val Gly 
10 15 20 



tct ttt gaa gag cag att ctt aac cct gtt gcg cca aag aag atg gtc 
Ser Phe Glu Glu Gin lie Leu Asn Pro Val Ala Pro Lys Lys Met Val 
90 95 100 



aac tac ggt gta gat gta acc gtc ate gag ttc atg gat cgt gtg ctt 

Asn Tyr Gly Val Asp Val Thr Val He Glu Phe Met Asp Arg Val Leu 

120 125 130 

cca aat gaa gat get gaa gtc tec aag gtt att gca aag gee tac aag 

Pro Asn Glu Asp Ala Glu Val Ser Lys Val He Ala Lys Ala Tyr Lys 

135 140 145 



163 



ggc gtt cat tac ttg atg aag aag aac aag ate ate gaa att cat ggt 211 
Gly Val His Tyr Leu Met Lys Lys Asn Lys lie lie Glu lie His Gly 
25 30 35 

ctt gga aac ttc aag gat get aag act ctt gag gtc acc gac ggt aag 259 
Leu Gly Asn Phe Lys Asp Ala Lys Thr Leu Glu Val Thr Asp Gly Lys 
40 45 50 

gat get ggc aag acc ate acc ttt gat gac tgc ate ate gca acc ggt 307 
Asp Ala Gly Lys Thr He Thr Phe Asp Asp Cys He He Ala Thr Gly 
55 60 65 

teg gta gtc aac acc etc cgt ggc gtt gac ttc tea gag aac gtt gtg 355 
Ser Val Val Asn Thr Leu Arg Gly Val Asp Phe Ser Glu Asn Val Val 
70 75 80 85 



403 



att gtt ggt gca ggc gca att gga atg gaa ttc gee tac gtt ctt ggt 451 
He Val Gly Ala Gly Ala He Gly Met Glu Phe Ala Tyr Val Leu Gly 
105 HO H5 



499 



547 
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aag atg ggc gtt aag ctt ctt cct ggc cat gca acc act get gtt egg 595 
Lys Met Gly Val Lys Leu Leu Pro Gly His Ala Thr Thr Ala Val Arg 
150 155 160 165 



gac aac ggt gac ttt gtc gag gtt gat tac cag aag aag ggc tct gac 
Asp Asn Gly Asp Phe Val Glu Val Asp Tyr Gin Lys Lys Gly Ser Asp 
170 175 180 

aag aca gag act ctt act gtt gat cga gtc atg gtt tec gtt ggt ttc 
Lys Thr Glu Thr Leu Thr Val Asp Arg Val Met Val Ser Val Gly Phe 
185 190 195 



gat ggc att tac gec ate ggt gac gtg acc gee aag ctt cag ctt get 
Asp Gly lie Tyr Ala lie Gly Asp Val Thr Ala Lys Leu Gin Leu Ala 

235 240 245 



230 



aac tgg gat etc acc act gaa gag ate tct cgt age gtc cat att cac 
Asn Trp Asp Leu Thr Thr Glu Glu lie Ser Arg Ser Val His He His 
360 365 370 

cca acg eta tct gag gca gtt aag gaa get gca cac ggt ate tct gga 
Pro Thr Leu Ser Glu Ala Val Lys Glu Ala Ala His Gly He Ser Gly 
375 380 385 

cac atg ate aac ttc tagaatccac ctcgttggcc ctg 



643 



691 



cgt cca cgc gtt gag gga ttt ggt ctt gaa aac act ggc gtt aag etc 739 
Arg Pro Arg Val Glu Gly Phe Gly Leu Glu Asn Thr Gly Val Lys Leu 
200 205 210 

acc gag cgt ggc gca ate gag ate gat gat tac atg cgt acc aac gtc 787 
Thr Glu Arg Gly Ala He Glu He Asp Asp Tyr Met Arg Thr Asn Val 
215 220 225 



835 



883 



931 



979 



1027 



cac gtc gca gaa gca cag ggc att gtt gec gca gag act att get ggt 
His Val Ala Glu Ala Gin Gly He Val Ala Ala Glu Thr He Ala Gly 
250 255 260 

gca gaa act cag act ctt ggt gat tac atg atg atg cca cgt gca acc 
Ala Glu Thr Gin Thr Leu Gly Asp Tyr Met Met Met Pro Arg Ala Thr 
265 270 275 

ttc tgc aac cca cag gtt tct tec ttt ggt tac acc gaa gag cag gee 
Phe Cys Asn Pro Gin Val Ser Ser Phe Gly Tyr Thr Glu Glu Gin Ala 
280 285 290 

aag gag aag tgg cca gat cgt gag ate aag gtt get tec ttc cca ttc 
Lys Glu Lys Trp Pro Asp Arg Glu He Lys Val Ala Ser Phe Pro Phe 
295 300 305 

tct gca aac ggt aaa gca gtt ggc ctg gca gaa act gat ggt ttc gca 1075 
Ser Ala Asn Gly Lys Ala Val Gly Leu Ala Glu Thr Asp Gly Phe Ala 
310 315 320 325 

aag ate gtt get gat gca gaa ttc ggt gag ctg etc ggt gca cac ctg 1123 
Lys He Val Ala Asp Ala Glu Phe Gly Glu Leu Leu Gly Ala His Leu 
330 335 340 

gtt gga gca aat gca tea gag etc ate aat gaa ttg gtg ctt get cag 1171 
Val Gly Ala Asn Ala Ser Glu Leu He Asn Glu Leu Val Leu Ala Gin 
345 350 355 



1219 



1267 



1305 
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His Met lie Asn Phe 
390 



<210> 182 
<211> 394 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 182 

Val Thr Phe Asn Tyr Glu Asp Ala His Lys Arg Ser Arg Gly Val Ser 
15 10 15 

Asp Lys He Val Gly Gly Val His Tyr Leu Met Lys Lys Asn Lys He 
20 25 30 

He Glu He His Gly Leu Gly Asn Phe Lys Asp Ala Lys Thr Leu Glu 
35 40 45 

Val Thr Asp Gly Lys Asp Ala Gly Lys Thr He Thr Phe Asp Asp Cys 
50 55 60 

He He Ala Thr Gly Ser Val Val Asn Thr Leu Arg Gly Val Asp Phe 
65 70 75 80 

Ser Glu Asn Val Val Ser Phe Glu Glu Gin He Leu Asn Pro Val Ala 
85 90 95 

Pro Lys Lys Met Val He Val Gly Ala Gly Ala He Gly Met Glu Phe 
100 105 HO 

Ala Tyr Val Leu Gly Asn Tyr Gly Val Asp Val Thr Val He Glu Phe 
115 120 125 

Met Asp Arg Val Leu Pro Asn Glu Asp Ala Glu Val Ser Lys Val He 
130 135 140 

Ala Lys Ala Tyr Lys Lys Met Gly Val Lys Leu Leu Pro Gly His Ala 
145 150 155 160 

Thr Thr Ala Val Arg Asp Asn Gly Asp Phe Val Glu Val Asp Tyr Gin 
165 170 175 

Lys Lys Gly Ser Asp Lys Thr Glu Thr Leu Thr Val Asp Arg Val Met 
180 185 190 

Val Ser Val Gly Phe Arg Pro Arg Val Glu Gly Phe Gly Leu Glu Asn 
195 200 205 

Thr Gly Val Lys Leu Thr Glu Arg Gly Ala He Glu He Asp Asp Tyr 
210 215 220 

Met Arg Thr Asn Val Asp Gly He Tyr Ala He Gly Asp Val Thr Ala 
225 230 235 240 

Lys Leu Gin Leu Ala His Val Ala Glu Ala Gin Gly He Val Ala Ala 
245 250 255 

Glu Thr He Ala Gly Ala Glu Thr Gin Thr Leu Gly Asp Tyr Met Met 
260 265 270 
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Met Pro Arg Ala Thr Phe Cys Asn Pro Gin Val Ser Ser Phe Gly Tyr 
275 280 285 

Thr Glu Glu Gin Ala Lys Glu Lys Trp Pro Asp Arg Glu lie Lys Val 
290 295 300 

Ala Ser Phe Pro Phe Ser Ala Asn Gly Lys Ala Val Gly Leu Ala Glu 
305 310 315 320 

Thr Asp Gly Phe Ala Lys lie Val Ala Asp Ala Glu Phe Gly Glu Leu 
325 330 335 

Leu Gly Ala His Leu Val Gly Ala Asn Ala Ser Glu Leu lie Asn Glu 
340 345 350 

Leu Val Leu Ala Gin Asn Trp Asp Leu Thr Thr Glu Glu lie Ser Arg 
355 360 365 

Ser Val His lie His Pro Thr Leu Ser Glu Ala Val Lys Glu Ala Ala 
370 375 380 

His Gly lie Ser Gly His Met lie Asn Phe 
385 390 



<210> 183 
<211> 294 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (271) 

<223> RXS01261 

<400> 183 

gtgggtgttt ttcattttct tccactctaa aattaagtat ggaaaaccaa ccgcacccgg 60 

atgcacgaca atgacccact aaacacgtat ccttgaatgc gtg act gaa cat tat 115 

Val Thr Glu His Tyr 
1 5 

gac gta gta gta etc gga gec ggc ccc ggt ggc tat gtc tec gec ate 163 
Asp Val Val Val Leu Gly Ala Gly Pro Gly Gly Tyr Val Ser Ala lie 
10 15 20 

cgt gca gcg cag ctt ggc aag aag gtt get gta att gag aag cag tac 211 
Arg Ala Ala Gin Leu Gly Lys Lys Val Ala Val lie Glu Lys Gin Tyr 
25 30 35 



tgg ggt ggt gtt tgc eta aac gtg ggc tgc att cct tec aaa gtc tct 
Trp Gly Gly Val Cys Leu Asn Val Gly Cys lie Pro Ser Lys Val Ser 
40 45 50 

gat caa aaa cgc tgaagttgcc cataccttta ccc 
Asp Gin Lys Arg 
55 



259 



294 



<210> 184 
<211> 57 
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<212> PRT 

<213> Corynebacterium glutamicum 
<400> 184 

Val Thr Glu His Tyr Asp Val Val Val Leu Gly Ala Gly Pro Gly Gly 
15 10 15 

Tyr Val Ser Ala lie Arg Ala Ala Gin Leu Gly Lys Lys Val Ala Val 
20 25 30 

lie Glu Lys Gin Tyr Trp Gly Gly Val Cys Leu Asn Val Gly Cys He 
35 40 45 

Pro Ser Lys Val Ser Asp Gin Lys Arg 
50 55 



<210> 185 
<211> 1650 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1627) 
<223> RXA02640 

<400> 185 

accaacgacg acgccggtgt agcagatgta ttggagtggt ggttctaata ggtggtgtta 60 

aaacactgct tagtggccca atacgtgcaa aaataaggcc atg aga ate tea aag 115 

Met Arg He Ser Lys 
1 5 

gec aat gcg tat gtt gca gcg att gac caa ggc acc act tec act egg 

Ala Asn Ala Tyr Val Ala Ala He Asp Gin Gly Thr Thr Ser Thr Arg 
10 15 20 



gag cac cgc caa ate ttc cca caa cag ggc tgg gta gag cac gat cct 
Glu His Arg Gin He Phe Pro Gin Gin Gly Trp Val Glu His Asp Pr~ 
40 45 50 



o 



gaa gaa att tgg gac aac att cga tct gtc gtc age cag gcg atg gtc 
Glu Glu He Trp Asp Asn He Arg Ser Val Val Ser Gin Ala Met Val 
55 60 65 

tec att gac ate acc cca cac gag gtt gca teg ctg gga gtc acc aac 
Ser He Asp He Thr Pro His Glu Val Ala Ser Leu Gly Val Thr Asn 
70 75 80 85 

cag cgc gaa acc acc gtg gtg tgg gac aag cac acc ggc gaa cct gtc 
Gin Arg Glu Thr Thr Val Val Trp Asp Lys His Thr Gly Glu Pro Val 
90 95 100 

tac aac gca ate gtg tgg caa gac acc cgc acc tct gac att tgc eta 
Tyr Asn Ala He Val Trp Gin Asp Thr Arg Thr Ser Asp He Cys Leu 
105 HO H5 



163 



tgc ate ttc att gat gee caa gga aaa gtg gtg tct tct get tec aag 211 
Cys He Phe He Asp Ala Gin Gly Lys Val Val Ser Ser Ala Ser Lys 
25 30 35 



259 



307 



355 



403 



451 
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gag ate gcg ggc gaa gaa ggc cag gaa aag tgg ctt gac cgc acc ggc 4 99 
Glu He Ala Gly Glu Glu Gly Gin Glu Lys Trp Leu Asp Arg Thr Gly 
120 125 130 

ctg ctg ate aac tec tac cca teg ggg ccc aaa ate aag tgg att etc 
Leu Leu He Asn Ser Tyr Pro Ser Gly Pro Lys He Lys Trp He Leu 
135 140 145 

gac aac gtt gag gga get cgc gaa cgc gec gaa aag ggc gac ctt ttg 
Asp Asn Val Glu Gly Ala Arg Glu Arg Ala Glu Lys Gly Asp Leu Leu 
150 155 160 165 

ttt ggc acc atg gat acc tgg gtg ctg tgg aac ctg acc ggc ggt gtc 643 
Phe Gly Thr Met Asp Thr Trp Val Leu Trp Asn Leu Thr Gly Gly Val 
170 175 180 



cgc ggc gac gac ggt gat gat gec ate cac gtc acc gat gtc acc aac 
Arg Gly Asp Asp Gly Asp Asp Ala He His Val Thr Asp Val Thr Asn 
185 190 195 



acc ggc etc ttc ctg ctg atg aac acc ggc acc teg ttg aag att tec 
Thr Gly Leu Phe Leu Leu Met Asn Thr Gly Thr Ser Leu Lys He Ser 
280 285 290 

gag cac ggc ctg ctg tec acc ate gee tat caa egg gaa gga tec get 
Glu His Gly Leu Leu Ser Thr He Ala Tyr Gin Arg Glu Gly Ser Ala 
295 300 305 

ccg gtc tac gcg ctg gaa ggt tec gta tec atg ggc ggt tec ttg gtg 
Pro Val Tyr Ala Leu Glu Gly Ser Val Ser Met Gly Gly Ser Leu Val 
310 315 320 325 

cag tgg ctg cgc gac aac eta cag eta ate ccc aac gca cca gcg att 
Gin Trp Leu Arg Asp Asn Leu Gin Leu He Pro Asn Ala Pro Ala He 
330 335 340 



547 



595 



691 



gca tec cgc aca eta ttg atg gat etc cgc acg caa cag tgg gat cca 739 

Ala Ser Arg Thr Leu Leu Met Asp Leu Arg Thr Gin Gin Trp Asp Pro 
200 205 210 

gaa eta tgc gaa gec eta gac att ccg atg tec atg etc cct gag att 787 

Glu Leu Cys Glu Ala Leu Asp He Pro Met Ser Met Leu Pro Glu He 
215 220 225 

cgt ccc tec gtc gga gaa ttc cgc tec gtg cgc cac cgc gga acc eta 

Arg Pro Ser Val Gly Glu Phe Arg Ser Val Arg His Arg Gly Thr Leu 

230 235 240 245 

gec gac gtc ccg att act ggc gtg etc ggc gac cag caa gcg gec ctt 

Ala Asp Val Pro He Thr Gly Val Leu Gly Asp Gin Gin Ala Ala Leu 
250 255 260 



835 



883 



ttt ggt cag ggc gga ttc cac gaa ggt get get aaa aat acc tac ggc 931 
Phe Gly Gin Gly Gly Phe His Glu Gly Ala Ala Lys Asn Thr Tyr Gly 
265 270 275 



97 9 



1027 



1075 



1123 



gaa aac etc gec cga gaa gtc gaa gac aac ggt ggc gtt cat gtt gtc 1171 
Glu Asn Leu Ala Arg Glu Val Glu Asp Asn Gly Gly Val His Val Val 
345 350 355 
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cca gca ttc acc gga ctg ttc gca cca cgt tgg cgc ccc gat get cgt 1219 
Pro Ala Phe Thr Gly Leu Phe Ala Pro Arg Trp Arg Pro Asp Ala Arg 
360 365 370 

ggc gtc att aca ggc etc acc cgt ttt gec aac cgc aaa cac ate gec 1267 
Gly Val lie Thr Gly Leu Thr Arg Phe Ala Asn Arg Lys His He Ala 
375 380 385 

cgc gca gtc ctt gaa gec aac gec ttc caa acc cgc gaa gtt gtg gac 1315 
Arg Ala Val Leu Glu Ala Asn Ala Phe Gin Thr Arg Glu Val Val Asp 
390 395 400 405 



gec atg gec aaa gac gca ggc aaa gec etc gaa tec etc cgc gtc gac 
Ala Met Ala Lys Asp Ala Gly Lys Ala Leu Glu Ser Leu Arg Val Asp 
410 415 420 



etc ggc ate gac gtc caa cgt etc gag gac gta gaa acc acc gee gtc 
Leu Gly He Asp Val Gin Arg Leu Glu Asp Val Glu Thr Thr Ala Val 
440 445 450 

ggc gtc gca ttc get gca ggt etc ggc tct gga ttc ttc aaa aca act 
Gly Val Ala Phe Ala Ala Gly Leu Gly Ser Gly Phe Phe Lys Thr Thr 
455 460 465 



atg age gaa gaa gag cgc gaa cgt cgc tat gec gaa tgg aat agg gca 
Met Ser Glu Glu Glu Arg Glu Arg Arg Tyr Ala Glu Trp Asn Arg Ala 
490 495 500 



1363 



ggt gcg atg gtg gaa aat gac etc etc atg caa atg caa gec gac ttc 1411 
Gly Ala Met Val Glu Asn Asp Leu Leu Met Gin Met Gin Ala Asp Phe 
425 430 435 



1459 



1507 



gac gag ate gaa aaa ctt att gca gtg aag aaa gtc tgg aac cct gac 1555 
Asp Glu He Glu Lys Leu He Ala Val Lys Lys Val Trp Asn Pro Asp 
470 475 480 485 



1603 



gtg gag cat tct tat gac cag gec tagctgattt gggteggect tta 1650 
Val Glu His Ser Tyr Asp Gin Ala 
505 



<210> 186 
<211> 509 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 186 

Met Arg He Ser Lys Ala Asn Ala Tyr Val Ala Ala He Asp Gin Gly 
15 10 15 

Thr Thr Ser Thr Arg Cys He Phe He Asp Ala Gin Gly Lys Val Val 
20 25 30 

Ser Ser Ala Ser Lys Glu His Arg Gin He Phe Pro Gin Gin Gly Trp 
35 40 45 

Val Glu His Asp Pro Glu Glu He Trp Asp Asn He Arg Ser Val Val 
50 55 60 

Ser Gin Ala Met Val Ser He Asp He Thr Pro His Glu Val Ala Ser 
65 70 75 80 
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Leu Gly Val Thr 



Thr Gly Glu Pro 
100 

Ser Asp lie Cys 
115 

Leu Asp Arg Thr 
130 

lie Lys Trp lie 
145 

Lys Gly Asp Leu 



Leu Thr Gly Gly 
180 

Thr Asp Val Thr 
195 

Gin Gin Trp Asp 
210 

Met Leu Pro Glu 
225 

His Arg Gly Thr 



Gin Gin Ala Ala 
260 

Lys Asn Thr Tyr 
275 

Ser Leu Lys lie 
290 

Arg Glu Gly Ser 
305 

Gly Gly Ser Leu 



Asn Ala Pro Ala 
340 

Gly Val His Val 
355 

Arg Pro Asp Ala 
370 

Arg Lys His lie 
385 



Asn Gin Arg Glu 
85 

Val Tyr Asn Ala 



Leu Glu lie Ala 
120 

Gly Leu Leu lie 
135 

Leu Asp Asn Val 
150 

Leu Phe Gly Thr 
165 

Val Arg Gly Asp 



Asn Ala Ser Arg 
200 

Pro Glu Leu Cys 
215 

lie Arg Pro Ser 
230 

Leu Ala Asp Val 
245 

Leu Phe Gly Gin 



Gly Thr Gly Leu 
280 

Ser Glu His Gly 
295 

Ala Pro Val Tyr 
310 

Val Gin Trp Leu 
325 

lie Glu Asn Leu 



Val Pro Ala Phe 
360 

Arg Gly Val lie 
375 

Ala Arg Ala Val 
390 
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Thr Thr Val Val 
90 

lie Val Trp Gin 
105 

Gly Glu Glu Gly 



Asn Ser Tyr Pro 

140 

Glu Gly Ala Arg 
155 

Met Asp Thr Trp 
170 

Asp Gly Asp Asp 
185 

Thr Leu Leu Met 



Glu Ala Leu Asp 
220 

Val Gly Glu Phe 
235 

Pro lie Thr Gly 
250 

Gly Gly Phe His 
265 

Phe Leu Leu Met 



Leu Leu Ser Thr 
300 

Ala Leu Glu Gly 
315 

Arg Asp Asn Leu 
330 

Ala Arg Glu Val 
345 

Thr Gly Leu Phe 



Thr Gly Leu Thr 
380 

Leu Glu Ala Asn 
395 



Trp Asp Lys His 
95 

Asp Thr Arg Thr 

110 

Gin Glu Lys Trp 
125 

Ser Gly Pro Lys 



Glu Arg Ala Glu 
160 

Val Leu Trp Asn 
175 

Ala He His Val 
190 

Asp Leu Arg Thr 
205 

He Pro Met Ser 



Arg Ser Val Arg 
240 

Val Leu Gly Asp 
255 

Glu Gly Ala Ala 
270 

Asn Thr Gly Thr 
285 

He Ala Tyr Gin 



Ser Val Ser Met 
320 

Gin Leu He Pro 
335 

Glu Asp Asn Gly 
350 

Ala Pro Arg Trp 
365 

Arg Phe Ala Asn 



Ala Phe Gin Thr 
400 
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Arg Glu Val Val Asp Ala Met Ala 
405 

Ser Leu Arg Val Asp Gly Ala Met 
420 

Met Gin Ala Asp Phe Leu Gly lie 
435 440 

Glu Thr Thr Ala Val Gly Val Ala 
450 455 

Phe Phe Lys Thr Thr Asp Glu lie 
465 470 

Val Trp Asn Pro Asp Met Ser Glu 
485 



Lys Asp Ala Gly Lys Ala Leu Glu 
410 415 

Val Glu Asn Asp Leu Leu Met Gin 
425 430 

Asp Val Gin Arg Leu Glu Asp Val 
445 

Phe Ala Ala Gly Leu Gly Ser Gly 
460 

Glu Lys Leu lie Ala Val Lys Lys 
475 480 

Glu Glu Arg Glu Arg Arg Tyr Ala 
490 495 



Glu Trp Asn Arg Ala Val Glu His 
500 



Ser Tyr Asp Gin Ala 
505 



<210> 187 
<211> 1119 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1096) 

<223> RXN01025 

<400> 187 

gggcagcagc ggcaggtttc caggaggttt ccatgcgggt ggcttgggac atgggctaac 60 

ctgagacggt taaatatcgt tttcgaaagg tgggtttcgc gtg gtt tct gta age 115 

Val Val Ser Val Ser 
1 5 

gtg atg ggt gca ggt tec tgg gga acc acg ttg gec aag gtc ttc tct 163 
Val Met Gly Ala Gly Ser Trp Gly Thr Thr Leu Ala Lys Val Phe Ser 
10 15 20 

gat get ggc aac get gtg acg ttg tgg gcg agg egg gaa gag ttg gca 211 
Asp Ala Gly Asn Ala Val Thr Leu Trp Ala Arg Arg Glu Glu Leu Ala 
25 30 35 

age acc ate cgt gac age cat gaa aac cgt gat tac ctt ccg ggg att 259 
Ser Thr He Arg Asp Ser His Glu Asn Arg Asp Tyr Leu Pro Gly He 
40 45 50 

acg ttg ccg gag teg ctg cag gtc aca tea teg gca acg gag get tta 307 
Thr Leu Pro Glu Ser Leu Gin Val Thr Ser Ser Ala Thr Glu Ala Leu 
55 60 65 

gag ggc gca gee att gtg gtg ttg gcg att cct teg cag gcg ttg cgt 355 
Glu Gly Ala Ala He Val Val Leu Ala He Pro Ser Gin Ala Leu Arg 
70 75 80 85 



ggc aat ttg gcg gag tgg aaa gag acg ate ccg cag gat gcg acc ttg 
Gly Asn Leu Ala Glu Trp Lys Glu Thr lie Pro Gin Asp Ala Thr Leu 



403 
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90 95 100 

gtg tec ttg get aaa ggt att gaa aag ggc acg cac ctg egg atg agt 451 
Val Ser Leu Ala Lys Gly lie Glu Lys Gly Thr His Leu Arg Met Ser 
105 110 115 

gaa gtg ate gcg gag gtg acg gaa gcg gat cct tea cgc ate gcg gtg 499 
Glu Val He Ala Glu Val Thr Glu Ala Asp Pro Ser Arg He Ala Val 
120 125 130 

ttg teg ggg cca aac ctt get cgt gag ate gcg gag ggg cag cct gea 547 
Leu Ser Gly Pro Asn Leu Ala Arg Glu He Ala Glu Gly Gin Pro Ala 
135 140 145 

get acg gtg att get tgc cct gat gaa aac cga gcg aaa ctt gtg cag 595 
Ala Thr Val He Ala Cys Pro Asp Glu Asn Arg Ala Lys Leu Val Gin 
150 155 160 165 

get gea gtg get gcg ccg tat ttc cgc ccg tac acc aac act gat gtg 643 
Ala Ala Val Ala Ala Pro Tyr Phe Arg Pro Tyr Thr Asn Thr Asp Val 
170 175 180 

gtg ggc act gaa ate ggt ggt gcg tgt aag aac gtc ate gcg ctg gec 691 
Val Gly Thr Glu He Gly Gly Ala Cys Lys Asn Val He Ala Leu Ala 
185 190 195 

tgt ggt att tec cat ggt tac ggc ctg ggt gag aac acc aat gea teg 739 
Cys Gly He Ser His Gly Tyr Gly Leu Gly Glu Asn Thr Asn Ala Ser 
200 205 210 

ttg att act cgt ggc ctt gea gag ate gea cgc etc ggt gee aca ttg 787 
Leu He Thr Arg Gly Leu Ala Glu He Ala Arg Leu Gly Ala Thr Leu 
215 220 225 

ggt gcg gat gcg aag act ttt tct ggc ctt gcg gga atg ggc gac ttg 835 
Gly Ala Asp Ala Lys Thr Phe Ser Gly Leu Ala Gly Met Gly Asp Leu 
230 235 240 245 

gtg get acg tgt tea tea ccg ctg teg cgt aac cgc age ttc ggt gag 883 
Val Ala Thr Cys Ser Ser Pro Leu Ser Arg Asn Arg Ser Phe Gly Glu 
250 255 260 

cgt ttg ggt cag ggt gaa tec eta gag aag get cgc gag gea acc aat 931 
Arg Leu Gly Gin Gly Glu Ser Leu Glu Lys Ala Arg Glu Ala Thr Asn 
265 270 275 

ggt cag gtt gcg gag ggt gtt att tec teg cag teg att ttt gat ctt 979 
Gly Gin Val Ala Glu Gly Val He Ser Ser Gin Ser He Phe Asp Leu 
280 285 290 

gee acc aag ctt ggt gtg gag atg ccg ate acc cag get gtc tac ggt 1027 
Ala Thr Lys Leu Gly Val Glu Met Pro He Thr Gin Ala Val Tyr Gly 
295 300 305 

gtg tgc cac cga gat atg aaa gta act gac atg att gtg get etc atg 1075 
Val Cys His Arg Asp Met Lys Val Thr Asp Met He Val Ala Leu Met 
310 315 320 325 

ggc agg tct aag aag get gag tagtcttagg ttgtaagctt caa 1119 
Gly Arg Ser Lys Lys Ala Glu 
330 
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<210> 188 
<211> 332 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 188 

Val Val Ser Val Ser Val Met Gly Ala Gly Ser Trp Gly Thr Thr Leu 
15 10 15 

Ala Lys Val Phe Ser Asp Ala Gly Asn Ala Val Thr Leu Trp Ala Arg 
20 25 30 

Arg Glu Glu Leu Ala Ser Thr He Arg Asp Ser His Glu Asn Arg Asp 
35 40 45 

Tyr Leu Pro Gly He Thr Leu Pro Glu Ser Leu Gin Val Thr Ser Ser 
50 55 60 

Ala Thr Glu Ala Leu Glu Gly Ala Ala He Val Val Leu Ala He Pro 
65 70 75 80 

Ser Gin Ala Leu Arg Gly Asn Leu Ala Glu Trp Lys Glu Thr He Pro 
85 90 95 

Gin Asp Ala Thr Leu Val Ser Leu Ala Lys Gly He Glu Lys Gly Thr 
100 105 HO 

His Leu Arg Met Ser Glu Val He Ala Glu Val Thr Glu Ala Asp Pro 
115 120 125 

Ser Arg He Ala Val Leu Ser Gly Pro Asn Leu Ala Arg Glu He Ala 
130 135 140 

Glu Gly Gin Pro Ala Ala Thr Val He Ala Cys Pro Asp Glu Asn Arg 
145 150 155 160 

Ala Lys Leu Val Gin Ala Ala Val Ala Ala Pro Tyr Phe Arg Pro Tyr 
165 170 175 

Thr Asn Thr Asp Val Val Gly Thr Glu He Gly Gly Ala Cys Lys Asn 
180 185 190 

Val He Ala Leu Ala Cys Gly He Ser His Gly Tyr Gly Leu Gly Glu 
195 200 205 

Asn Thr Asn Ala Ser Leu He Thr Arg Gly Leu Ala Glu He Ala Arg 
210 215 220 

Leu Gly Ala Thr Leu Gly Ala Asp Ala Lys Thr Phe Ser Gly Leu Ala 
225 230 235 240 

Gly Met Gly Asp Leu Val Ala Thr Cys Ser Ser Pro Leu Ser Arg Asn 
245 250 255 

Arg Ser Phe Gly Glu Arg Leu Gly Gin Gly Glu Ser Leu Glu Lys Ala 
260 265 270 

Arg Glu Ala Thr Asn Gly Gin Val Ala Glu Gly Val He Ser Ser Gin 
275 280 285 
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Ser lie Phe Asp 
290 

Gin Ala Val Tyr 
305 

lie Val Ala Leu 



Leu Ala Thr Lys 
295 

Gly Val Cys His 
310 

Met Gly Arg Ser 
325 



Leu Gly Val Glu 
300 



Arg Asp Met Lys 
315 

Lys Lys Ala Glu 
330 



Met Pro lie Thr 

Val Thr Asp Met 
320 



115 



<210> 189 
<211> 1015 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1015) 
<223> FRXA01025 

gggcagcagc ggcaggtttc cagraggttt ccatgcgggt ggcttggrac wtgggctaac 60 

ctgaracggt taaatatcgt tttcgaaagg tgggtttcgc gtg gtt tct gta age 

y Val Val Ser Val Ser 

1 5 

gtg atg ggt gca ggt tec tgg gga acc acg ttg gec aag gtc ttc tct 

Val Met Gly Ala Gly Ser Trp Gly Thr Thr Leu Ala Lys Val Phe Ser 

10 15 20 

gat get ggc aac get gtg acg ttg tgg gcg agg egg gaa gag ttg gca 
Asp Ala Gly Asn Ala Val Thr Leu Trp Ala Arg Arg Glu Glu Leu Ala 
25 30 35 

age acc ate cgt gac age cat gaa aac cgt gat tac ctt ccg ggg att 
Ser Thr He Arg Asp Ser His Glu Asn Arg Asp Tyr Leu Pro Gly He 
40 45 50 

acg ttg ccg gag teg ctg cag gtc aca tea teg gca acg gag get tta 
Thr Leu Pro Glu Ser Leu Gin Val Thr Ser Ser Ala Thr Glu Ala Leu 
55 60 65 

gag ggc gca gec att gtg gtg ttg gcg att cct teg cag gcg ttg cgt 
Glu Gly Ala Ala He Val Val Leu Ala He Pro Ser Gin Ala Leu Arg 
70 75 80 85 

ggc aat ttg gcg gag tgg aaa gag acg ate ccg cag gat gcg acc ttg 
Gly Asn Leu Ala Glu Trp Lys Glu Thr He Pro Gin Asp Ala Thr Leu 
90 95 10° 

qtq tec ttg get aaa ggt att gaa aag ggc acg cac ctg egg atg agt 451 
Val Ser Leu Ala Lys Gly He Glu Lys Gly Thr His Leu Arg Met Ser 
105 HO I 15 



gaa gtg ate gcg gag gtg acg gaa gcg gat cct tea cgc ate gcg gtg 
Glu Val He Ala Glu Val Thr Glu Ala Asp Pro Ser Arg He Ala Val 
120 125 I 30 

ttg teg ggg cca aac ctt get cgt gag ate gcg gag ggg cag cct gca 



163 



211 



259 



307 



355 



403 



499 



547 
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Leu Ser Gly Pro Asn Leu Ala Arg Glu He Ala Glu Gly Gin Pro Ala 
135 140 145 

get acg gtg att get tgc cct gat gaa aac cga gcg aaa ctt gtg cag 
Ala Thr Val He Ala Cys Pro Asp Glu Asn Arg Ala Lys Leu Val Gin 
150 155 160 165 

get gca gtg get gcg ccg tat ttc cgc ccg tac acc aac act gat gtg 
Ala Ala Val Ala Ala Pro Tyr Phe Arg Pro Tyr Thr Asn Thr Asp Val 
170 175 180 

gtg ggc act gaa ate ggt ggt gcg tgt aag aac gtc ate gcg ctg gee 
Val Gly Thr Glu He Gly Gly Ala Cys Lys Asn Val He Ala Leu Ala 
185 1^0 195 

tgt ggt att tec cat ggt tac ggc ctg ggt gag aac acc aat gca teg 
Cys Gly He Ser His Gly Tyr Gly Leu Gly Glu Asn Thr Asn Ala Ser 
200 205 210 

ttg att act cgt ggc ctt gca gag ate gca cgc etc ggt gee aca ttg 
Leu He Thr Arg Gly Leu Ala Glu He Ala Arg Leu Gly Ala Thr Leu 
215 220 225 

ggt gcg gat gcg aag act ttt tct ggc ctt gcg gga atg ggc gac ttg 
Gly Ala Asp Ala Lys Thr Phe Ser Gly Leu Ala Gly Met Gly Asp Leu 
230 235 240 245 

gtg get acg tgt tea tea ccg ctg teg cgt aac cgc age ttc ggt gag 
Val Ala Thr Cys Ser Ser Pro Leu Ser Arg Asn Arg Ser Phe Gly Glu 
250 255 260 

cgt ttg ggt cag ggt gaa tec eta gag aag get cgc gag gca acc aat 
Arcr Leu Gly Gin Gly Glu Ser Leu Glu Lys Ala Arg Glu Ala Thr Asn 
265 270 275 

ggt cag gtt gcg gag ggt gtt att tec teg cag teg att ttt gat ctt 
Gly Gin Val Ala Glu Gly Val He Ser Ser Gin Ser He Phe Asp Leu 
280 285 290 

gee acc aag ctt ggt gtg gag atg ccg ate acc cag 
Ala Thr Lys Leu Gly Val Glu Met Pro He Thr Gin 
295 300 305 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1015 



<210> 190 
<211> 305 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 190 

Val Val Ser Val Ser Val Met Gly Ala Gly Ser Trp Gly Thr Thr Leu 
15 10 15 

Ala Lys Val Phe Ser Asp Ala Gly Asn Ala Val Thr Leu Trp Ala Arg 
20 25 30 

Arg Glu Glu Leu Ala Ser Thr He Arg Asp Ser His Glu Asn Arg Asp 
35 40 45 

Tyr Leu Pro Gly He Thr Leu Pro Glu Ser Leu Gin Val Thr Ser Ser 
50 55 60 
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Ala Thr Glu Ala Leu Glu Gly Ala Ala He Val Val Leu Ala He Pro 
65 70 75 80 

Ser Gin Ala Leu Arg Gly Asn Leu Ala Glu Trp Lys Glu Thr He Pro 
85 90 95 

Gin Asp Ala Thr Leu Val Ser Leu Ala Lys Gly He Glu Lys Gly Thr 
100 105 HO 

His Leu Arg Met Ser Glu Val He Ala Glu Val Thr Glu Ala Asp Pro 
115 120 125 

Ser Arg He Ala Val Leu Ser Gly Pro Asn Leu Ala Arg Glu He Ala 
130 135 140 

Glu Gly Gin Pro Ala Ala Thr Val He Ala Cys Pro Asp Glu Asn Arg 
145 150 155 160 

Ala Lys Leu Val Gin Ala Ala Val Ala Ala Pro Tyr Phe Arg Pro Tyr 
165 170 175 

Thr Asn Thr Asp Val Val Gly Thr Glu He Gly Gly Ala Cys Lys Asn 
180 185 190 

Val He Ala Leu Ala Cys Gly He Ser His Gly Tyr Gly Leu Gly Glu 
195 200 205 

Asn Thr Asn Ala Ser Leu He Thr Arg Gly Leu Ala Glu He Ala Arg 
210 215 220 

Leu Gly Ala Thr Leu Gly Ala Asp Ala Lys Thr Phe Ser Gly Leu Ala 
225 230 235 240 

Gly Met Gly Asp Leu Val Ala Thr Cys Ser Ser Pro Leu Ser Arg Asn 
245 250 255 

Arg Ser Phe Gly Glu Arg Leu Gly Gin Gly Glu Ser Leu Glu Lys Ala 
260 265 270 

Arg Glu Ala Thr Asn Gly Gin Val Ala Glu Gly Val He Ser Ser Gin 
275 280 285 

Ser He Phe Asp Leu Ala Thr Lys Leu Gly Val Glu Met Pro He Thr 
290 295 300 



Gin 

305 



<210> 191 
<211> 1809 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1786) 

<223> RXA01851 

<400> 191 
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ttgtggcctt tttgcagggg aaacttattt aaataattca taagtaaaaa accgtcaatt 60 

cacgatgtgg gttggcggtt ttcctattag gctcactttt atg acg age gca cac 115 

Met Thr Ser Ala His 
1 5 

ttt gaa tec cgc egg att ggc cct ccg ctt cgc gat aat tat gac gtc 
Phe Glu Ser Arg Arg He Gly Pro Pro Leu Arg Asp Asn Tyr Asp Val 
10 15 20 

att gtg att ggc ggt ggt ate tea ggt gta cag att gcg cga cat get 
He Val He Gly Gly Gly He Ser Gly Val Gin He Ala Arg His Ala 
25 30 35 

caa ggc cgc ggt tta cgc act gtg atg ttt gag gee aga gat tat tct 259 
Gin Gly Arg Gly Leu Arg Thr Val Met Phe Glu Ala Arg Asp Tyr Ser 
40 45 50 



tct gga aca tea teg aca acc tec aag atg att cat ggt ggt ttg cgc 
Ser Gly Thr Ser Ser Thr Thr Ser Lys Met He His Gly Gly Leu Arg 
55 60 65 

tat ttg gag cag tac gat ttc ggc gtg gtc cag gaa gec gtg aag gaa 
Tyr Leu Glu Gin Tyr Asp Phe Gly Val Val Gin Glu Ala Val Lys Glu 
70 75 80 85 

cgc egg tac eta ggt ate gee get ccg cat ttg gtg get cca cgc agt 
Arg Arg Tyr Leu Gly He Ala Ala Pro His Leu Val Ala Pro Arg Ser 
90 95 100 

ttc atg etc acg gcg ttt gat tgg tea gag ccg aaa gee cct atg ttg 
Phe Met Leu Thr Ala Phe Asp Trp Ser Glu Pro Lys Ala Pro Met Leu 
105 HO H5 

ggt get ggt gtg gcg ttg tat gaa acg atg gcg tgg cag cgt aac cag 
Gly Ala Gly Val Ala Leu Tyr Glu Thr Met Ala Trp Gin Arg Asn Gin 
120 125 130 

ggg caa teg aag gaa aac cac teg ccg cgt ttc egg tgg att cct aaa 
Gly Gin Ser Lys Glu Asn His Ser Pro Arg Phe Arg Trp He Pro Lys 
135 140 145 

aat gca ctg etc aag gaa gtc ccg tgg ctt gac ccg gag ggc ttg aag 
Asn Ala Leu Leu Lys Glu Val Pro Trp Leu Asp Pro Glu Gly Leu Lys 
150 155 160 165 

gga gcg tgg cgc cac gat gat acg ttg aat etc cat gca gaa cga etc 
Gly Ala Trp Arg His Asp Asp Thr Leu Asn Leu His Ala Glu Arg Leu 
170 175 180 

etc etc gcg gtg att aaa get ttt gcg gca gat ggc gga acg gcg ate 
Leu Leu Ala Val He Lys Ala Phe Ala Ala Asp Gly Gly Thr Ala He 
185 190 195 

aac cac gec aaa gtc act cgc att etc egg aac gtg gaa gaa ggc cgc 
Asn His Ala Lys Val Thr Arg He Leu Arg Asn Val Glu Glu Gly Arg 
200 205 210 

gtc aag ggt gta gaa gtg act gat cag gtc acc aac acc acg cat gag 
Val Lys Gly Val Glu Val Thr Asp Gin Val Thr Asn Thr Thr His Glu 
215 220 225 



163 



211 



307 



355 



403 



451 



499 



547 



595 



643 



691 



739 



787 
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gtg aat gcc cct gtg gtg ate aac get gcg ggt ccg tgg gtt gcg cag 835 
Val Asn Ala Pro Val Val He Asn Ala Ala Gly Pro Trp Val Ala Gin 
230 235 240 245 

gcg ttg ggt gat ttg gcg gag gta acc aag ttg aag gtg cgc caa tec 883 
Ala Leu Gly Asp Leu Ala Glu Val Thr Lys Leu Lys Val Arg Gin Ser 
250 255 260 



aag gga gtg cat ttg etc act ggt gat ttg ggc age cag agt ggc gtg 
Lys Gly Val His Leu Leu Thr Gly Asp Leu Gly Ser Gin Ser Gly Val 



265 



270 275 



ttt gtg cgt ggc aaa aac ggc aag cat gtg ate gtg aat ccg tgg atg 
Phe Val Arg Gly Lys Asn Gly Lys His Val He Val Asn Pro Trp Met 
280 285 290 

ggg cgc acc ctt att ggt cca acc gac acc atg att gac ggt gac get 
Gly Arg Thr Leu He Gly Pro Thr Asp Thr Met He Asp Gly Asp Ala 
295 300 305 

gat gat gcg get gca gat gaa age gat ate gat ttg ctg ctt gag acc 
Asp Asp Ala Ala Ala Asp Glu Ser Asp He Asp Leu Leu Leu Glu Thr 
310 315 320 325 

ate gat teg gta cgc get aca ccg ctt gat cgc aaa gag ate ate tec 
He Asp Ser Val Arg Ala Thr Pro Leu Asp Arg Lys Glu He He Ser 



330 



335 340 



390 395 



400 405 



tta cct ccg ctg cgc cac ttt gac tec agg cag atg ccg ttg agt act 
Leu Pro Pro Leu Arg His Phe Asp Ser Arg Gin Met Pro Leu Ser Thr 



410 



415 420 



425 



cgc age cac ccc gag ctg gat gtg gat gat gaa ate cgc gtg cat ctg 

Arg Ser His Pro Glu Leu Asp Val Asp Asp Glu He Arg Val His Leu 
440 445 450 

gcc aga ctg tat gga act gag cat gaa aaa gtg ctg gat etc gtc gca 

Ala Arg Leu Tyr Gly Thr Glu His Glu Lys Val Leu Asp Leu Val Ala 

455 460 465 



931 



979 



1027 



1075 



1123 



1171 



acg ctg gtg ggt gtg cgc ccg ctt gtt gat gac ggc acc gac acc tac 
Thr Leu Val Gly Val Arg Pro Leu Val Asp Asp Gly Thr Asp Thr Tyr 
345 350 355 

acg tec tct cgc cgt ttc gat att tec gat cac gcc aac gtc ggc att 
Thr Ser Ser Arg Arg Phe Asp He Ser Asp His Ala Asn Val Gly He 
360 365 370 

qat ggt ttg gtg tct gtc tct ggc ggc aag tgg acc act tec cgc gtg 
Asp Gly Leu Val Ser Val Ser Gly Gly Lys Trp Thr Thr Ser Arg Val 
375 380 385 

atg ggg tac aag gtg att gag cat gtg gtg gag cac caa get gcg gtg 1315 
Met Gly Tyr Lys Val He Glu His Val Val Glu His Gin Ala Ala Val 



1219 



1267 



1363 



tct ttt ggc gcg tat gag tec gtg get gat tec ttt gag tea gcg ctt 1411 
Ser Phe Gly Ala Tyr Glu Ser Val Ala Asp Ser Phe Glu Ser Ala Leu 

430 435 



1459 



1507 
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aag caa ccc gac ctg ggg cgc cga ctt gac cca gac aac ctt gat ate 1555 
Lys Gin Pro Asp Leu Gly Arg Arg Leu Asp Pro Asp Asn Leu Asp lie 
470 475 480 485 

gcg gcg cag gec gtt ttt get gtc gec gag gag gcg gec gtc gac ctg 1603 
Ala Ala Gin Ala Val Phe Ala Val Ala Glu Glu Ala Ala Val Asp Leu 
490 495 500 

gcg gac gtg ctg gat cgt cgc ate gtg etc ggc acg ctg ggt tat gtg 1651 
Ala Asp Val Leu Asp Arg Arg lie Val Leu Gly Thr Leu Gly Tyr Val 
505 510 515 

caa ccg get gec gtg cgt gcg acg gee gaa gca atg gcg cag gtc acc 1699 
Gin Pro Ala Ala Val Arg Ala Thr Ala Glu Ala Met Ala Gin Val Thr 
520 525 530 

ggg tgg tea get gag ctt ate gac gee cag tgc cag tec tac etc gec 1747 
Gly Trp Ser Ala Glu Leu lie Asp Ala Gin Cys Gin Ser Tyr Leu Ala 
535 540 545 

aag caa gac aaa ate caa gee gtg tta aag ccg tac cgc taacactccg 1796 
Lys Gin Asp Lys lie Gin Ala Val Leu Lys Pro Tyr Arg 
550 555 560 

tcatcgacac egg 1809 



<210> 192 
<211> 562 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 192 

Met Thr Ser Ala His Phe Glu Ser Arg Arg lie Gly Pro Pro Leu Arg 
15 10 15 

Asp Asn Tyr Asp Val lie Val He Gly Gly Gly He Ser Gly Val Gin 
20 25 30 

He Ala Arg His Ala Gin Gly Arg Gly Leu Arg Thr Val Met Phe Glu 
35 40 45 

Ala Arg Asp Tyr Ser Ser Gly Thr Ser Ser Thr Thr Ser Lys Met He 
50 55 60 

His Gly Gly Leu Arg Tyr Leu Glu Gin Tyr Asp Phe Gly Val Val Gin 
65 70 75 80 

Glu Ala Val Lys Glu Arg Arg Tyr Leu Gly He Ala Ala Pro His Leu 
85 90 95 

Val Ala Pro Arg Ser Phe Met Leu Thr Ala Phe Asp Trp Ser Glu Pro 
100 105 110 

Lys Ala Pro Met Leu Gly Ala Gly Val Ala Leu Tyr Glu Thr Met Ala 
115 120 125 

Trp Gin Arg Asn Gin Gly Gin Ser Lys Glu Asn His Ser Pro Arg Phe 
130 135 140 



Arg Trp He Pro Lys Asn Ala Leu Leu Lys Glu Val Pro Trp Leu Asp 
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145 



150 155 160 



Pro Glu Gly Leu Lys Gly Ala Trp Arg His Asp Asp Thr Leu Asn Leu 
165 170 175 

His Ala Glu Arg Leu Leu Leu Ala Val He Lys Ala Phe Ala Ala Asp 
180 185 190 

Gly Gly Thr Ala He Asn His Ala Lys Val Thr Arg He Leu Arg Asn 
195 200 205 

Val Glu Glu Gly Arg Val Lys Gly Val Glu Val Thr Asp Gin Val Thr 
210 215 220 

Asn Thr Thr His Glu Val Asn Ala Pro Val Val He Asn Ala Ala Gly 
225 230 235 240 

Pro Trp Val Ala Gin Ala Leu Gly Asp Leu Ala Glu Val Thr Lys Leu 
245 250 255 

Lys Val Arg Gin Ser Lys Gly Val His Leu Leu Thr Gly Asp Leu Gly 
260 265 270 

Ser Gin Ser Gly Val Phe Val Arg Gly Lys Asn Gly Lys His Val He 
275 280 285 

Val Asn Pro Trp Met Gly Arg Thr Leu He Gly Pro Thr Asp Thr Met 
290 295 300 

He Asp Gly Asp Ala Asp Asp Ala Ala Ala Asp Glu Ser Asp He Asp 
305 310 315 320 

Leu Leu Leu Glu Thr He Asp Ser Val Arg Ala Thr Pro Leu Asp Arg 
325 330 335 

Lys Glu He He Ser Thr Leu Val Gly Val Arg Pro Leu Val Asp Asp 
340 345 350 

Gly Thr Asp Thr Tyr Thr Ser Ser Arg Arg Phe Asp He Ser Asp His 
355 360 365 

Ala Asn Val Gly He Asp Gly Leu Val Ser Val Ser Gly Gly Lys Trp 
370 375 380 

Thr Thr Ser Arg Val Met Gly Tyr Lys Val He Glu His Val Val Glu 
385 390 395 400 

His Gin Ala Ala Val Leu Pro Pro Leu Arg His Phe Asp Ser Arg Gin 
405 410 415 

Met Pro Leu Ser Thr Ser Phe Gly Ala Tyr Glu Ser Val Ala Asp Ser 
420 425 430 

Phe Glu Ser Ala Leu Arg Ser His Pro Glu Leu Asp Val Asp Asp Glu 
435 440 445 

He Arg Val His Leu Ala Arg Leu Tyr Gly Thr Glu His Glu Lys Val 
450 455 460 

Leu Asp Leu Val Ala Lys Gin Pro Asp Leu Gly Arg Arg Leu Asp Pro 
465 470 475 480 
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Asp Asn Leu Asp He Ala Ala Gin Ala Val Phe Ala Val Ala Glu Glu 
485 490 495 

Ala Ala Val Asp Leu Ala Asp Val Leu Asp Arg Arg He Val Leu Gly 
500 505 510 

Thr Leu Gly Tyr Val Gin Pro Ala Ala Val Arg Ala Thr Ala Glu Ala 
515 520 525 

Met Ala Gin Val Thr Gly Trp Ser Ala Glu Leu He Asp Ala Gin Cys 
530 535 540 

Gin Ser Tyr Leu Ala Lys Gin Asp Lys He Gin Ala Val Leu Lys Pro 
545 550 555 560 

Tyr Arg 



<210> 193 
<211> 900 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (877) 

<223> RXA01242 

<400> 193 

cgccggcaac caaatgaggc ttttgggcgt tggacagtga gacaatgggt aagaaattcg 60 

gacatattta gtaaattggc tttttgcttt aaggagtgac atg tac gca gag gag 115 

Met Tyr Ala Glu Glu 

1 5 

cgc cgt cga cag att gcc tea tta acg gca gtt gag gga cgt gta aat 163 

Arg Arg Arg Gin He Ala Ser Leu Thr Ala Val Glu Gly Arg Val Asn 

10 15 20 

gtc aca gaa tta gcg ggc cga ttc gat gtc act gca gag acg att cga 211 
Val Thr Glu Leu Ala Gly Arg Phe Asp Val Thr Ala Glu Thr He Arg 
25 30 35 



cga gac ctt gcg gtg eta gac cgc gag gga att gtt cac cgc gtt cac 
Arg Asp Leu Ala Val Leu Asp Arg Glu Gly He Val His Arg Val His 
40 45 50 

ggt ggc gca gta gcc acc caa tct ttc caa acc aca gag ttg age ttg 
Gly Gly Ala Val Ala Thr Gin Ser Phe Gin Thr Thr Glu Leu Ser Leu 
55 60 65 



gca gcg atg cag ttc ctg ccc get gag cat ggc gga ctg ttc etc gat 
Ala Ala Met Gin Phe Leu Pro Ala Glu His Gly Gly Leu Phe Leu Asp 
90 95 100 



259 



307 



gat act cgt ttc agg tct gca teg tea gca aag tac tec att gcc aag 355 
Asp Thr Arg Phe Arg Ser Ala Ser Ser Ala Lys Tyr Ser He Ala Lys 
70 75 80 85 



403 
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gtt cgc gcg ate acc cag get gtt gtg ggt gac act gcg ctt cgt act 
Val Arg Ala He Thr Gin Ala Val Val Gly Asp Thr Ala Leu Arg Thr 
150 155 160 165 

etc gcg ctg atg cgt gcg gat gta gtg ttc ate ggc acc aac gcg ttg 
Leu Ala Leu Met Arg Ala Asp Val Val Phe He Gly Thr Asn Ala Leu 
170 175 180 

acg ttg gat cac gga ttg tct acg gec gat tec caa gag get gee atg 
Thr Leu Asp His Gly Leu Ser Thr Ala Asp Ser Gin Glu Ala Ala Met 
185 190 195 

aaa tct gcg atg ate acc aac gee cac aag gtg gtg gtg ttg tgt gac 
Lys Ser Ala Met He Thr Asn Ala His Lys Val Val Val Leu Cys Asp 
200 205 210 

tec acc aag atg ggc acc gac tac etc gtg age ttt ggc gca ate age 
Ser Thr Lys Met Gly Thr Asp Tyr Leu Val Ser Phe Gly Ala He Ser 
215 220 225 

gat ate gat gtg gtg gtc acc gat gcg ggt gca cca gca agt ttc gtt 
Asp He Asp Val Val Val Thr Asp Ala Gly Ala Pro Ala Ser Phe Val 
230 235 240 245 

gag cag ttg cga gaa cgc gat gta gaa gtt gtg att gca gaa 
Glu Gin Leu Arg Glu Arg Asp Val Glu Val Val He Ala Glu 
250 255 

tgattcttac agtcactgea agt 



gcg gga act act gtt act get ttg gee gat etc att tct gag cat cct 451 
Ala Gly Thr Thr Val Thr Ala Leu Ala Asp Leu He Ser Glu His Pro 
105 HO H5 

age tec aag cag tgg teg ate gtg acc aac tgc etc ccc ate gca ctt 499 
Ser Ser Lys Gin Trp Ser He Val Thr Asn Cys Leu Pro He Ala Leu 
120 125 130 

aat ctg gee aac gee ggg ctt gat gat gtc cag ctg ctt gga gga age 547 
Asn Leu Ala Asn Ala Gly Leu Asp Asp Val Gin Leu Leu Gly Gly Ser 
135 140 145 



595 



643 



691 



739 



787 



835 



877 



900 



<210> 194 
<211> 259 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 194 

Met Tyr Ala Glu Glu Arg Arg Arg Gin He Ala Ser Leu Thr Ala Val 
15 10 15 

Glu Gly Arg Val Asn Val Thr Glu Leu Ala Gly Arg Phe Asp Val Thr 
20 25 30 

Ala Glu Thr He Arg Arg Asp Leu Ala Val Leu Asp Arg Glu Gly He 
35 40 45 

Val His Arg Val His Gly Gly Ala Val Ala Thr Gin Ser Phe Gin Thr 
50 55 60 
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Thr Glu Leu Ser Leu Asp Thr Arg Phe Arg Ser Ala Ser Ser Ala Lys 
65 70 75 80 

Tyr Ser lie Ala Lys Ala Ala Met Gin Phe Leu Pro Ala Glu His Gly 
85 90 95 

Gly Leu Phe Leu Asp Ala Gly Thr Thr Val Thr Ala Leu Ala Asp Leu 
100 105 HO 

He Ser Glu His Pro Ser Ser Lys Gin Trp Ser He Val Thr Asn Cys 
115 120 125 

Leu Pro He Ala Leu Asn Leu Ala Asn Ala Gly Leu Asp Asp Val Gin 
130 135 140 

Leu Leu Gly Gly Ser Val Arg Ala He Thr Gin Ala Val Val Gly Asp 
145 150 155 160 

Thr Ala Leu Arg Thr Leu Ala Leu Met Arg Ala Asp Val Val Phe He 
165 170 175 

Gly Thr Asn Ala Leu Thr Leu Asp His Gly Leu Ser Thr Ala Asp Ser 
180 185 190 

Gin Glu Ala Ala Met Lys Ser Ala Met He Thr Asn Ala His Lys Val 
195 200 205 

Val Val Leu Cys Asp Ser Thr Lys Met Gly Thr Asp Tyr Leu Val Ser 
210 215 220 

Phe Gly Ala He Ser Asp He Asp Val Val Val Thr Asp Ala Gly Ala 
225 230 235 240 

Pro Ala Ser Phe Val Glu Gin Leu Arg Glu Arg Asp Val Glu Val Val 
245 250 255 

He Ala Glu 



<210> 195 
<211> 969 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (946) 

<223> RXA02288 

<400> 195 

aacaacaatc taacgccatc atgttataaa aaagcaagac ctaacataaa aatgttagaa 

aqtqctggat ctaacaacat ttccgtggta actttttcac atg tec caa gtg att 

Met Ser Gin Val He 
1 5 



ccc gec age tea caa gaa aag cgt cgt gag cgc ate gtt tct tat gtc 
Pro Ala Ser Ser Gin Glu Lys Arg Arg Glu Arg He Val Ser Tyr Val 
10 15 20 



163 
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acc cgt cat gga ttc get cgt gtt gaa gca tta get gag ctt ttt gag 211 
Thr Arg His Gly Phe Ala Arg Val Glu Ala Leu Ala Glu Leu Phe Glu 
25 30 35 

gtc age gca atg acc att cac cgt gat ttg gag gcg ctg get gca gac 259 
Val Ser Ala Met Thr He His Arg Asp Leu Glu Ala Leu Ala Ala Asp 
40 45 50 

aat ttg gtg gag cgc att agg ggt ggc gcg cgt teg gtg teg ccg teg 
Asn Leu Val Glu Arg He Arg Gly Gly Ala Arg Ser Val Ser Pro Ser 
55 60 65 

atg agt gag ttg gca gtg gag cag cgt egg cat ttg cat cgc act gtt 
Met Ser Glu Leu Ala Val Glu Gin Arg Arg His Leu His Arg Thr Val 
70 75 80 85 

aaa gag gcg ttg tgt act gca gca gca egg ttg att ccg gag ggc get 
Lys Glu Ala Leu Cys Thr Ala Ala Ala Arg Leu He Pro Glu Gly Ala 
90 95 100 

gtg gtg gcg att gat gat tec acc acg ttg gag tct ttg gtt gag aag 451 
Val Val Ala He Asp Asp Ser Thr Thr Leu Glu Ser Leu Val Glu Lys 
105 HO H5 



ttg ccg cag egg tea cca teg gcg ttg att acg cat tct ttg aag aca 
Leu Pro Gin Arg Ser Pro Ser Ala Leu He Thr His Ser Leu Lys Thr 
120 125 130 



age gtg cgt gtg ttg gtg gtg gat tct agt aaa ttt ggt teg get ggt 
Ser Val Arg Val Leu Val Val Asp Ser Ser Lys Phe Gly Ser Ala Gly 
215 220 225 

gtg ttc aag gtt get teg att gag gag ttt gac cac ate ate att gat 
Val Phe Lys Val Ala Ser He Glu Glu Phe Asp His He He He Asp 
230 235 240 245 

cag cag tgc acc cgt gag cag egg gat ctt ttg cgt aat teg cgc gcg 
Gin Gin Cys Thr Arg Glu Gin Arg Asp Leu Leu Arg Asn Ser Arg Ala 
250 255 260 

cag ate cat gtg att gac cac aat ggt gat gaa att ttg gat acc cca 



307 



355 



403 



499 



atg gcg gat cat cgt gtg cgc gec ggg atg age gat ate cgt ttg att 547 
Met Ala Asp His Arg Val Arg Ala Gly Met Ser Asp He Arg Leu He 
135 140 145 



gcg tgt gcg gga ttg tat ttc gcg gag act gat tct ttc ttg ggc aag 595 
Ala Cys Ala Gly Leu Tyr Phe Ala Glu Thr Asp Ser Phe Leu Gly Lys 
150 155 160 165 

gca act tea gcg cag ttg aat gag ctg teg gcg gat att tct ttt gtt 
Ala Thr Ser Ala Gin Leu Asn Glu Leu Ser Ala Asp He Ser Phe Val 
170 175 180 

tct acg act gcg gtg cgc get acg ggg gag gtt ccg gcg ctg ttt cat 
Ser Thr Thr Ala Val Arg Ala Thr Gly Glu Val Pro Ala Leu Phe His 
185 190 195 

cct gat atg gag get get gat acg aag egg gcg ttg att ggg att ggt 739 
Pro Asp Met Glu Ala Ala Asp Thr Lys Arg Ala Leu He Gly He Gly 
200 205 210 



643 



691 



787 



835 



883 



931 
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Gin He His Val He Asp His Asn Gly Asp Glu He Leu Asp Thr Pro 
265 270 275 

acg gaa gag gat ttt taagatggct ttggttcttg gaa 
Thr Glu Glu Asp Phe 
280 



<210> 196 
<211> 282 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 196 

Met Ser Gin Val He Pro Ala Ser Ser Gin Glu Lys Arg Arg Glu Arg 
15 10 15 

He Val Ser Tyr Val Thr Arg His Gly Phe Ala Arg Val Glu Ala Leu 
20 25 30 

Ala Glu Leu Phe Glu Val Ser Ala Met Thr He His Arg Asp Leu Glu 
35 40 45 

Ala Leu Ala Ala Asp Asn Leu Val Glu Arg He Arg Gly Gly Ala Arg 
50 55 60 . 

Ser Val Ser Pro Ser Met Ser Glu Leu Ala Val Glu Gin Arg Arg His 
65 70 75 80 

Leu His Arg Thr Val Lys Glu Ala Leu Cys Thr Ala Ala Ala Arg Leu 
85 90 95 

He Pro Glu Gly Ala Val Val Ala He Asp Asp Ser Thr Thr Leu Glu 
100 105 HO 

Ser Leu Val Glu Lys Leu Pro Gin Arg Ser Pro Ser Ala Leu He Thr 
115 120 125 

His Ser Leu Lys Thr Met Ala Asp His Arg Val Arg Ala Gly Met Ser 
130 135 140 

Asp He Arg Leu He Ala Cys Ala Gly Leu Tyr Phe Ala Glu Thr Asp 
145 150 155 160 

Ser Phe Leu Gly Lys Ala Thr Ser Ala Gin Leu Asn Glu Leu Ser Ala 
165 170 175 

Asp He Ser Phe Val Ser Thr Thr Ala Val Arg Ala Thr Gly Glu Val 
180 185 190 

Pro Ala Leu Phe His Pro Asp Met Glu Ala Ala Asp Thr Lys Arg Ala 
195 200 205 

Leu He Gly He Gly Ser Val Arg Val Leu Val Val Asp Ser Ser Lys 
210 215 220 

Phe Gly Ser Ala Gly Val Phe Lys Val Ala Ser He Glu Glu Phe Asp 
225 230 235 240 

His He He He Asp Gin Gin Cys Thr Arg Glu Gin Arg Asp Leu Leu 
245 250 255 
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Arg Asn Ser Arg Ala Gin He His Val He Asp His Asn Gly Asp Glu 
260 265 270 

He Leu Asp Thr Pro Thr Glu Glu Asp Phe 
275 280 



<210> 197 
<211> 887 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (864) 
<223> RXN01891 

<400> 197 

ggt ggc cac tat ggt ttg cct ttc get cgc tec act gtc etc ttc tac 

Gly Gly His Tyr Gly Leu Pro Phe Ala Arg Ser Thr Val Leu Phe Tyr 
15 10 15 

tac aac aag gat ctg tgg get aag get ggc ctg gaa gat cgt ggc cca 
Tyr Asn Lys Asp Leu Trp Ala Lys Ala Gly Leu Glu Asp Arg Gly Pro 
20 25 30 



48 



96 



gag tea tgg gaa gag ttc tec gag tgg ggt cca aag ctg cag gaa gcg 144 
Glu Ser Trp Glu Glu Phe Ser Glu Trp Gly Pro Lys Leu Gin Glu Ala 
35 40 45 

atg gac agt ggt ttc gca cac ggt tgg gga gat gca acc aac tac ctt 192 
Met Asp Ser Gly Phe Ala His Gly Trp Gly Asp Ala Thr Asn Tyr Leu 
50 55 60 

tct tgg act ttc gaa ggc cca atg tgg tec etc ggc ggc aac tac tct 
Ser Trp Thr Phe Glu Gly Pro Met Trp Ser Leu Gly Gly Asn Tyr Ser 
65 70 75 80 

gaa ggt tgg gag tec cgt ctg act acc cca gag acc ate cgt gca gtt 
Glu Gly Trp Glu Ser Arg Leu Thr Thr Pro Glu Thr He Arg Ala Val 
85 90 95 

gag tgg etc aag tec acc gtt gat gaa ggt ttc gca acc gtc tec acc 
Glu Trp Leu Lys Ser Thr Val Asp Glu Gly Phe Ala Thr Val Ser Thr 
100 105 HO 

gac gtc acc aac gag ttc gca acc ggc ctg ate ggt tea tgc ate cag 
Asp Val Thr Asn Glu Phe Ala Thr Gly Leu He Gly Ser Cys He Gin 
115 120 125 

tec acc ggt gat ctg tct teg gtt gee ggc get gca age ttc gac tgg 
Ser Thr Gly Asp Leu Ser Ser Val Ala Gly Ala Ala Ser Phe Asp Trp 
130 135 140 

ggc gta gca gca ctt cct aac cca acc ggc gag ggc get tgc cca acc 480 
Gly Val Ala Ala Leu Pro Asn Pro Thr Gly Glu Gly Ala Cys Pro Thr 
145 150 155 160 



240 



288 



336 



384 



432 



ggt ggc gca ggc ctg gga ate cca tct ggc ate tct gag cag cgt cag 
Gly Gly Ala Gly Leu Gly He Pro Ser Gly lie Ser Glu Gin Arg Gin 



528 
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165 170 175 

gac aac gcc ctg aag ttc ate gac ttc etc acc aac gec gcg aac act 
Asp Asn Ala Leu Lys Phe He Asp Phe Leu Thr Asn Ala Ala Asn Thr 
180 185 190 

ggc tac tgg tec cgc gag acc ggt tat gtt cca gtt cgt aag gat get 
Gly Tyr Trp Ser Arg Glu Thr Gly Tyr Val Pro Val Arg Lys Asp Ala 
195 200 205 

gca tct gat cca gat cac gca gca ttc etc gag gag aac cct gca tac 
Ala Ser Asp Pro Asp His Ala Ala Phe Leu Glu Glu Asn Pro Ala Tyr 
210 215 220 

aac gtt gca gtg gag cag ctt cct gat acc cgt tec cag gac aac ttc 
Asn Val Ala Val Glu Gin Leu Pro Asp Thr Arg Ser Gin Asp Asn Phe 
225 230 235 240 

cgc gtg ctg ctg cca aac ggt gac cgc acc ate ggt gac gca ctg gag 
Arg Val Leu Leu Pro Asn Gly Asp Arg Thr He Gly Asp Ala Leu Glu 
245 250 255 

aag ate tgc ctg act ggt gca gac ate gat gtc acc ctg get gag gtt 
Lys He Cys Leu Thr Gly Ala Asp He Asp Val Thr Leu Ala Glu Val 
260 265 270 

gag acc aag ctg aac acc ate tac acc cgc gac ate gaa cca ctt att 
Glu Thr Lys Leu Asn Thr He Tyr Thr Arg Asp He Glu Pro Leu He 
275 280 285 

taatccgagc acttcagcta cac 



576 



624 



672 



720 



768 



816 



864 



887 



<210> 198 
<211> 288 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 198 

Gly Gly His Tyr Gly Leu Pro Phe Ala Arg Ser Thr Val Leu Phe Tyr 
15 10 15 

Tyr Asn Lys Asp Leu Trp Ala Lys Ala Gly Leu Glu Asp Arg Gly Pro 
20 25 30 

Glu Ser Trp Glu Glu Phe Ser Glu Trp Gly Pro Lys Leu Gin Glu Ala 
35 40 45 

Met Asp Ser Gly Phe Ala His Gly Trp Gly Asp Ala Thr Asn Tyr Leu 
50 55 60 

Ser Trp Thr Phe Glu Gly Pro Met Trp Ser Leu Gly Gly Asn Tyr Ser 
65 70 75 80 

Glu Gly Trp Glu Ser Arg Leu Thr Thr Pro Glu Thr He Arg Ala Val 
85 90 95 

Glu Trp Leu Lys Ser Thr Val Asp Glu Gly Phe Ala Thr Val Ser Thr 
100 105 HO 

Asp Val Thr Asn Glu Phe Ala Thr Gly Leu He Gly Ser Cys He Gin 
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115 120 125 

Ser Thr Gly Asp Leu Ser Ser Val Ala Gly Ala Ala Ser Phe Asp Trp 
130 135 140 

Gly Val Ala Ala Leu Pro Asn Pro Thr Gly Glu Gly Ala Cys Pro Thr 
145 150 155 160 

Gly Gly Ala Gly Leu Gly He Pro Ser Gly He Ser Glu Gin Arg Gin 
165 170 175 

Asp Asn Ala Leu Lys Phe He Asp Phe Leu Thr Asn Ala Ala Asn Thr 
180 185 190 

Gly Tyr Trp Ser Arg Glu Thr Gly Tyr Val Pro Val Arg Lys Asp Ala 
195 200 205 

Ala Ser Asp Pro Asp His Ala Ala Phe Leu Glu Glu Asn Pro Ala Tyr 
210 215 220 

Asn Val Ala Val Glu Gin Leu Pro Asp Thr Arg Ser Gin Asp Asn Phe 
225 230 235 240 

Arg Val Leu Leu Pro Asn Gly Asp Arg Thr He Gly Asp Ala Leu Glu 
245 250 255 

Lys He Cys Leu Thr Gly Ala Asp He Asp Val Thr Leu Ala Glu Val 
260 265 270 

Glu Thr Lys Leu Asn Thr He Tyr Thr Arg Asp He Glu Pro Leu He 
275 280 285 



<210> 199 
<211> 842 
<212> DNA 

<213> Corynebacterium glutairticum 



<220> 
<221> CDS 
<222> (1) . . (819) 
<223> FRXA01891 



<400> 199 
tac tac aac aag 
Tyr Tyr Asn Lys 
1 

cca gag tea tgg 
Pro Glu Ser Trp 
20 

gcg atg gac agt 
Ala Met Asp Ser 
35 

ctt tct tgg act 
Leu Ser Trp Thr 



gat ctg tgg get aag 
Asp Leu Trp Ala Lys 
5 

gaa gag ttc tec gag 
Glu Glu Phe Ser Glu 

25 

ggt ttc gca cac ggt 
Gly Phe Ala His Gly 
40 

ttc gaa ggc cca atg 
Phe Glu Gly Pro Met 



get ggc ctg gaa 
Ala Gly Leu Glu 
10 

tgg ggt cca aag 
Trp Gly Pro Lys 



tgg gga gat gca 
Trp Gly Asp Ala 
45 

tgg tec etc ggc 
Trp Ser Leu Gly 



gat cgt ggc 4 8 
Asp Arg Gly 
15 

ctg cag gaa 96 
Leu Gin Glu 
30 

acc aac tac 144 
Thr Asn Tyr 



ggc aac tac 192 
Gly Asn Tyr 
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50 55 60 

tct gaa ggt tgg gag tec cgt ctg act acc cca gag acc ate cgt gca 
Ser Glu Gly Trp Glu Ser Arg Leu Thr Thr Pro Glu Thr lie Arg Ala 
65 70 75 80 

gtt gag tgg etc aag tec acc gtt gat gaa ggt ttc gca acc gtc tec 
Val Glu Trp Leu Lys Ser Thr Val Asp Glu Gly Phe Ala Thr Val Ser 
85 90 95 

acc gac gtc acc aac gag ttc gca acc ggc ctg ate ggt tea tgc ate 
Thr Asp Val Thr Asn Glu Phe Ala Thr Gly Leu lie Gly Ser Cys lie 
100 105 HO 

cag tec acc ggt gat ctg tct teg gtt gee ggc get gca age ttc gac 
Gin Ser Thr Gly Asp Leu Ser Ser Val Ala Gly Ala Ala Ser Phe Asp 
115 120 125 

tgg ggc gta gca gca ctt cct aac cca acc ggc gag ggc get tgc cca 
Trp Gly Val Ala Ala Leu Pro Asn Pro Thr Gly Glu Gly Ala Cys Pro 
130 135 140 

acc ggt ggc gca ggc ctg gga ate cca tct ggc ate tct gag cag cgt 
Thr Gly Gly Ala Gly Leu Gly lie Pro Ser Gly He Ser Glu Gin Arg 
145 150 155 160 

cag gac aac gee ctg aag ttc ate gac ttc etc acc aac gec gcg aac 
Gin Asp Asn Ala Leu Lys Phe He Asp Phe Leu Thr Asn Ala Ala Asn 
165 170 175 

act ggc tac tgg tec cgc gag acc ggt tat gtt cca gtt cgt aag gat 
Thr Gly Tyr Trp Ser Arg Glu Thr Gly Tyr Val Pro Val Arg Lys Asp 
180 185 190 

get gca tct gat cca gat cac gca gca ttc etc gag gag aac cct gca 
Ala Ala Ser Asp Pro Asp His Ala Ala Phe Leu Glu Glu Asn Pro Ala 
195 200 205 

tac aac gtt gca gtg gag cag ctt cct gat acc cgt tec cag gac aac 
Tyr Asn Val Ala Val Glu Gin Leu Pro Asp Thr Arg Ser Gin Asp Asn 
210 215 220 

ttc cgc gtg ctg ctg cca aac ggt gac cgc acc ate ggt gac gca ctg 
Phe Arg Val Leu Leu Pro Asn Gly Asp Arg Thr He Gly Asp Ala Leu 
225 230 235 240 

gag aag ate tgc ctg act ggt gca gac ate gat gtc acc ctg get gag 
Glu Lys He Cys Leu Thr Gly Ala Asp He Asp Val Thr Leu Ala Glu 
245 250 255 

gtt gag acc aag ctg aac acc ate tac acc cgc gac ate gaa cca ctt 
Val Glu Thr Lys Leu Asn Thr He Tyr Thr Arg Asp He Glu Pro Leu 
260 265 270 

att taatccgagc acttcagcta cac 
He 



240 



288 



336 



384 



432 



480 



528 



576 



624 



672 



720 



768 



816 



842 



<210> 200 
<211> 273 
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<212> PRT 

<213> Corynebacterium glutamicum 
<400> 200 

Tyr Tyr Asn Lys Asp Leu Trp Ala Lys Ala Gly Leu Glu Asp Arg Gly 
1 5 10 15 

Pro Glu Ser Trp Glu Glu Phe Ser Glu Trp Gly Pro Lys Leu Gin Glu 
20 25 30 

Ala Met Asp Ser Gly Phe Ala His Gly Trp Gly Asp Ala Thr Asn Tyr 
35 40 45 

Leu Ser Trp Thr Phe Glu Gly Pro Met Trp Ser Leu Gly Gly Asn Tyr 
50 55 60 

Ser Glu Gly Trp Glu Ser Arg Leu Thr Thr Pro Glu Thr He Arg Ala 
65 70 75 80 

Val Glu Trp Leu Lys Ser Thr Val Asp Glu Gly Phe Ala Thr Val Ser 
85 90 95 

Thr Asp Val Thr Asn Glu Phe Ala Thr Gly Leu He Gly Ser Cys He 
100 105 HO 

Gin Ser Thr Gly Asp Leu Ser Ser Val Ala Gly Ala Ala Ser Phe Asp 
115 120 125 

Trp Gly Val Ala Ala Leu Pro Asn Pro Thr Gly Glu Gly Ala Cys Pro 
130 135 140 

Thr Gly Gly Ala Gly Leu Gly He Pro Ser Gly He Ser Glu Gin Arg 
145 150 155 160 

Gin Asp Asn Ala Leu Lys Phe He Asp Phe Leu Thr Asn Ala Ala Asn 
165 170 175 

Thr Gly Tyr Trp Ser Arg Glu Thr Gly Tyr Val Pro Val Arg Lys Asp 
180 185 190 

Ala Ala Ser Asp Pro Asp His Ala Ala Phe Leu Glu Glu Asn Pro Ala 
195 200 205 

Tyr Asn Val Ala Val Glu Gin Leu Pro Asp Thr Arg Ser Gin Asp Asn 
210 215 220 

Phe Arg Val Leu Leu Pro Asn Gly Asp Arg Thr He Gly Asp Ala Leu 
225 230 235 240 

Glu Lys He Cys Leu Thr Gly Ala Asp He Asp Val Thr Leu Ala Glu 
245 250 255 

Val Glu Thr Lys Leu Asn Thr He Tyr Thr Arg Asp He Glu Pro Leu 
260 265 270 

He 



<210> 201 
<211> 776 
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<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (7) . . (753) 
<223> RXA02414 

<400> 201 

tttaccatg agt tac aac age ccg tat aac aac acg aat ttc age acc act 51 

Met Ser Tyr Asn Ser Pro Tyr Asn Asn Thr Asn Phe Ser Thr Thr 
15 10 15 

ggc gcg ttc caa cct get ggt ggg ccg gtg aag ccg tgg aat aag ccc 99 
Gly Ala Phe Gin Pro Ala Gly Gly Pro Val Lys Pro Trp Asn Lys Pro 
20 25 30 

gat gec age ctg aat cag cag ctg aaa aac aaa tec cgt gtg cgc aca 
Asp Ala Ser Leu Asn Gin Gin Leu Lys Asn Lys Ser Arg Val Arg Thr 
35 40 45 

ggt ctt acc ate gee ate ggt tat gta gtg gtg att tgg gcg gtg cat 
Gly Leu Thr lie Ala He Gly Tyr Val Val Val He Trp Ala Val His 
50 55 60 

ttg gca tec ate gtc att gcg ctg etc act ggc ttc aac ctg acc aac 
Leu Ala Ser He Val He Ala Leu Leu Thr Gly Phe Asn Leu Thr Asn 
65 70 75 

ttt ggt att cat ccg ctg gat acc agt gca ctg tgg ggt att ttc acc 
Phe Gly He His Pro Leu Asp Thr Ser Ala Leu Trp Gly He Phe Thr 
80 85 90 95 

tea ccg ctg ttg cat gga age ttc age cac etc att gga aat acc gtt 
Ser Pro Leu Leu His Gly Ser Phe Ser His Leu He Gly Asn Thr Val 
100 105 HO 

cca ggc ttt ata ttc agt ttc etc ate ggt atg agt ggc aag cgc gtg 387 
Pro Gly Phe He Phe Ser Phe Leu He Gly Met Ser Gly Lys Arg Val 
115 120 125 



ttc tgg gaa gtc acg att ate gca ggt etc ate ggc ggt ctt ggt aca 
Phe Trp Glu Val Thr He He Ala Gly Leu He Gly Gly Leu Gly Thr 
130 135 140 

tgg att ttc ggt gga ate ggc acc aac cac ate ggt gcg tec ggc ctg 
Trp He Phe Gly Gly He Gly Thr Asn His He Gly Ala Ser Gly Leu 
145 150 155 

att tat ggc tgg ctt ggc tac ctg ate gtg cgt gga att ttc aac aag 
He Tyr Gly Trp Leu Gly Tyr Leu He Val Arg Gly He Phe Asn Lys 
160 165 170 175 

gat att aaa cag ttc ctg ctt ggc ata gtt ttg gcg ttc att tac tec 
Asp He Lys Gin Phe Leu Leu Gly He Val Leu Ala Phe He Tyr Ser 
180 185 190 

ggt ttg ttc tgg ggt ctg eta cct act caa ate ggt gtg tec tgg cag 
Gly Leu Phe Trp Gly Leu Leu Pro Thr Gin He Gly Val Ser Trp Gin 
195 200 205 



147 



195 



243 



291 



339 



435 



483 



531 



579 



627 
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ggc cac ctt ttc ggt gca ctt ggt gga ate ggt gcg ggt get ttt ate 675 
Gly His Leu Phe Gly Ala Leu Gly Gly He Gly Ala Gly Ala Phe He 
210 215 220 

gec teg gat gac ccg gca gcg ttg aaa gcg aag aag caa cag aag aaa 723 
Ala Ser Asp Asp Pro Ala Ala Leu Lys Ala Lys Lys Gin Gin Lys Lys 
225 230 235 

tta gaa aag caa caa cgc caa aga ggc tta tagttttcac etagegacta 773 
Leu Glu Lys Gin Gin Arg Gin Arg Gly Leu 
240 245 

776 



<210> 202 
<211> 249 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 202 

Met Ser Tyr Asn Ser Pro Tyr Asn Asn Thr Asn Phe Ser Thr Thr Gly 
15 10 15 

Ala Phe Gin Pro Ala Gly Gly Pro Val Lys Pro Trp Asn Lys Pro Asp 
20 25 30 

Ala Ser Leu Asn Gin Gin Leu Lys Asn Lys Ser Arg Val Arg Thr Gly 
35 40 45 

Leu Thr He Ala He Gly Tyr Val Val Val He Trp Ala Val His Leu 
50 55 60 

Ala Ser He Val He Ala Leu Leu Thr Gly Phe Asn Leu Thr Asn Phe 
65 70 75 80 

Gly He His Pro Leu Asp Thr Ser Ala Leu Trp Gly He Phe Thr Ser 
85 90 95 

Pro Leu Leu His Gly Ser Phe Ser His Leu He Gly Asn Thr Val Pro 
100 105 HO 

Gly Phe He Phe Ser Phe Leu He Gly Met Ser Gly Lys Arg Val Phe 
115 120 125 

Trp Glu Val Thr He He Ala Gly Leu He Gly Gly Leu Gly Thr Trp 
130 135 140 

He Phe Gly Gly He Gly Thr Asn His He Gly Ala Ser Gly Leu He 
145 150 155 160 

Tyr Gly Trp Leu Gly Tyr Leu He Val Arg Gly He Phe Asn Lys Asp 
165 170 175 

He Lys Gin Phe Leu Leu Gly He Val Leu Ala Phe He Tyr Ser Gly 
180 185 190 

Leu Phe Trp Gly Leu Leu Pro Thr Gin He Gly Val Ser Trp Gin Gly 
195 200 205 

His Leu Phe Gly Ala Leu Gly Gly He Gly Ala Gly Ala Phe He Ala 
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210 215 220 

Ser Asp Asp Pro Ala Ala Leu Lys Ala Lys Lys Gin Gin Lys Lys Leu 
225 230 235 240 

Glu Lys Gin Gin Arg Gin Arg Gly Leu 
245 



<210> 203 
<211> 840 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (817) 

<223> RXN01580 

<400> 203 

cggtaaacgc ctcattaaag tccaatgcca tgctcataac actaacagtt aaccgtgcgg 60 

tcaactttgc tccctatcct taaaaagccc acagaaaagg atg tat aag aat atg 115 

Met Tyr Lys Asn Met 
1 5 

cac att gtt gcc cat cgc ggt gcg gaa gat ctg cac etc gaa aac acc 163 
His lie Val Ala His Arg Gly Ala Glu Asp Leu His Leu Glu Asn Thr 
10 15 20 

atg acc get ttc cag get gcc gcg ccc get gac get ttt gag ctg gat 
Met Thr Ala Phe Gin Ala Ala Ala Pro Ala Asp Ala Phe Glu Leu Asp 
25 30 35 

ate cac gcc acc get gac aat cag gtc gtc gtt ate cac gac cgc acc 
lie His Ala Thr Ala Asp Asn Gin Val Val Val He His Asp Arg Thr 
40 45 50 

gca gcg cgt gtt gcc gcg cca gat tec ctg cac cgc gac ace ccg gtt 
Ala Ala Arg Val Ala Ala Pro Asp Ser Leu His Arg Asp Thr Pro Val 
55 60 65 

gcg cgc tta age gcc gcg caa ate aag gag ata acg ctt ate gac gga 355 
Ala Arg Leu Ser Ala Ala Gin He Lys Glu He Thr Leu He Asp Gly 
70 75 80 85 



tec ccc gta cca acc ctg gag gaa gtt eta etc cag acg age ctg ccg 
Ser Pro Val Pro Thr Leu Glu Glu Val Leu Leu Gin Thr Ser Leu Pro 
90 95 100 

ate caa gtg gaa ate aaa tct gcc ggt gca gtt cca gca gcc gca gca 
He Gin Val Glu He Lys Ser Ala Gly Ala Val Pro Ala Ala Ala Ala 
105 HO 115 

tta ttg cag aaa tae cca gag cac ctg gag cgc ctg ctg ttc ate agt 
Leu Leu Gin Lys Tyr Pro Glu His Leu Glu Arg Leu Leu Phe He Ser 
120 125 130 

ttc ate gat gca gca ctg gtg gaa ate gtg gat cga ctg cca gaa get 
Phe He Asp Ala Ala Leu Val Glu He Val Asp Arg Leu Pro Glu Ala 
135 140 145 



211 



259 



307 



403 



451 



499 



547 
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cgc gtg gga ate ttg cgc gat gcg tec atg gat gat ctg cgc att ctt 
Arg Val Gly lie Leu Arg Asp Ala Ser Met Asp Asp Leu Arg lie Leu 
150 155 160 165 

gat tac ate ccg eta aaa aat gtg ggc gcg ate ttg ccc teg tgg aaa 
Asp Tyr He Pro Leu Lys Asn Val Gly Ala He Leu Pro Ser Trp Lys 
170 175 180 



595 



643 



gca eta aac gtg gcg tea att get gat eta cat ace aag gga ate aag 
Ala Leu Asn Val Ala Ser He Ala Asp Leu His Thr Lys Gly He Lys 
185 190 195 



691 



gtt ggc tgc tgg aca att egg gat gaa aat gcg ttt ggg ate gca caa 
Val Gly Cys Trp Thr He Arg Asp Glu Asn Ala Phe Gly He Ala Gin 
200 205 210 



739 



caa get ggc gtt gat tac gee act gtt age gat ccc tct cgt ttc etc 
Gin Ala Gly Val Asp Tyr Ala Thr Val Ser Asp Pro Ser Arg Phe Leu 
215 220 225 



787 



gcg ccc tec cct get ggg gag ttg cac tgg taaataatct agtgaccaga 
Ala Pro Ser Pro Ala Gly Glu Leu His Trp 
230 235 



837 



ctg 



840 



<210> 204 
<211> 239 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 204 

Met Tyr Lys Asn Met His He Val Ala His Arg Gly Ala Glu Asp Leu 
15 10 15 

His Leu Glu Asn Thr Met Thr Ala Phe Gin Ala Ala Ala Pro Ala Asp 
20 25 30 

Ala Phe Glu Leu Asp He His Ala Thr Ala Asp Asn Gin Val Val Val 
35 40 45 

He His Asp Arg Thr Ala Ala Arg Val Ala Ala Pro Asp Ser Leu His 
50 55 60 

Arg Asp Thr Pro Val Ala Arg Leu Ser Ala Ala Gin He Lys Glu He 
65 70 75 80 

Thr Leu He Asp Gly Ser Pro Val Pro Thr Leu Glu Glu Val Leu Leu 
85 90 95 

Gin Thr Ser Leu Pro He Gin Val Glu He Lys Ser Ala Gly Ala Val 
100 105 HO 

Pro Ala Ala Ala Ala Leu Leu Gin Lys Tyr Pro Glu His Leu Glu Arg 
115 120 125 

Leu Leu Phe He Ser Phe He Asp Ala Ala Leu Val Glu He Val Asp 
130 135 140 
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Arg Leu Pro Glu Ala Arg 
145 150 

Asp Leu Arg lie Leu Asp 
165 

Leu Pro Ser Trp Lys Ala 
180 

Thr Lys Gly lie Lys Val 
195 

Phe Gly lie Ala Gin Gin 
210 

Pro Ser Arg Phe Leu Ala 
225 230 



Val Gly lie Leu Arg 
155 



Tyr lie Pro Leu Lys 
170 

Leu Asn Val Ala Ser 
185 

Gly Cys Trp Thr lie 
200 

Ala Gly Val Asp Tyr 
215 

Pro Ser Pro Ala Gly 
235 



Asp Ala Ser Met Asp 
160 

Asn Val Gly Ala lie 
175 

lie Ala Asp Leu His 
190 

Arg Asp Glu Asn Ala 
205 

Ala Thr Val Ser Asp 
220 

Glu Leu His Trp 



<210> 205 
<211> 1314 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1291) 

<223> RXA01436 

<400> 205 

gcctaaacaa accagtcaac gacctttccc gtggcgcaac agtccctgac atcgtcaaca 60 

cagtagccat cacagcaatt caggcaggag gacgcagcta atg gca ttg gca ctt 115 

Met Ala Leu Ala Leu 
1 5 



gtt ttg aac tec ggt tea tct tec ate aaa ttc cag ctg gtc aac ccc 
Val Leu Asn Ser Gly Ser Ser Ser He Lys Phe Gin Leu Val Asn Pro 
10 15 20 



att ggt gag cca aac ggc cgc ate gta etc aaa ata gag ggt gaa aaa 
He Gly Glu Pro Asn Gly Arg He Val Leu Lys He Glu Gly Glu Lys 
40 45 50 

tat ace eta gag aca ccc ate gca gat cac tec gaa ggc eta aac ctg 
Tyr Thr Leu Glu Thr Pro He Ala Asp His Ser Glu Gly Leu Asn Leu 
55 60 65 

gcg ttc gat etc atg gac cag cac aac tgt ggt cct tec caa ctg gaa 
Ala Phe Asp Leu Met Asp Gin His Asn Cys Gly Pro Ser Gin Leu Glu 
70 75 80 85 

ate ace gca gtt gga cac cgc gtg gtc cac ggc gga ate ttg ttc tec 
He Thr Ala Val Gly His Arg Val Val His Gly Gly He Leu Phe Ser 
90 95 100 

gca ccg gaa ctt ate act gat gaa ate gtg gaa atg ate cgc gat etc 



163 



gaa aac tct gee ate gac gag cca tat gtt tct ggt ctt gtg gag cag 211 
Glu Asn Ser Ala He Asp Glu Pro Tyr Val Ser Gly Leu Val Glu Gin 
25 30 35 



259 



307 



355 



403 



451 
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Ala Pro Glu Leu lie Thr Asp Glu He Val Glu Met He Arg Asp Leu 
105 HO H5 

att cca etc gca cca ctg cac aac cct gca aac gtt gac ggc att gat 

He Pro Leu Ala Pro Leu His Asn Pro Ala Asn Val Asp Gly He Asp 
120 125 130 

gtt get cga aaa att etc ccc gat gtc cca cac gta get gtc ttt gac 

Val Ala Arg Lys He Leu Pro Asp Val Pro His Val Ala Val Phe Asp 
135 140 145 

acc ggt ttc ttc cac tea ctt cca cca gca get gcg ctg tat gec ate 

Thr Gly Phe Phe His Ser Leu Pro Pro Ala Ala Ala Leu Tyr Ala He 
150 155 160 165 

aac aag gat gtc gca get gaa cac gga ate agg cgc tat ggt ttc cac 

Asn Lys Asp Val Ala Ala Glu His Gly He Arg Arg Tyr Gly Phe His 
170 175 180 

ggc acc tec cat gaa ttt gtg tec aag cgc gtg gtg gaa att ctg gaa 

Gly Thr Ser His Glu Phe Val Ser Lys Arg Val Val Glu He Leu Glu 
185 190 195 



ggt atg aca cct etc gcg ggc ctt gtc atg ggt acc cga age ggt gac 

Gly Met Thr Pro Leu Ala Gly Leu Val Met Gly Thr Arg Ser Gly Asp 
230 235 240 245 

att gat cca ggt ate gtc ttc cac ctt tec cgc acc get ggc atg age 

He Asp Pro Gly He Val Phe His Leu Ser Arg Thr Ala Gly Met Ser 

250 255 260 



499 



547 



595 



643 



691 



aag ccc acc gaa gac ate aac acc ate acc ttc cac ctg ggc aac ggc 739 

Lys Pro Thr Glu Asp He Asn Thr He Thr Phe His Leu Gly Asn Gly 

200 205 210 

gca tec atg get get gtt caa ggt ggc cgt gcg gta gat act tec atg 787 

Ala Ser Met Ala Ala Val Gin Gly Gly Arg Ala Val Asp Thr Ser Met 

215 220 225 



835 



883 



ate gat gag ate gat aat ctg ctg aac aaa aag teg ggt gta aag gga 931 
He Asp Glu He Asp Asn Leu Leu Asn Lys Lys Ser Gly Val Lys Gly 
265 270 275 

ctt tec ggt gtt aat gat ttc cgt gaa ctg egg gaa atg ate gac aac 979 
Leu Ser Gly Val Asn Asp Phe Arg Glu Leu Arg Glu Met He Asp Asn 
280 285 290 

aat gat caa gat gec tgg tec gcg tac aac att tac ata cac caa etc 
Asn Asp Gin Asp Ala Trp Ser Ala Tyr Asn He Tyr He His Gin Leu 
295 300 305 

cgc cgc tac etc ggt tec tac atg gtg gca ctg gga egg gta gac acc 
Arg Arg Tyr Leu Gly Ser Tyr Met Val Ala Leu Gly Arg Val Asp Thr 
310 315 320 325 

ate gtg ttc acc gee ggt gtc ggt gaa aat gee cag ttt gtc cgt gag 1123 
He Val Phe Thr Ala Gly Val Gly Glu Asn Ala Gin Phe Val Arg Glu 
330 335 340 

gat gee ttg gca ggt ttg gaa atg tac gga att gag ate gat cca gag 1171 
Asp Ala Leu Ala Gly Leu Glu Met Tyr Gly He Glu He Asp Pro Glu 



1027 



1075 
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345 350 355 

cgt aac gca ttg cca aac gat ggt cct cga ttg att tec acc gat gec 
Arg Asn Ala Leu Pro Asn Asp Gly Pro Arg Leu He Ser Thr Asp Ala 
360 365 370 

tec aag gtg aag gtg ttt gtt att cca act aat gaa gag tta get ate 
Ser Lys Val Lys Val Phe Val He Pro Thr Asn Glu Glu Leu Ala He 
375 380 385 



1219 



1267 



get agg tac gcg gtg aag ttc get tagctctcct ggttaggatc cac 1314 
Ala Arg Tyr Ala Val Lys Phe Ala 
390 395 



<210> 206 
<211> 397 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 206 

Met Ala Leu Ala Leu Val Leu Asn Ser Gly Ser Ser Ser He Lys Phe 
15 10 15 

Gin Leu Val Asn Pro Glu Asn Ser Ala He Asp Glu Pro Tyr Val Ser 
20 25 30 

Gly Leu Val Glu Gin He Gly Glu Pro Asn Gly Arg He Val Leu Lys 
35 40 45 

He Glu Gly Glu Lys Tyr Thr Leu Glu Thr Pro He Ala Asp His Ser 
50 55 60 

Glu Gly Leu Asn Leu Ala Phe Asp Leu Met Asp Gin His Asn Cys Gly 
65 70 75 80 

Pro Ser Gin Leu Glu He Thr Ala Val Gly His Arg Val Val His Gly 
85 90 95 

Gly He Leu Phe Ser Ala Pro Glu Leu He Thr Asp Glu He Val Glu 
100 105 HO 

Met He Arg Asp Leu He Pro Leu Ala Pro Leu His Asn Pro Ala Asn 
115 120 125 

Val Asp Gly He Asp Val Ala Arg Lys He Leu Pro Asp Val Pro His 
130 135 140 

Val Ala Val Phe Asp Thr Gly Phe Phe His Ser Leu Pro Pro Ala Ala 
145 150 155 160 

Ala Leu Tyr Ala He Asn Lys Asp Val Ala Ala Glu His Gly He Arg 
165 170 175 

Arg Tyr Gly Phe His Gly Thr Ser His Glu Phe Val Ser Lys Arg Val 
180 185 190 

Val Glu He Leu Glu Lys Pro Thr Glu Asp He Asn Thr He Thr Phe 
195 200 205 

His Leu Gly Asn Gly Ala Ser Met Ala Ala Val Gin Gly Gly Arg Ala 
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210 215 220 

Val Asp Thr Ser Met Gly Met Thr Pro Leu Ala Gly Leu Val Met Gly 
225 230 235 240 

Thr Arg Ser Gly Asp He Asp Pro Gly He Val Phe His Leu Ser Arg 
245 250 255 



Thr Ala Gly Met Ser He Asp Glu He Asp Asn Leu Leu Asn Lys Lys 
260 265 270 

Ser Gly Val Lys Gly Leu Ser Gly Val Asn Asp Phe Arg Glu Leu Arg 
275 280 285 

Glu Met He Asp Asn Asn Asp Gin Asp Ala Trp Ser Ala Tyr Asn He 
290 295 300 

Tyr He His Gin Leu Arg Arg Tyr Leu Gly Ser Tyr Met Val Ala Leu 
305 310 315 320 

Gly Arg Val Asp Thr He Val Phe Thr Ala Gly Val Gly Glu Asn Ala 
325 330 335 

Gin Phe Val Arg Glu Asp Ala Leu Ala Gly Leu Glu Met Tyr Gly He 
340 345 350 



Glu He Asp Pro Glu Arg Asn Ala Leu Pro Asn Asp Gly Pro Arg Leu 
355 360 365 

He Ser Thr Asp Ala Ser Lys Val Lys Val Phe Val He Pro Thr Asn 
370 375 380 

Glu Glu Leu Ala He Ala Arg Tyr Ala Val Lys Phe Ala 
385 390 395 



<210> 207 
<211> 927 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (904) 

<223> RXA00686 



<400> 207 

ataggcttga acaatacgtc gttacactgg ccgatttgat acctttcaaa acttttaccc 

ttcatcggag tgccagggga acttagagga gcattaaata atg gcg gga gga aat 

Met Ala Gly Gly Asn 
1 5 



cgc gaa cct gga cgt aca gtc acc tec aag gtg ate gec gta ctg gga 163 
Arg Glu Pro Gly Arg Thr Val Thr Ser Lys Val He Ala Val Leu Gly 
10 15 20 



get ttt gaa cac acc atg cgt cca ctt ggt gtc act gaa ate get gag 
Ala Phe Glu His Thr Met Arg Pro Leu Gly Val Thr Glu He Ala Glu 
25 30 35 



211 
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70 



gac act gca cgc ccg ttc ate caa gag etc tac tea ctt act tec gag 
Asp Thr Ala Arg Pro Phe He Gin Glu Leu Tyr Ser Leu Thr Ser Glu 
90 95 100 



cga gee tac ggc acg aag aaa att cca cgc teg get cga gtc ggt ggt 
Arg Ala Tyr Gly Thr Lys Lys He Pro Arg Ser Ala Arg Val Gly Gly 
120 125 130 

cga eta cct ctg aac tec act gcg gtt ggc aag att etc ctt gcg ttt 
Arg Leu Pro Leu Asn Ser Thr Ala Val Gly Lys He Leu Leu Ala Phe 
135 140 145 

gat gag cca tgg gta aaa cag tec tat etc aag ctg cca etc aac gee 
Asp Glu Pro Trp Val Lys Gin Ser Tyr Leu Lys Leu Pro Leu Asn Ala 
150 155 160 165 

tec ace cca aag aca att gtg aat ccc gac gtc ttg get gcg cag ctg 
Ser Thr Pro Lys Thr He Val Asn Pro Asp Val Leu Ala Ala Gin Leu 
170 175 180 

aaa caa att cac teg caa ggc ttt gee ate aca cat gac gag caa cga 
Lys Gin He His Ser Gin Gly Phe Ala He Thr His Asp Glu Gin Arg 
185 190 195 



gga gca gca ctg ggg ttg gtg gtt ccc ace gca cag get gca aat ctt 
Gly Ala Ala Leu Gly Leu Val Val Pro Thr Ala Gin Ala Ala Asn Leu 
215 220 225 

gag cgc tat etc ccg ate ctt cag gcg aca agt cag aga att aca aaa 
Glu Arg Tyr Leu Pro He Leu Gin Ala Thr Ser Gin Arg He Thr Lys 
230 235 240 245 

gca ace gcg etc att cct ttg gac aca ctt ttg get tea cac aaa aat 
Ala Thr Ala Leu He Pro Leu Asp Thr Leu Leu Ala Ser His Lys Asn 
250 255 260 

gca gaa cga aaa ggc gat ace taaacccgcc ctccatctgc ata 
Ala Glu Arg Lys Gly Asp Thr 
265 



ctg gea gac etc cca cca agt ace ace cac cgt etc gtt tct gaa tta 259 
Leu Ala Asp Leu Pro Pro Ser Thr Thr His Arg Leu Val Ser Glu Leu 
40 45 50 

acc gaa ggc gga eta etc age aag aaa tct gat ggg cgc tac caa ttg 307 
Thr Glu Gly Gly Leu Leu Ser Lys Lys Ser Asp Gly Arg Tyr Gin Leu 
55 60 65 

ggc tta cgt ate tgg gaa etc gee caa aat aea gga egg cag tta cgc 355 
Gly Leu Arg He Trp Glu Leu Ala Gin Asn Thr Gly Arg Gin Leu Arg 

75 80 85 



403 



act gcg cag eta gtg gtc cgc gat aaa gat gaa gca ctt ttg att gac 451 
Thr Ala Gin Leu Val Val Arg Asp Lys Asp Glu Ala Leu Leu He Asp 
105 HO H5 



499 



547 



595 



643 



691 



ate ggc ggc gca teg ate gee gta ccg gtc tgg cat aca gga aaa ctg 739 
He Gly Gly Ala Ser He Ala Val Pro Val Trp His Thr Gly Lys Leu 
200 205 210 



787 



835 



883 



927 
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<210> 208 
<211> 268 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 208 

Met Ala Gly Gly Asn Arg Glu Pro Gly Arg Thr Val Thr Ser Lys Val 
15 10 15 

He Ala Val Leu Gly Ala Phe Glu His Thr Met Arg Pro Leu Gly Val 
20 25 30 

Thr Glu He Ala Glu Leu Ala Asp Leu Pro Pro Ser Thr Thr His Arg 
35 40 45 

Leu Val Ser Glu Leu Thr Glu Gly Gly Leu Leu Ser Lys Lys Ser Asp 
50 55 60 

Gly Arg Tyr Gin Leu Gly Leu Arg He Trp Glu Leu Ala Gin Asn Thr 
65 70 75 80 

Gly Arg Gin Leu Arg Asp Thr Ala Arg Pro Phe He Gin Glu Leu Tyr 
85 90 95 

Ser Leu Thr Ser Glu Thr Ala Gin Leu Val Val Arg Asp Lys Asp Glu 
100 105 HO 

Ala Leu Leu He Asp Arg Ala Tyr Gly Thr Lys Lys He Pro Arg Ser 
115 120 125 

Ala Arg Val Gly Gly Arg Leu Pro Leu Asn Ser Thr Ala Val Gly Lys 
130 135 140 

He Leu Leu Ala Phe Asp Glu Pro Trp Val Lys Gin Ser Tyr Leu Lys 
145 150 155 160 

Leu Pro Leu Asn Ala Ser Thr Pro Lys Thr He Val Asn Pro Asp Val 
165 170 175 

Leu Ala Ala Gin Leu Lys Gin He His Ser Gin Gly Phe Ala He Thr 
180 185 190 

His Asp Glu Gin Arg He Gly Gly Ala Ser He Ala Val Pro Val Trp 
195 200 205 

His Thr Gly Lys Leu Gly Ala Ala Leu Gly Leu Val Val Pro Thr Ala 
210 215 220 

Gin Ala Ala Asn Leu Glu Arg Tyr Leu Pro He Leu Gin Ala Thr Ser 
225 230 235 240 

Gin Arg He Thr Lys Ala Thr Ala Leu He Pro Leu Asp Thr Leu Leu 
245 250 255 

Ala Ser His Lys Asn Ala Glu Arg Lys Gly Asp Thr 
260 265 



<210> 209 
<211> 1158 
<212> DNA 
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<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1135) 
<223> RXA00246 



<400> 209 

ttgcaaggat tgtaatttaa ggcacatcta tgtcggtgtg aaattacatg tgccagaaga 60 

gcaatttgcc aagtaatcca agcgagaagg agtgagtttt atg acc act get gca 11 

Met Thr Thr Ala Ala 
1 5 



ccc caa gaa ttt acc get get gtt gtt gaa aaa ttc ggt cat gac gtg 

Pro Gin Glu Phe Thr Ala Ala Val Val Glu Lys Phe Gly His Asp Val 

10 15 20 

acc gtg aag gat att gac ctt cca aag cca ggg cca cac cag gca ttg 

Thr Val Lys Asp lie Asp Leu Pro Lys Pro Gly Pro His Gin Ala Leu 

25 30 35 

gtg aag gta etc acc tec ggc ate tgc cac acc gac etc cac gec ttg 

Val Lys Val Leu Thr Ser Gly He Cys His Thr Asp Leu His Ala Leu 

40 45 50 

gag ggc gat tgg cca gta aag ccg gaa cca cca ttc gta cca gga cac 

Glu Gly Asp Trp Pro Val Lys Pro Glu Pro Pro Phe Val Pro Gly His 

55 60 65 

gaa ggt gta ggt gaa gtt gtt gag etc gga cca ggt gaa cac gat gtg 
Glu Gly Val Gly Glu Val Val Glu Leu Gly Pro Gly Glu His Asp Val 

70 75 80 85 



gag tat ggt ggc tac acc caa aat gga tec ttc ggc cag tac atg ctg 
Glu Tyr Gly Gly Tyr Thr Gin Asn Gly Ser Phe Gly Gin Tyr Met Leu 
120 125 130 

gtg gat acc cgt tac gee get cgc ate cca gac ggc gtg gac tac etc 
Val Asp Thr Arg Tyr Ala Ala Arg He Pro Asp Gly Val Asp Tyr Leu 
135 140 145 

gaa gca gca cca att ctg tgt gca ggc gtg act gtc tac aag gca etc 
Glu Ala Ala Pro He Leu Cys Ala Gly Val Thr Val Tyr Lys Ala Leu 
150 155 160 165 

aaa gtc tct gaa acc cgc ccg ggc caa ttc atg gtg ate tec ggt gtc 
Lys Val Ser Glu Thr Arg Pro Gly Gin Phe Met Val He Ser Gly Val 
170 175 180 

ggc gga ctt ggc cac ate gca gtc caa tac gca gcg gcg atg ggc atg 
Gly Gly Leu Gly His He Ala Val Gin Tyr Ala Ala Ala Met Gly Met 
185 190 195 



163 



211 



259 



307 



355 



4 03 



aag gtc ggc gat att gtc ggc aat gcg tgg etc tgg tea gcg tgt ggc 

Lys Val Gly Asp He Val Gly Asn Ala Trp Leu Trp Ser Ala Cys Gly 

90 95 100 

acc tgc gaa tac tgc ate acc ggc agg gaa act cag tgc aac gaa get 451 

Thr Cys Glu Tyr Cys He Thr Gly Arg Glu Thr Gin Cys Asn Glu Ala 
105 HO H5 



499 



547 



595 



643 



691 
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cgt gtc att gcg gta gat att gcc gat gac aag ctg gaa ctt gcc cgt 739 
Arg Val lie Ala Val Asp He Ala Asp Asp Lys Leu Glu Leu Ala Arg 
200 205 210 

aag cac ggt gcg gaa ttt acc gtg aat gcg cgt aat gaa gat tea ggc 787 
Lys His Gly Ala Glu Phe Thr Val Asn Ala Arg Asn Glu Asp Ser Gly 
215 220 225 



gaa get gta cag aag tac acc aac ggt ggc gca cac ggc gtg ctt gtg 
Glu Ala Val Gin Lys Tyr Thr Asn Gly Gly Ala His Gly Val Leu Val 
230 235 240 245 



gcg att cgt ttc taacggattg tgttgaaact get 
Ala He Arg Phe 
345 



835 



883 



act gca gtt cac gag gca gca ttc ggc cag gca ctg gat atg get cga 
Thr Ala Val His Glu Ala Ala Phe Gly Gin Ala Leu Asp Met Ala Arg 
250 255 260 

cgt gca gga aca att gtg ttc aac ggt ctg cca ccg gga gag ttc cca 
Arg Ala Gly Thr He Val Phe Asn Gly Leu Pro Pro Gly Glu Phe Pro 
265 270 275 

gca tec gtg ttc aac ate gta ttc aag ggc ctg acc ate cgt gga tec 
Ala Ser Val Phe Asn He Val Phe Lys Gly Leu Thr He Arg Gly Ser 
280 285 290 

etc gtg gga acc cgc caa gac ttg gcc gaa gcg etc gat ttc ttt gca 
Leu Val Gly Thr Arg Gin Asp Leu Ala Glu Ala Leu Asp Phe Phe Ala 
295 300 305 

cgc gga eta ate aag cca acc gtg agt gag tgc tec etc gat gag gtc 
Arg Gly Leu He Lys Pro Thr Val Ser Glu Cys Ser Leu Asp Glu Val 
310 315 320 325 

aat ggt gtg ctt gac cgc atg cga aac ggc aag ate gat ggt cgt gtg 1123 
Asn Gly Val Leu Asp Arg Met Arg Asn Gly Lys He Asp Gly Arg Val 
330 335 340 



931 



97 9 



1027 



1075 



1158 



<210> 210 
<211> 345 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 210 

Met Thr Thr Ala Ala Pro Gin Glu Phe Thr Ala Ala Val Val Glu Lys 
15 10 15 

Phe Gly His Asp Val Thr Val Lys Asp He Asp Leu Pro Lys Pro Gly 
20 25 30 

Pro His Gin Ala Leu Val Lys Val Leu Thr Ser Gly He Cys His Thr 
35 40 45 

Asp Leu His Ala Leu Glu Gly Asp Trp Pro Val Lys Pro Glu Pro Pro 
50 55 60 

Phe Val Pro Gly His Glu Gly Val Gly Glu Val Val Glu Leu Gly Pro 
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65 70 75 80 

Gly Glu His Asp Val Lys Val Gly Asp He Val Gly Asn Ala Trp Leu 
85 90 95 

Trp Ser Ala Cys Gly Thr Cys Glu Tyr Cys He Thr Gly Arg Glu Thr 
100 105 HO 

Gin Cys Asn Glu Ala Glu Tyr Gly Gly Tyr Thr Gin Asn Gly Ser Phe 
115 120 125 

Gly Gin Tyr Met Leu Val Asp Thr Arg Tyr Ala Ala Arg He Pro Asp 
130 135 140 

Gly Val Asp Tyr Leu Glu Ala Ala Pro He Leu Cys Ala Gly Val Thr 
145 150 155 160 

Val Tyr Lys Ala Leu Lys Val Ser Glu Thr Arg Pro Gly Gin Phe Met 
165 170 175 

Val He Ser Gly Val Gly Gly Leu Gly His He Ala Val Gin Tyr Ala 
180 185 190 

Ala Ala Met Gly Met Arg Val He Ala Val Asp He Ala Asp Asp Lys 
195 200 205 

Leu Glu Leu Ala Arg Lys His Gly Ala Glu Phe Thr Val Asn Ala Arg 
210 215 220 

Asn Glu Asp Ser Gly Glu Ala Val Gin Lys Tyr Thr Asn Gly Gly Ala 
225 230 235 240 

His Gly Val Leu Val Thr Ala Val His Glu Ala Ala Phe Gly Gin Ala 
245 250 255 

Leu Asp Met Ala Arg Arg Ala Gly Thr He Val Phe Asn Gly Leu Pro 
260 265 270 

Pro Gly Glu Phe Pro Ala Ser Val Phe Asn He Val Phe Lys Gly Leu 
275 280 285 

Thr He Arg Gly Ser Leu Val Gly Thr Arg Gin Asp Leu Ala Glu Ala 
290 295 300 

Leu Asp Phe Phe Ala Arg Gly Leu He Lys Pro Thr Val Ser Glu Cys 
305 310 315 320 

Ser Leu Asp Glu Val Asn Gly Val Leu Asp Arg Met Arg Asn Gly Lys 
325 330 335 

He Asp Gly Arg Val Ala He Arg Phe 
340 345 



<210> 211 
<211> 723 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
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<222> (101) . . (700) 
<223> RXA01571 



<400> 211 

aaactacctg ctgagagctt tgtaatttac ggtgtggttg tggaggggtg cgtcgagaag 60 

cgctcgtagg cgcttttgat ttttcggtag gctaactggg gtg agt ate tea gta 115 

Val Ser lie Ser Val 
1 5 

aaa gca eta caa aag tec ggc cca gaa gca cct ttc gag gtc aag ate 163 
Lys Ala Leu Gin Lys Ser Gly Pro Glu Ala Pro Phe Glu Val Lys lie 
10 15 20 

att gaa cgc cgt gac cca cgc gca gat gat gtg gtt att gat ate aaa 211 
lie Glu Arg Arg Asp Pro Arg Ala Asp Asp Val Val He Asp He Lys 
25 30 35 



get gcg ggc ate tgc cac age gat ate cac ace ate cgc aac gaa tgg 
Ala Ala Gly He Cys His Ser Asp He His Thr He Arg Asn Glu Trp 
40 45 50 

ggc gag gcg cac ttc ccg etc ace gtc ggc cac gaa ate gca ggc gtt 
Gly Glu Ala His Phe Pro Leu Thr Val Gly His Glu He Ala Gly Val 
55 60 65 

gtc tct gcg gtt gga tec gat gta ace aaa tgg aaa gtc ggc gac cgc 
Val Ser Ala Val Gly Ser Asp Val Thr Lys Trp Lys Val Gly Asp Arg 
70 75 80 85 

gtg ggc gtc ggc tgc etc gtt aac tec tgc ggc gaa tgc gaa cag tgc 
Val Gly Val Gly Cys Leu Val Asn Ser Cys Gly Glu Cys Glu Gin Cys 
90 95 100 

gtc gca gga ttt gaa aac aac tgc ctt cgc gga aac gtc gga ace tac 
Val Ala Gly Phe Glu Asn Asn Cys Leu Arg Gly Asn Val Gly Thr Tyr 



105 



110 H5 



aag gta gtg gtc aac gaa cgt ttc ctg tgc age ate cca gag gaa ctt 
Lys Val Val Val Asn Glu Arg Phe Leu Cys Ser He Pro Glu Glu Leu 
135 140 145 

aac ttc gat gtc gca gca cca ctg ctg tgc gca ggc ate ace ace tac 
Asn Phe Asp Val Ala Ala Pro Leu Leu Cys Ala Gly He Thr Thr Tyr 
150 155 160 165 

tec cca ate get cgc tgg aac gtt aaa gaa ggc gac aaa gta gca gtc 
Ser Pro He Ala Arg Trp Asn Val Lys Glu Gly Asp Lys Val Ala Val 
170 175 180 

atg ggc etc ggc ggg act egg aca cat ggg tgt cca gat cgc tgc age 
Met Gly Leu Gly Gly Thr Arg Thr His Gly Cys Pro Asp Arg Cys Ser 
185 190 195 

caa ggg tgc tgaggttacc gttctgtccc gtt 
Gin Gly Cys 
200 



259 



307 



355 



403 



451 



aac tct aac gac gtc gac ggc ace ate ace caa ggc ggc tac get gaa 499 
Asn Ser Asn Asp Val Asp Gly Thr He Thr Gin Gly Gly Tyr Ala Glu 
120 125 130 



547 



5 95 



643 



691 



723 



BGI-126CP 
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<210> 212 
<211> 200 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 212 

Val Ser lie Ser Val Lys Ala Leu Gin Lys Ser Gly Pro Glu Ala Pro 
1 5 10 15 

Phe Glu Val Lys He He Glu Arg Arg Asp Pro Arg Ala Asp Asp Val 
20 25 30 

Val He Asp He Lys Ala Ala Gly He Cys His Ser Asp He His Thr 
35 40 45 

He Arg Asn Glu Trp Gly Glu Ala His Phe Pro Leu Thr Val Gly His 
50 55 60 

Glu He Ala Gly Val Val Ser Ala Val Gly Ser Asp Val Thr Lys Trp 
65 70 75 80 

Lys Val Gly Asp Arg Val Gly Val Gly Cys Leu Val Asn Ser Cys Gly 
85 90 95 

Glu Cys Glu Gin Cys Val Ala Gly Phe Glu Asn Asn Cys Leu Arg Gly 
100 105 HO 

Asn Val Gly Thr Tyr Asn Ser Asn Asp Val Asp Gly Thr He Thr Gin 
115 120 125 

Gly Gly Tyr Ala Glu Lys Val Val Val Asn Glu Arg Phe Leu Cys Ser 
130 135 140 

He Pro Glu Glu Leu Asn Phe Asp Val Ala Ala Pro Leu Leu Cys Ala 
145 150 155 160 

Gly He Thr Thr Tyr Ser Pro He Ala Arg Trp Asn Val Lys Glu Gly 
165 170 175 

Asp Lys Val Ala Val Met Gly Leu Gly Gly Thr Arg Thr His Gly Cys 
180 185 190 

Pro Asp Arg Cys Ser Gin Gly Cys 
195 200 



<210> 213 
<211> 615 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (592) 

<223> RXA01572 

<400> 213 

ctgctgtgcg caggcatcac cacctactcc ccaatcgctc gctggaacgt taaagaaggc 



BGI-126CP 



-304- 



gacaaagtag cagtcatggg cctcggcggg actcggacac atg ggt gtc cag ate 115 

Met Gly Val Gin lie 
1 5 

get gca gec aag ggt get gag gtt acc gtt ctg tec cgt tee ctg cgc 163 
Ala Ala Ala Lys Gly Ala Glu Val Thr Val Leu Ser Arg Ser Leu Arg 
10 15 20 

aag gca gaa ctt gee aag gaa etc ggc gca get cgc acg ctt gcg act 211 
Lys Ala Glu Leu Ala Lys Glu Leu Gly Ala Ala Arg Thr Leu Ala Thr 
25 30 35 

tct gat gag gat ttc ttc acc gaa cac gec ggt gaa ttc gac ttc ate 259 
Ser Asp Glu Asp Phe Phe Thr Glu His Ala Gly Glu Phe Asp Phe He 
40 45 50 

etc aac acc att age gca tec ate cca gtc gac aag tac ctg age ctt 307 
Leu Asn Thr He Ser Ala Ser He Pro Val Asp Lys Tyr Leu Ser Leu 
55 60 65 

etc aag cca cac ggt gtc atg get gtt gtc ggt ctg cca cca gag aag 355 
Leu Lys Pro His Gly Val Met Ala Val Val Gly Leu Pro Pro Glu Lys 
70 75 80 85 



cag cca ctg age ttc ggt gcg etc ate ggc ggc gga aaa gtc etc acc 
Gin Pro Leu Ser Phe Gly Ala Leu He Gly Gly Gly Lys Val Leu Thr 
90 95 100 

gga tec aac att ggc ggc ate cct gaa acc cag gaa atg etc gac ttc 
Gly Ser Asn He Gly Gly He Pro Glu Thr Gin Glu Met Leu Asp Phe 
105 HO H5 

tgt gca aaa cac ggc etc ggt gcg atg ate gaa act gtc ggc gtc aac 
Cys Ala Lys His Gly Leu Gly Ala Met He Glu Thr Val Gly Val Asn 
120 125 130 



cgc gtt gtc att gat act get teg ttt get gag gtt gag gcg gtt 
Arg Val Val He Asp Thr Ala Ser Phe Ala Glu Val Glu Ala Val 
150 155 160 



403 



451 



499 



gat gtt gat gca gee tac gac cgt gtt gtt gee ggc gac gtt cag ttc 547 
Asp Val Asp Ala Ala Tyr Asp Arg Val Val Ala Gly Asp Val Gin Phe 
135 140 145 



5 92 



taggtttact gaagttcaga ctt 615 



<210> 214 
<211> 164 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 214 

Met Gly Val Gin He Ala Ala Ala Lys Gly Ala Glu Val Thr Val Leu 
15 10 15 

Ser Arg Ser Leu Arg Lys Ala Glu Leu Ala Lys Glu Leu Gly Ala Ala 
20 25 30 



Arg Thr Leu Ala Thr Ser Asp Glu Asp Phe Phe Thr Glu His Ala Gly 
35 40 45 



BGM26CP 
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Glu Phe Asp Phe lie 
50 

Lys Tyr Leu Ser Leu 
65 

Leu Pro Pro Glu Lys 
85 

Gly Lys Val Leu Thr 
100 

Glu Met Leu Asp Phe 
115 

Thr Val Gly Val Asn 

130 

Gly Asp Val Gin Phe 
145 

Val Glu Ala Val 



Leu Asn Thr lie Ser Ala 
55 

Leu Lys Pro His Gly Val 
70 75 

Gin Pro Leu Ser Phe Gly 
90 

Gly Ser Asn lie Gly Gly 
105 

Cys Ala Lys His Gly Leu 
120 

Asp Val Asp Ala Ala Tyr 
135 

Arg Val Val He Asp Thr 
150 155 



Ser He Pro Val Asp 
60 

Met Ala Val Val Gly 
80 

Ala Leu He Gly Gly 
95 

He Pro Glu Thr Gin 
110 

Gly Ala Met He Glu 
125 

Asp Arg Val Val Ala 
140 

Ala Ser Phe Ala Glu 
160 



<210> 215 
<211> 1140 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1117) 
<223> RXA01758 

<400> 215 

cccccttatt cagagtgatg gtctaccgga gaagtaccca gaccaatagc atcgaccaac 60 

gatagcgcgc tcagaagttc tttagtgaaa gcagaaccaa atg ccc aaa tac att 115 

Met Pro Lys Tyr He 
1 5 



gcc atg cag gta tec gaa tec ggt gca ccg tta gec gcg aat etc gtg 
Ala Met Gin Val Ser Glu Ser Gly Ala Pro Leu Ala Ala Asn Leu Val 
10 15 20 



163 



caa cct get ccg ttg aaa teg agg gaa gtc cgc gtg gaa ate get get 211 

Gin Pro Ala Pro Leu Lys Ser Arg Glu Val Arg Val Glu He Ala Ala 

25 30 35 

agt ggt gtg tgc cat gca gat att ggc acg gca gca gca teg ggg aag 259 

Ser Gly Val Cys His Ala Asp He Gly Thr Ala Ala Ala Ser Gly Lys 
40 45 50 

cac act gtt ttt cct gtt acc cct ggt cat gag att gca gga acc ate 307 

His Thr Val Phe Pro Val Thr Pro Gly His Glu He Ala Gly Thr He 
55 60 65 

gcg gaa att ggt gaa aac gta tct egg tgg acg gtt ggt gat cgc gtt 355 
Ala Glu He Gly Glu Asn Val Ser Arg Trp Thr Val Gly Asp Arg Val 
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70 



75 80 85 



403 



gca ate ggt tgg ttt ggt ggc aat tgc ggt gac tgc get ttt tgt cgt 
Ala lie Gly Trp Phe Gly Gly Asn Cys Gly Asp Cys Ala Phe Cys Arg 
90 95 100 

gca ggt gat cct gtg cat tgc aga gag egg aag att cct ggc gtt tct 
Ala Gly Asp Pro Val His Cys Arg Glu Arg Lys He Pro Gly Val Ser 
105 HO H5 

tat gcg ggt ggt tgg gca cag aat att gtt gtt cca gcg gag get ctt 
Tyr Ala Gly Gly Trp Ala Gin Asn He Val Val Pro Ala Glu Ala Leu 
120 125 130 

get gcg att cca gat ggc atg gac ttt tac gag ccc gee ccg atg ggc 
Ala Ala He Pro Asp Gly Met Asp Phe Tyr Glu Pro Ala Pro Met Gly 
135 140 145 

tgc gca ggt gtg aca aca ttc aat gcg ttg cga aac ctg aag ctg gat 595 
Cys Ala Gly Val Thr Thr Phe Asn Ala Leu Arg Asn Leu Lys Leu Asp 
150 155 160 165 



aac cgt cag ate ate aca ggt cac etc act gga agt gcg aat gac acg 

Asn Arg Gin He He Thr Gly His Leu Thr Gly Ser Ala Asn Asp Thr 

280 285 290 

gaa cag act atg aaa ttt get cat etc cat ggc gtg aaa ccg ctt att 

Glu Gin Thr Met Lys Phe Ala His Leu His Gly Val Lys Pro Leu He 

295 300 305 

gaa egg atg cct etc gat caa gee aac gag get att gca cgt att tea 

Glu Arg Met Pro Leu Asp Gin Ala Asn Glu Ala He Ala Arg He Ser 

310 315 320 325 



451 



499 



547 



ccc ggt gcg get gtc gcg gtc ttt gga ate ggc ggt tta gtg cgc eta 
Pro Gly Ala Ala Val Ala Val Phe Gly He Gly Gly Leu Val Arg Leu 
170 175 180 

get att cag ttt get gcg aaa atg ggt tat cga ace ate acc ate gec 
Ala He Gin Phe Ala Ala Lys Met Gly Tyr Arg Thr He Thr He Ala 
185 190 195 

cgc ggt tta gag cgt gag gag eta get agg caa ctt ggc gee aac cac 
Arg Gly Leu Glu Arg Glu Glu Leu Ala Arg Gin Leu Gly Ala Asn His 
200 205 210 

tac ate gat age aat gat ctg cac cct ggc cag gcg tta ttt gaa ctt 
Tyr He Asp Ser Asn Asp Leu His Pro Gly Gin Ala Leu Phe Glu Leu 
215 220 225 

ggc ggg get gac ttg ate ttg tct act gcg tec acc acg gag cct ctt 
Gly Gly Ala Asp Leu He Leu Ser Thr Ala Ser Thr Thr Glu Pro Leu 
230 235 240 245 

teg gag ttg tct acc ggt ctt tct att ggc ggg cag eta acc att ate 883 
Ser Glu Leu Ser Thr Gly Leu Ser He Gly Gly Gin Leu Thr He He 
250 255 260 

gga gtt gat ggg gga gat ate acc gtt teg gca gee caa ttg atg atg 931 
Gly Val Asp Gly Gly Asp He Thr Val Ser Ala Ala Gin Leu Met Met 
265 270 275 



643 



691 



739 



787 



835 



979 



1027 



1075 



BGI-126CP 
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gct ggt aaa cca cgt ttc cgt att gtc ttg gag ccg aat tea 1117 
Ala Gly Lys Pro Arg Phe Arg He Val Leu Glu Pro Asn Ser 
330 335 



taatgecaac agcaagccca att 



<210> 216 
<211> 339 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 216 

Met Pro Lys Tyr He Ala Met Gin Val Ser Glu Ser Gly Ala Pro Leu 
15 10 15 

Ala Ala Asn Leu Val Gin Pro Ala Pro Leu Lys Ser Arg Glu Val Arg 
20 25 30 

Val Glu He Ala Ala Ser Gly Val Cys His Ala Asp He Gly Thr Ala 
35 40 45 

Ala Ala Ser Gly Lys His Thr Val Phe Pro Val Thr Pro Gly His Glu 
50 55 60 

He Ala Gly Thr He Ala Glu He Gly Glu Asn Val Ser Arg Trp Thr 
65 70 75 80 

Val Gly Asp Arg Val Ala He Gly Trp Phe Gly Gly Asn Cys Gly Asp 
85 90 95 

Cys Ala Phe Cys Arg Ala Gly Asp Pro Val His Cys Arg Glu Arg Lys 
100 105 HO 

He Pro Gly Val Ser Tyr Ala Gly Gly Trp Ala Gin Asn He Val Val 
115 120 125 

Pro Ala Glu Ala Leu Ala Ala He Pro Asp Gly Met Asp Phe Tyr Glu 
130 135 140 

Pro Ala Pro Met Gly Cys Ala Gly Val Thr Thr Phe Asn Ala Leu Arg 
145 150 155 160 

Asn Leu Lys Leu Asp Pro Gly Ala Ala Val Ala Val Phe Gly He Gly 
165 170 175 

Gly Leu Val Arg Leu Ala He Gin Phe Ala Ala Lys Met Gly Tyr Arg 
180 185 190 

Thr He Thr He Ala Arg Gly Leu Glu Arg Glu Glu Leu Ala Arg Gin 
195 200 205 

Leu Gly Ala Asn His Tyr He Asp Ser Asn Asp Leu His Pro Gly Gin 
210 215 220 

Ala Leu Phe Glu Leu Gly Gly Ala Asp Leu He Leu Ser Thr Ala Ser 
225 230 235 240 

Thr Thr Glu Pro Leu Ser Glu Leu Ser Thr Gly Leu Ser He Gly Gly 
245 250 255 



1140 



BGI-126CP 
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Gln Leu Thr lie 
260 

Ala Gin Leu Met 
275 

Ser Ala Asn Asp 
290 

Val Lys Pro Leu 
305 

lie Ala Arg lie 



Pro Asn Ser 



lie Gly Val Asp 



Met Asn Arg Gin 
280 

Thr Glu Gin Thr 
295 

lie Glu Arg Met 
310 

Ser Ala Gly Lys 
325 



Gly Gly Asp lie 
265 

He He Thr Gly 



Met Lys Phe Ala 
300 

Pro Leu Asp Gin 
315 

Pro Arg Phe Arg 
330 



Thr Val Ser Ala 
270 

His Leu Thr Gly 
285 

His Leu His Gly 



Ala Asn Glu Ala 
320 

He Val Leu Glu 
335 



<210> 217 
<211> 1641 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1618) 

<223> RXA02539 

<400> 217 

ggctgctaag cgtgcgaatg tgcgcgttgt cacaatcgtt gaccaagtgt cacctgacgc 60 

acaggtagtg ctcaggtgga ggtggcccaa aggagaccca atg act gtc tac gca 115 

Met Thr Val Tyr Ala 
1 5 

aat cca gga acc gaa ggc teg ate gtt aac tat gaa aag cgc tac gag 
Asn Pro Gly Thr Glu Gly Ser He Val Asn Tyr Glu Lys Arg Tyr Glu 
10 15 20 

aac tac att ggt ggc aag tgg gtt cca ccg gta gag ggc cag tac ctt 211 
Asn Tyr He Gly Gly Lys Trp Val Pro Pro Val Glu Gly Gin Tyr Leu 
25 30 35 



gag aac att tea cct gtc act ggt gaa gtt ttc tgt gag gtc gca cgt 
Glu Asn He Ser Pro Val Thr Gly Glu Val Phe Cys Glu Val Ala Arg 
40 45 50 

ggc acc gca gcg gac gtg gag ctt gca ctg gat get gca cat gca gee 
Gly Thr Ala Ala Asp Val Glu Leu Ala Leu Asp Ala Ala His Ala Ala 
55 60 65 

get gat gcg tgg ggc aag act tct gtc get gaa cgt get ctg ate ctg 
Ala Asp Ala Trp Gly Lys Thr Ser Val Ala Glu Arg Ala Leu He Leu 
70 75 80 85 

cac cgc att gcg gac cgc atg gaa gag cac ctg gaa gaa ate gca gtt 
His Arq He Ala Asp Arg Met Glu Glu His Leu Glu Glu He Ala Val 
90 95 100 



163 



259 



307 



355 



403 



BGI-126CP 
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gca gaa acc tgg gag aac ggc aag gca gtc cgt gag act ctt get gca 451 
Ala Glu Thr Trp Glu Asn Gly Lys Ala Val Arg Glu Thr Leu Ala Ala 
105 HO H5 



gat ate cca ctg gca ate gac cac ttc cgc tac ttt get ggc gcg ate 
Asp lie Pro Leu Ala He Asp His Phe Arg Tyr Phe Ala Gly Ala He 
120 125 130 

cgt get cag gaa gat cgt tec tea cag ate gac cac aac act gtt get 
Arg Ala Gin Glu Asp Arg Ser Ser Gin He Asp His Asn Thr Val Ala 
135 140 145 



ggc tct aat egg att ggc aag att get ttc acc ggt tec acc gag gtc 
Gly Ser Asn Arg He Gly Lys He Ala Phe Thr Gly Ser Thr Glu Val 

235 240 245 



230 



499 



547 



643 



691 



tac cac ttc aac gag cca ate ggt gtt gtt ggt cag ate att cct tgg 595 
Tyr His Phe Asn Glu Pro He Gly Val Val Gly Gin He He Pro Trp 
150 155 160 165 

aac ttc cca ate etc atg get acc tgg aag etc gca ccg gca ctt get 
Asn Phe Pro He Leu Met Ala Thr Trp Lys Leu Ala Pro Ala Leu Ala 
170 175 180 

gca ggt aac gcg ate gtc atg aag cca get gag cag acc cca gca tec 
Ala Gly Asn Ala He Val Met Lys Pro Ala Glu Gin Thr Pro Ala Ser 
185 190 195 

att ttg tat ctg att aac ate ate ggc gat etc ate cca gag ggc gtc 739 
He Leu Tyr Leu He Asn He He Gly Asp Leu He Pro Glu Gly Val 
200 205 210 

etc aac ate gtc aac gga etc ggc ggt gaa gca ggc get gca ctg tec 787 
Leu Asn He Val Asn Gly Leu Gly Gly Glu Ala Gly Ala Ala Leu Ser 
215 220 225 



835 



883 



ggc aag ctg ate aac cgc get gca tec gac aag ate att cct gtc acc 
Gly Lys Leu He Asn Arg Ala Ala Ser Asp Lys He He Pro Val Thr 
250 255 260 

ctg gag etc ggc ggt aag tec cca tec ate ttc ttc tec gat gtt ctg 
Leu Glu Leu Gly Gly Lys Ser Pro Ser He Phe Phe Ser Asp Val Leu 
265 270 275 

tea cag gat gac gec ttc gca gag aag gca gtt gaa ggc ttc gcg atg 
Ser Gin Asp Asp Ala Phe Ala Glu Lys Ala Val Glu Gly Phe Ala Met 
280 285 290 

ttc gee etc aat cag ggt gaa gtt tgt acc tgt cct tec cgt gca ctt 
Phe Ala Leu Asn Gin Gly Glu Val Cys Thr Cys Pro Ser Arg Ala Leu 
295 300 305 

gtt cat gag tec ate get gat gaa ttc etc gag ctt ggc gtg aag cga 1075 
Val His Glu Ser He Ala Asp Glu Phe Leu Glu Leu Gly Val Lys Arg 
310 315 320 325 

gtt cag aac ate aag ctg ggt aac cca ctt gat act gaa acc atg atg 1123 
Val Gin Asn He Lys Leu Gly Asn Pro Leu Asp Thr Glu Thr Met Met 
330 335 340 

ggt get cag gcg tec cag gag cag atg gac aag ate tec tec tac ctg 1171 



931 



979 



1027 



BGI-126CP 
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Gly Ala Gin Ala Ser Gin Glu Gin Met Asp Lys lie Ser Ser Tyr Leu 
345 350 355 

aag ate ggc cca gaa gaa ggc get caa acc etc act ggt ggc aag gtc 1219 
Lys lie Gly Pro Glu Glu Gly Ala Gin Thr Leu Thr Gly Gly Lys Val 
360 365 370 

aac aag gtt gat ggc atg gag aac ggt tac tac att gag cca acc gtt 1267 
Asn Lys Val Asp Gly Met Glu Asn Gly Tyr Tyr lie Glu Pro Thr Val 
375 380 385 

ttc cgc ggc acc aac gac atg agg ate ttc cgc gag gaa ate ttc gga 1315 
Phe Arg Gly Thr Asn Asp Met Arg lie Phe Arg Glu Glu lie Phe Gly 
390 395 400 405 

cca gtc ctt tct gtt get acc ttc age gac ttc gat gag gec ate cgt 1363 
Pro Val Leu Ser Val Ala Thr Phe Ser Asp Phe Asp Glu Ala lie Arg 
410 415 420 

att gca aac gac acc aac tac ggc etc ggc get ggt gtc tgg age cgt 1411 
He Ala Asn Asp Thr Asn Tyr Gly Leu Gly Ala Gly Val Trp Ser Arg 
425 430 435 

gac caa aac acc att tat cgt gca ggt cgc gca ate cag get ggt cga 1459 
Asp Gin Asn Thr He Tyr Arg Ala Gly Arg Ala He Gin Ala Gly Arg 
440 445 450 

gtt tgg gtc aac cag tac cac aac tac cca gcg cac tec get ttc ggt 1507 
Val Trp Val Asn Gin Tyr His Asn Tyr Pro Ala His Ser Ala Phe Gly 
455 460 465 

gga tac aag gag tec ggc ate ggc cgt gag aac cac etc atg atg ctg 1555 
Gly Tyr Lys Glu Ser Gly He Gly Arg Glu Asn His Leu Met Met Leu 
470 475 480 485 

aac cac tac cag cag acc aag aac ctg ttg gtc tec tac gat cca aac 1603 
Asn His Tyr Gin Gin Thr Lys Asn Leu Leu Val Ser Tyr Asp Pro Asn 
490 495 500 

cca acc gga ctg ttc tgatctaagc gttaagtcct aga 1641 
Pro Thr Gly Leu Phe 
505 



<210> 218 
<211> 506 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 218 

Met Thr Val Tyr Ala Asn Pro Gly Thr Glu Gly Ser He Val Asn Tyr 
15 10 15 

Glu Lys Arg Tyr Glu Asn Tyr He Gly Gly Lys Trp Val Pro Pro Val 
20 25 30 

Glu Gly Gin Tyr Leu Glu Asn He Ser Pro Val Thr Gly Glu Val Phe 
35 40 45 



Cys Glu Val Ala Arg Gly Thr Ala Ala Asp Val Glu Leu Ala Leu Asp 
50 55 60 



BGI-126CP 



Ala Ala His Ala 
65 

Arg Ala Leu lie 



Glu Glu lie Ala 
100 

Glu Thr Leu Ala 
115 

Phe Ala Gly Ala 
130 

His Asn Thr Val 
145 

Gin lie lie Pro 



Ala Pro Ala Leu 
180 

Gin Thr Pro Ala 
195 

lie Pro Glu Gly 
210 

Gly Ala Ala Leu 
225 

Gly Ser Thr Glu 



He He Pro Val 
260 

Phe Ser Asp Val 
275 

Glu Gly Phe Ala 
290 

Pro Ser Arg Ala 
305 

Leu Gly Val Lys 



Thr Glu Thr Met 
340 

He Ser Ser Tyr 

355 

Thr Gly Gly Lys 
370 



Ala Ala Asp Ala 
70 

Leu His Arg He 
85 

Val Ala Glu Thr 



Ala Asp He Pro 
120 

He Arg Ala Gin 
135 

Ala Tyr His Phe 
150 

Trp Asn Phe Pro 
165 

Ala Ala Gly Asn 



Ser He Leu Tyr 
200 

Val Leu Asn He 
215 

Ser Gly Ser Asn 
230 

Val Gly Lys Leu 
245 

Thr Leu Glu Leu 



Leu Ser Gin Asp 
280 

Met Phe Ala Leu 
295 

Leu Val His Glu 
310 

Arg Val Gin Asn 
325 

Met Gly Ala Gin 



Leu Lys He Gly 
360 

Val Asn Lys Val 
375 



-311 - 



Trp Gly Lys Thr 
75 

Ala Asp Arg Met 
90 

Trp Glu Asn Gly 
105 

Leu Ala He Asp 



Glu Asp Arg Ser 
140 

Asn Glu Pro He 
155 

He Leu Met Ala 
170 

Ala He Val Met 
185 

Leu He Asn lie 



Val Asn Gly Leu 
220 

Arg He Gly Lys 
235 

He Asn Arg Ala 
250 

Gly Gly Lys Ser 
265 

Asp Ala Phe Ala 



Asn Gin Gly Glu 
300 

Ser He Ala Asp 
315 

He Lys Leu Gly 
330 

Ala Ser Gin Glu 
345 

Pro Glu Glu Gly 



Asp Gly Met Glu 
380 



Ser Val Ala Glu 
80 

Glu Glu His Leu 
95 

Lys Ala Val Arg 
110 

His Phe Arg Tyr 
125 

Ser Gin He Asp 



Gly Val Val Gly 
160 

Thr Trp Lys Leu 
175 

Lys Pro Ala Glu 
190 

He Gly Asp Leu 
205 

Gly Gly Glu Ala 



He Ala Phe Thr 
240 

Ala Ser Asp Lys 
255 

Pro Ser He Phe 
270 

Glu Lys Ala Val 
285 

Val Cys Thr Cys 



Glu Phe Leu Glu 
320 

Asn Pro Leu Asp 
335 

Gin Met Asp Lys 
350 

Ala Gin Thr Leu 
365 

Asn Gly Tyr Tyr 
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Ile Glu Pro Thr Val Phe Arg Gly Thr Asn Asp Met Arg He Phe Arg 
385 390 395 400 

Glu Glu He Phe Gly Pro Val Leu Ser Val Ala Thr Phe Ser Asp Phe 
405 410 415 

Asp Glu Ala He Arg He Ala Asn Asp Thr Asn Tyr Gly Leu Gly Ala 
420 425 430 

Gly Val Trp Ser Arg Asp Gin Asn Thr He Tyr Arg Ala Gly Arg Ala 
435 440 445 

He Gin Ala Gly Arg Val Trp Val Asn Gin Tyr His Asn Tyr Pro Ala 
450 455 460 

His Ser Ala Phe Gly Gly Tyr Lys Glu Ser Gly He Gly Arg Glu Asn 
465 470 475 480 

His Leu Met Met Leu Asn His Tyr Gin Gin Thr Lys Asn Leu Leu Val 
485 490 495 

Ser Tyr Asp Pro Asn Pro Thr Gly Leu Phe 
500 505 



<210> 219 
<211> 430 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (430) 

<223> RXN03061 

<400> 219 rn 
ctgccaccac tggtcattgc agaggacact ctccgtgatg gtcttcaggt gttagtcgca 60 



qccctagagc gcgaaaccgc gcaccagaag gtgggctaaa gtg tct ttg acc ttc 
^ Val Ser Leu Thr Phe 



cca gta ate aac ccc age gat ggc tec acc ate acc gag eta gaa aac 
Pro Val He Asn Pro Ser Asp Gly Ser Thr He Thr Glu Leu Glu Asn 
10 15 20 



115 



163 



cac gat tec acc cag tgg atg tec gcg etc tct gat gca gtt gca get 211 
His Asp Ser Thr Gin Trp Met Ser Ala Leu Ser Asp Ala Val Ala Ala 
25 30 35 



ggt cct tea tgg get gcg aaa act ccc cgc gaa aga tec gtg gta etc 
Gly Pro Ser Trp Ala Ala Lys Thr Pro Arg Glu Arg Ser Val Val Leu 
40 45 50 

acc gca ate ttc gaa gca ctg acc gaa cgc gee caa gaa ctt gca gag 
Thr Ala He Phe Glu Ala Leu Thr Glu Arg Ala Gin Glu Leu Ala Glu 
55 60 65 

ate ate cac ctg gaa get gga aaa tec gat gca gaa get ctt ggt gaa 
He He His Leu Glu Ala Gly Lys Ser Asp Ala Glu Ala Leu Gly Glu 
70 75 80 85 



259 



307 



355 
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gtc get tat ggt gca gaa tac ttc cgt tgg ttt gcg gaa gaa gca gtg 
Val Ala Tyr Gly Ala Glu Tyr Phe Arg Trp Phe Ala Glu Glu Ala Val 
90 95 100 



403 



cgc ctg ccc ggc cgc tac gga cag tea 
Arg Leu Pro Gly Arg Tyr Gly Gin Ser 
105 HO 



430 



<210> 220 
<211> 110 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 220 

Val Ser Leu Thr Phe Pro Val He Asn Pro Ser Asp Gly Ser Thr He 
15 10 15 

Thr Glu Leu Glu Asn His Asp Ser Thr Gin Trp Met Ser Ala Leu Ser 
20 25 30 

Asp Ala Val Ala Ala Gly Pro Ser Trp Ala Ala Lys Thr Pro Arg Glu 
35 40 45 

Arg Ser Val Val Leu Thr Ala He Phe Glu Ala Leu Thr Glu Arg Ala 
50 55 60 

Gin Glu Leu Ala Glu He He His Leu Glu Ala Gly Lys Ser Asp Ala 
65 70 75 80 

Glu Ala Leu Gly Glu Val Ala Tyr Gly Ala Glu Tyr Phe Arg Trp Phe 
85 90 95 

Ala Glu Glu Ala Val Arg Leu Pro Gly Arg Tyr Gly Gin Ser 
100 105 HO 



<210> 221 
<211> 747 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (724) 

<223> RXN03150 

<400> 221 

tttaacagag tgcgtttcaa tgcctgtagt gttccggcaa ttttgaatgt cgttacggtt 

acccaaggct gaattcctga gctcaccttg tacaagatca gtg gaa gec cag ttc 

Val Glu Ala Gin Phe 
1 5 

acc tct ccc ctg etc aac aat ggg caa acc tgt ttc ctt ggt acc cga 
Thr Ser Pro Leu Leu Asn Asn Gly Gin Thr Cys Phe Leu Gly Thr Arg 
10 15 20 

ate ctt get cca aaa tea cgt tac gcg gaa gta gtc gat gca ttc acc 
He Leu Ala Pro Lys Ser Arg Tyr Ala Glu Val Val Asp Ala Phe Thr 
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25 30 35 

get ttc get ggc age ctg cag gtt gga gtc acg tec tec cct gac act 
Ala Phe Ala Gly Ser Leu Gin Val Gly Val Thr Ser Ser Pro Asp Thr 
40 45 50 

cag ate gga ccg atg gcg act gee egg cag cgt gag cgc gtg gaa tec 
Gin lie Gly Pro Met Ala Thr Ala Arg Gin Arg Glu Arg Val Glu Ser 
55 60 65 



150 155 



160 165 



259 



307 



tac att tec caa ggc aaa aat get gga gee cgc ate act gtc ggt ggc 355 
Tyr He Ser Gin Gly Lys Asn Ala Gly Ala Arg He Thr Val Gly Gly 
70 75 80 85 

age cgt cca cga gat ctt gac gee gga ttc ttc gtt gag cca aca gtg 
Ser Arg Pro Arg Asp Leu Asp Ala Gly Phe Phe Val Glu Pro Thr Val 
90 95 100 

ttc gec gat gta gac aat cgc gca gec att gee caa gat gaa ate ttc 
Phe Ala Asp Val Asp Asn Arg Ala Ala He Ala Gin Asp Glu He Phe 
105 HO H5 

gga ccg gtg ccc tct gtt gtt tec tac caa gac gat gaa cac gee ate 
Gly Pro Val Pro Ser Val Val Ser Tyr Gin Asp Asp Glu His Ala He 
120 125 130 

caa eta gee aac gat tec gaa ttc ggt etc ggc gga act gtc tgg acg 
Gin Leu Ala Asn Asp Ser Glu Phe Gly Leu Gly Gly Thr Val Trp Thr 
135 140 145 

age gat ccc gag cgc ggc get gca ttg gee cgc cga gtt cac aca gga 
Ser Asp Pro Glu Arg Gly Ala Ala Leu Ala Arg Arg Val His Thr Gly 



403 



451 



499 



547 



595 



643 



691 



acc att ggc ate aac cgc tat ate cct gat ccc gee gca cca ttt gga 
Thr He Gly He Asn Arg Tyr He Pro Asp Pro Ala Ala Pro Phe Gly 
170 175 180 

ggt gtg aaa aac agt ggc ctt ggc aga gaa etc ggc ccc gaa ggt ctt 
Gly Val Lys Asn Ser Gly Leu Gly Arg Glu Leu Gly Pro Glu Gly Leu 
185 190 195 

get tec tac caa gaa acc caa acc att tat etc taatccaaac tgcacctata 744 
Ala Ser Tyr Gin Glu Thr Gin Thr He Tyr Leu 
200 205 



tat 



747 



<210> 222 
<211> 208 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 222 

Val Glu Ala Gin Phe Thr Ser Pro Leu Leu Asn Asn Gly Gin Thr Cys 
15 10 15 

Phe Leu Gly Thr Arg He Leu Ala Pro Lys Ser Arg Tyr Ala Glu Val 
20 25 30 
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Val Asp Ala Phe Thr Ala Phe Ala Gly Ser Leu Gin Val Gly Val Thr 
35 40 45 

Ser Ser Pro Asp Thr Gin lie Gly Pro Met Ala Thr Ala Arg Gin Arg 
50 55 60 

Glu Arg Val Glu Ser Tyr He Ser Gin Gly Lys Asn Ala Gly Ala Arg 
65 70 75 80 

He Thr Val Gly Gly Ser Arg Pro Arg Asp Leu Asp Ala Gly Phe Phe 
85 90 95 

Val Glu Pro Thr Val Phe Ala Asp Val Asp Asn Arg Ala Ala He Ala 
100 105 HO 

Gin Asp Glu He Phe Gly Pro Val Pro Ser Val Val Ser Tyr Gin Asp 
115 120 125 

Asp Glu His Ala He Gin Leu Ala Asn Asp Ser Glu Phe Gly Leu Gly 
130 135 140 

Gly Thr Val Trp Thr Ser Asp Pro Glu Arg Gly Ala Ala Leu Ala Arg 
145 150 155 160 

Arg Val His Thr Gly Thr He Gly He Asn Arg Tyr He Pro Asp Pro 
165 170 175 

Ala Ala Pro Phe Gly Gly Val Lys Asn Ser Gly Leu Gly Arg Glu Leu 
180 185 190 

Gly Pro Glu Gly Leu Ala Ser Tyr Gin Glu Thr Gin Thr He Tyr Leu 
195 200 205 



<210> 223 
<211> 881 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (858) 
<223> RXN01340 

<400> 223 

aaa gtg ggg gag ate ate gec tec gtc ttt gat acc ttt aat ate ccg 

Lys Val Gly Glu He He Ala Ser Val Phe Asp Thr Phe Asn He Pro 
15 10 15 



gca gaa etc atg get gat cct cgc ttg get aaa gtc acc ttc act gga 
Ala Glu Leu Met Ala Asp Pro Arg Leu Ala Lys Val Thr Phe Thr Gly 
35 40 45 

tea acc aac gtg gga cgc ate ctg gtc cgc caa tec gcg gac cga ctg 



48 



cag ggc ttg gtc tea ate ate acc acc act cga gat gca gag eta teg 96 
Gin Gly Leu Val Ser He He Thr Thr Thr Arg Asp Ala Glu Leu Ser 
20 25 30 



144 



192 
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Ser Thr Asn Val Gly Arg lie Leu Val Arg Gin Ser Ala Asp Arg Leu 
50 55 60 

ctg cgc acc tec atg gaa etc ggc gga aat gca get ttt gtt ate gac 
Leu Arg Thr Ser Met Glu Leu Gly Gly Asn Ala Ala Phe Val lie Asp 
65 70 75 80 



240 



gaa gec gca gac etc gac gaa gec gta tec ggt gee ate gec gca aaa 288 
Glu Ala Ala Asp Leu Asp Glu Ala Val Ser Gly Ala lie Ala Ala Lys 
85 90 95 

etc cgc aac gec ggc caa gta tgc ate gca get aac cgt ttc ttg gtt 336 
Leu Arg Asn Ala Gly Gin Val Cys lie Ala Ala Asn Arg Phe Leu Val 
100 105 110 

cat gaa tec cgc get gec gaa ttc acc tea aag ctg gcg aca gec atg 384 
His Glu Ser Arg Ala Ala Glu Phe Thr Ser Lys Leu Ala Thr Ala Met 
115 120 125 

cag aac act ccc att ggg ccg gtg att tct gee cgc caa cgc gac egg 432 
Gin Asn Thr Pro lie Gly Pro Val lie Ser Ala Arg Gin Arg Asp Arg 
130 135 140 

ate gca gca eta gtg gat gaa gec ate acc gac ggc gee cgc etc ate 480 
lie Ala Ala Leu Val Asp Glu Ala lie Thr Asp Gly Ala Arg Leu lie 
145 150 155 160 

ate ggt ggg gag gtc ccc gac ggc tec ggc ttc ttc tat cca gec acc 528 
lie Gly Gly Glu Val Pro Asp Gly Ser Gly Phe Phe Tyr Pro Ala Thr 
165 170 175 

ate ttg gec gat gtc cct gca cag tea egg att gtg cat gag gaa ate 576 
lie Leu Ala Asp Val Pro Ala Gin Ser Arg lie Val His Glu Glu lie 
180 185 190 

ttc gga cct gtg gee acc att gee act ttc acc gac ttg gee gaa ggc 624 
Phe Gly Pro Val Ala Thr lie Ala Thr Phe Thr Asp Leu Ala Glu Gly 
195 200 205 

gtt gca caa gca aat tec acc gaa ttc ggc etc gca gee tac gga ttc 672 
Val Ala Gin Ala Asn Ser Thr Glu Phe Gly Leu Ala Ala Tyr Gly Phe 
210 215 220 

age aac aat gtg aaa gca aca cag tac atg gcg gaa cac ttg gaa gec 720 
Ser Asn Asn Val Lys Ala Thr Gin Tyr Met Ala Glu His Leu Glu Ala 
225 230 235 240 

gga atg gtc gga ate aac aga ggc gee ate tct gac cca gca gca cct 768 
Gly Met Val Gly lie Asn Arg Gly Ala lie Ser Asp Pro Ala Ala Pro 
245 250 255 

ttt ggc ggc ate gga caa tec ggc ttc ggc aga gaa ggc gga acc gaa 816 
Phe Gly Gly lie Gly Gin Ser Gly Phe Gly Arg Glu Gly Gly Thr Glu 
260 265 270 

gga ate gaa gaa tat etc tec gtg cgt tac etc get ttg ccg 858 
Gly lie Glu Glu Tyr Leu Ser Val Arg Tyr Leu Ala Leu Pro 
275 280 285 



tgacacatga gctgtccggt gaa 



881 
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<210> 224 
<211> 286 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 224 

Lys Val Gly Glu He He Ala Ser Val Phe Asp Thr Phe Asn He Pro 
1 5 10 15 

Gin Gly Leu Val Ser He He Thr Thr Thr Arg Asp Ala Glu Leu Ser 
20 25 30 

Ala Glu Leu Met Ala Asp Pro Arg Leu Ala Lys Val Thr Phe Thr Gly 
35 40 45 

Ser Thr Asn Val Gly Arg He Leu Val Arg Gin Ser Ala Asp Arg Leu 
50 55 60 

Leu Arq Thr Ser Met Glu Leu Gly Gly Asn Ala Ala Phe Val He Asp 
65 70 75 80 

Glu Ala Ala Asp Leu Asp Glu Ala Val Ser Gly Ala He Ala Ala Lys 
85 90 95 

Leu Arg Asn Ala Gly Gin Val Cys He Ala Ala Asn Arg Phe Leu Val 
100 105 HO 

His Glu Ser Arg Ala Ala Glu Phe Thr Ser Lys Leu Ala Thr Ala Met 
115 120 125 

Gin Asn Thr Pro He Gly Pro Val He Ser Ala Arg Gin Arg Asp Arg 
130 135 140 

He Ala Ala Leu Val Asp Glu Ala He Thr Asp Gly Ala Arg Leu He 
145 150 155 160 

He Gly Gly Glu Val Pro Asp Gly Ser Gly Phe Phe Tyr Pro Ala Thr 
165 170 175 

He Leu Ala Asp Val Pro Ala Gin Ser Arg He Val His Glu Glu He 
180 185 190 

Phe Gly Pro Val Ala Thr He Ala Thr Phe Thr Asp Leu Ala Glu Gly 
195 200 205 

Val Ala Gin Ala Asn Ser Thr Glu Phe Gly Leu Ala Ala Tyr Gly Phe 
210 215 220 

Ser Asn Asn Val Lys Ala Thr Gin Tyr Met Ala Glu His Leu Glu Ala 
225 230 235 240 

Gly Met Val Gly He Asn Arg Gly Ala He Ser Asp Pro Ala Ala Pro 
245 250 255 

Phe Gly Gly He Gly Gin Ser Gly Phe Gly Arg Glu Gly Gly Thr Glu 
260 265 270 

Gly He Glu Glu Tyr Leu Ser Val Arg Tyr Leu Ala Leu Pro 
275 280 285 
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<210> 225 
<211> 1686 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1663) 
<223> RXN01498 

<400> 225 

cagtggacaa ctacttggcg ggtcttaaat cagctgtgaa ggattctgca taagctgggc 60 

accacacgag catcagaacg cgaaacgaag gtaaaagccc atg ate aaa cgt ctt 115 

Met He Lys Arg Leu 
1 5 

cct tta ggt ccg ctg cct aaa gaa ctt cat cag act ctg ctt gat ctg 
Pro Leu Gly Pro Leu Pro Lys Glu Leu His Gin Thr Leu Leu Asp Leu 
10 15 20 



act ggc gag acc etc gga ttt ggt ttt gat ggt gat gag caa gac gtc 
Thr Gly Glu Thr Leu Gly Phe Gly Phe Asp Gly Asp Glu Gin Asp Val 
40 45 50 

gag cat get ttt gca ctt tea agg gca gec cag aaa aag tgg gtg cac 
Glu His Ala Phe Ala Leu Ser Arg Ala Ala Gin Lys Lys Trp Val His 
55 60 65 

acc acg gca gtg gaa egg aag aag ate ttc ctg aag gtt cat gat ctg 
Thr Thr Ala Val Glu Arg Lys Lys He Phe Leu Lys Val His Asp Leu 
70 75 80 85 

gta ttg aaa aac cgt gag ctg etc atg gac ate gtg cag ttg gaa aca 
Val Leu Lys Asn Arg Glu Leu Leu Met Asp He Val Gin Leu Glu Thr 
90 95 100 



acc acc cgc ttc tac gca aac aat gca gga aag ttt tta aat gac aag 
Thr Thr Arg Phe Tyr Ala Asn Asn Ala Gly Lys Phe Leu Asn Asp Lys 
120 125 130 

aaa cgc ccc ggc gcg ctt ccg ate ate acg aaa aac aca caa cag tat 
Lys Arg Pro Gly Ala Leu Pro He He Thr Lys Asn Thr Gin Gin Tyr 
135 140 145 

gtg ccc aag gga gtg gtc ggg cag ate acg ccg tgg aat tac cct tta 
Val Pro Lys Gly Val Val Gly Gin He Thr Pro Trp Asn Tyr Pro Leu 
150 155 160 165 

act ttg gga gta tct gat get gtt ccg gcg ctg ctg gca gga aac gca 
Thr Leu Gly Val Ser Asp Ala Val Pro Ala Leu Leu Ala Gly Asn Ala 
170 175 180 



163 



acc gca aat gec caa gat gcg gcg aaa gtg gag gtt ata gcg cca ttt 211 
Thr Ala Asn Ala Gin Asp Ala Ala Lys Val Glu Val He Ala Pro Phe 
25 30 35 



259 



307 



355 



403 



ggc aaa aat cga gca teg get gec gat gag gtg ttg gac gtt gcg ate 451 
Gly Lys Asn Arg Ala Ser Ala Ala Asp Glu Val Leu Asp Val Ala He 
105 HO H5 



499 



547 



595 



643 
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gtg gtg get aaa cct gac etc gcg aca cct ttc tec tgc ttg ate atg 
Val Val Ala Lys Pro Asp Leu Ala Thr Pro Phe Ser Cys Leu lie Met 
185 190 195 



691 



gtg cac ctg etc att gaa gee ggt ctg ccg cgt gat ttg atg cag gtt 739 
Val His Leu Leu lie Glu Ala Gly Leu Pro Arg Asp Leu Met Gin Val 
200 205 210 



gtc acc ggc cct ggc gat att gtt ggc ggt gcg att gca get cag tgt 
Val Thr Gly Pro Gly Asp He Val Gly Gly Ala He Ala Ala Gin Cys 
215 220 225 

gat ttc etc atg ttc act gga tec acg gee acg ggc egg ate ttg ggt 
Asp Phe Leu Met Phe Thr Gly Ser Thr Ala Thr Gly Arg He Leu Gly 
230 235 240 245 

egg aca atg ggt gag cgt ttg gtg ggt ttc tct gcg gaa tta ggc gga 
Arg Thr Met Gly Glu Arg Leu Val Gly Phe Ser Ala Glu Leu Gly Gly 
250 255 260 

aag aac cct ctt att gtg gee aag gat gca gat ctg gac aag gtg gaa 
Lys Asn Pro Leu He Val Ala Lys Asp Ala Asp Leu Asp Lys Val Glu 
265 270 275 

get gag ctt ccg cag gcg tgt ttt tec aac teg ggg caa ttg tgt gtc 
Ala Glu Leu Pro Gin Ala Cys Phe Ser Asn Ser Gly Gin Leu Cys Val 
280 285 290 

tec act gaa cgt att tat gtc gag gaa gac gtg tac gag gag gtg att 
Ser Thr Glu Arg He Tyr Val Glu Glu Asp Val Tyr Glu Glu Val He 
295 300 305 

gca egg ttt age aag gcg gcg aaa gec atg tec att ggt gee gga ttt 
Ala Arg Phe Ser Lys Ala Ala Lys Ala Met Ser He Gly Ala Gly Phe 
310 315 320 325 



ctg tgc ggt ggc aag tea cgc cct gat att ggt ccc ttc ttc tat gag 
Leu Cys Gly Gly Lys Ser Arg Pro Asp He Gly Pro Phe Phe Tyr Glu 
360 365 370 



gaa gee gtc gat aag gca aat ggc acg ccc tac ggc ctg aat gcg tec 
Glu Ala Val Asp Lys Ala Asn Gly Thr Pro Tyr Gly Leu Asn Ala Ser 
410 415 420 



787 



835 



883 



931 



97 9 



1027 



1075 



gag tgg aaa tat gag atg ggt teg ttg ate aat cac gcg cag ctg gat 1123 
Glu Trp Lys Tyr Glu Met Gly Ser Leu He Asn His Ala Gin Leu Asp 
330 335 340 

egg gtg age acc ttt gtt gat cag get aaa get gcg ggc gee acg gtg 1171 
Arg Val Ser Thr Phe Val Asp Gin Ala Lys Ala Ala Gly Ala Thr Val 
345 350 355 



1219 



ccc acg gta ttg gcg gat gtc cca gag ggc acc cca ctg etc acg gag 1267 
Pro Thr Val Leu Ala Asp Val Pro Glu Gly Thr Pro Leu Leu Thr Glu 
375 380 385 

gaa gtc ttc ggg ccg gtg gtg ttc ate gaa aag gta gec aca ctg gaa 1315 
Glu Val Phe Gly Pro Val Val Phe He Glu Lys Val Ala Thr Leu Glu 
390 395 400 405 



1363 
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gtc ttt ggg teg teg gaa acc ggc aat ctt gtt gca ggc cag ctg gaa 1411 
Val Phe Gly Ser Ser Glu Thr Gly Asn Leu Val Ala Gly Gin Leu Glu 
425 430 435 



get ggc ggt ate ggt att aat gat ggc tac gec gcg acg tgg gcg age 
Ala Gly Gly He Gly He Asn Asp Gly Tyr Ala Ala Thr Trp Ala Ser 
440 445 450 

gtg tec acg cct ctg ggt ggc atg aag cag teg ggg ctg ggg cac cgc 
Val Ser Thr Pro Leu Gly Gly Met Lys Gin Ser Gly Leu Gly His Arg 
455 460 465 

cat ggt gcg gag gga att aca aaa tat gcg gag ate cga aac ate gcg 
His Gly Ala Glu Gly He Thr Lys Tyr Ala Glu He Arg Asn He Ala 
470 475 480 485 

gag cag cgc tgg atg tct atg cgt ggg ccg gee aaa atg ccg cga aag 
Glu Gin Arg Trp Met Ser Met Arg Gly Pro Ala Lys Met Pro Arg Lys 
490 495 500 

gtg tac tea gac acc gtg gee aca gcg eta aag ctg ggc aaa ate ttt 
Val Tyr Ser Asp Thr Val Ala Thr Ala Leu Lys Leu Gly Lys He Phe 
505 510 515 

aaa gtt ttg ccg tagcaaaaag ccggaccctt get 
Lys Val Leu Pro 
520 



<210> 226 
<211> 521 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 226 

Met He Lys Arg Leu Pro Leu Gly Pro Leu Pro Lys Glu Leu His Gin 
15 10 15 

Thr Leu Leu Asp Leu Thr Ala Asn Ala Gin Asp Ala Ala Lys Val Glu 
20 25 30 

Val He Ala Pro Phe Thr Gly Glu Thr Leu Gly Phe Gly Phe Asp Gly 
35 40 45 

Asp Glu Gin Asp Val Glu His Ala Phe Ala Leu Ser Arg Ala Ala Gin 
50 55 60 

Lys Lys Trp Val His Thr Thr Ala Val Glu Arg Lys Lys He Phe Leu 
65 70 75 80 

Lys Val His Asp Leu Val Leu Lys Asn Arg Glu Leu Leu Met Asp He 
85 90 95 

Val Gin Leu Glu Thr Gly Lys Asn Arg Ala Ser Ala Ala Asp Glu Val 
100 105 HO 

Leu Asp Val Ala He Thr Thr Arg Phe Tyr Ala Asn Asn Ala Gly Lys 
115 120 125 

Phe Leu Asn Asp Lys Lys Arg Pro Gly Ala Leu Pro He He Thr Lys 
130 135 140 



1459 



1507 



1555 



1603 



1651 



1686 
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Asn Thr Gin Gin Tyr 
145 

Trp Asn Tyr Pro Leu 
165 

Leu Ala Gly Asn Ala 
180 

Ser Cys Leu lie Met 
195 

Asp Leu Met Gin Val 
210 

lie Ala Ala Gin Cys 
225 

Gly Arg lie Leu Gly 
245 

Ala Glu Leu Gly Gly 
260 

Leu Asp Lys Val Glu 
275 

Gly Gin Leu Cys Val 
290 

Tyr Glu Glu Val lie 
305 

lie Gly Ala Gly Phe 
325 

His Ala Gin Leu Asp 
340 

Ala Gly Ala Thr Val 
355 

Pro Phe Phe Tyr Glu 
370 

Pro Leu Leu Thr Glu 
385 

Val Ala Thr Leu Glu 
405 

Gly Leu Asn Ala Ser 
420 

Ala Gly Gin Leu Glu 
435 

Ala Thr Trp Ala Ser 
450 



Val Pro Lys Gly Val 
150 

Thr Leu Gly Val Ser 
170 

Val Val Ala Lys Pro 
185 

Val His Leu Leu lie 
200 

Val Thr Gly Pro Gly 
215 

Asp Phe Leu Met Phe 
230 

Arg Thr Met Gly Glu 
250 

Lys Asn Pro Leu lie 
265 

Ala Glu Leu Pro Gin 
280 

Ser Thr Glu Arg lie 
295 

Ala Arg Phe Ser Lys 
310 

Glu Trp Lys Tyr Glu 
330 

Arg Val Ser Thr Phe 
345 

Leu Cys Gly Gly Lys 
360 

Pro Thr Val Leu Ala 
375 

Glu Val Phe Gly Pro 
390 

Glu Ala Val Asp Lys 
410 

Val Phe Gly Ser Ser 
425 

Ala Gly Gly He Gly 
440 

Val Ser Thr Pro Leu 
455 



Val Gly Gin He Thr Pro 
155 160 

Asp Ala Val Pro Ala Leu 
175 

Asp Leu Ala Thr Pro Phe 
190 

Glu Ala Gly Leu Pro Arg 
205 

Asp He Val Gly Gly Ala 
220 

Thr Gly Ser Thr Ala Thr 
235 240 

Arg Leu Val Gly Phe Ser 
255 

Val Ala Lys Asp Ala Asp 
270 

Ala Cys Phe Ser Asn Ser 
285 

Tyr Val Glu Glu Asp Val 
300 

Ala Ala Lys Ala Met Ser 
315 320 

Met Gly Ser Leu lie Asn 
335 

Val Asp Gin Ala Lys Ala 
350 

Ser Arg Pro Asp Tie Gly 
365 

Asp Val Pro Glu Gly Thr 
380 

Val Val Phe He Glu Lys 
395 400 

Ala Asn Gly Thr Pro Tyr 
415 

Glu Thr Gly Asn Leu Val 
430 

He Asn Asp Gly Tyr Ala 
445 

Gly Gly Met Lys Gin Ser 
460 
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Gly Leu Gly His 
465 

lie Arg Asn lie 



Lys Met Pro Arg 
500 

Leu Gly Lys lie 
515 



Arg His Gly Ala 
470 

Ala Glu Gin Arg 
485 

Lys Val Tyr Ser 



Phe Lys Val Leu 
520 



Glu Gly lie Thr 
475 

Trp Met Ser Met 

490 

Asp Thr Val Ala 
505 

Pro 



Lys Tyr Ala Glu 
480 

Arg Gly Pro Ala 
495 

Thr Ala Leu Lys 
510 



<210> 227 
<211> 1575 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1552) 

<223> RXN02674 

<400> 227 

atcgacctct agggcagcag tgattgattt cataaaaatc acaagtttgt aactaaaggt 60 

acagttggtg aagtatccac aatcaacttt aggagacctt gtg act gca aca ttt 115 

Val Thr Ala Thr Phe 
1 5 

get gga ate gac gec acc aaa cac etc ate gga ggt cag tgg gtg gag 163 
Ala Gly He Asp Ala Thr Lys His Leu He Gly Gly Gin Trp Val Glu 
10 15 20 

gga aac teg gat cga att tec acc aat ate aat cct tac gac gat tec 
Gly Asn Ser Asp Arg He Ser Thr Asn He Asn Pro Tyr Asp Asp Ser 
25 30 35 

gta ate gee gaa age aaa caa get tec att get gat gtt gat gee gcg 
Val He Ala Glu Ser Lys Gin Ala Ser He Ala Asp Val Asp Ala Ala 
40 45 50 

tat gaa gee gcg aag aag gee cag get gag tgg gca get acg ccc get 
Tyr Glu Ala Ala Lys Lys Ala Gin Ala Glu Trp Ala Ala Thr Pro Ala 
55 60 65 

gcg gaa cga tct gec ate ate tac cgt gcg get gaa ctt ctt gaa gag 355 
Ala Glu Arg Ser Ala He He Tyr Arg Ala Ala Glu Leu Leu Glu Glu 

75 80 85 



70 



cac egg gag gaa ate gtg gaa tgg ctg ate aag gaa tec ggc teg acg 
His Arg Glu Glu He Val Glu Trp Leu He Lys Glu Ser Gly Ser Thr 
90 95 100 



gaa teg get tea ttc cct ggt cgt gtg cat ggt cga att tct cct teg 
Glu Ser Ala Ser Phe Pro Gly Arg Val His Gly Arg He Ser Pro Ser 
120 125 130 



211 



259 



307 



403 



cgt tec aag get aat ttg gaa ate act ttg gca gga aac ate act aaa 451 
Arg Ser Lys Ala Asn Leu Glu He Thr Leu Ala Gly Asn He Thr Lys 
105 HO H5 



499 



BGI-126CP 



-323 - 



aat act ccg ggc aaa gaa aac cgt gtg tac cgc gta gcc aag ggc gtt 
Asn Thr Pro Gly Lys Glu Asn Arg Val Tyr Arg Val Ala Lys Gly Val 
135 140 145 

gtc gga gtg att agt cca tgg aat ttc cca ctg aac etc teg ate cgc 
Val Gly Val lie Ser Pro Trp Asn Phe Pro Leu Asn Leu Ser lie Arg 
150 155 160 165 

teg gtt get ccg gca eta gcc gtg ggc aac gcc gta gtg att aag cct 
Ser Val Ala Pro Ala Leu Ala Val Gly Asn Ala Val Val He Lys Pro 
170 175 180 

gcg agt gat acc cca gtt act ggt ggt gta att cct gca cga ate ttt 
Ala Ser Asp Thr Pro Val Thr Gly Gly Val He Pro Ala Arg He Phe 
185 190 195 



att tct ttc acc ggt tea acc cca gtc ggt cgt cgt gtc ggt gag ctg 
He Ser Phe Thr Gly Ser Thr Pro Val Gly Arg Arg Val Gly Glu Leu 
230 235 240 245 

gca att aat ggt gga cca atg aaa act gtt gca eta gag etc ggt ggc 
Ala He Asn Gly Gly Pro Met Lys Thr Val Ala Leu Glu Leu Gly Gly 
250 255 260 

aac gcg ccg ttc gtt gtg ctt gcc gac gcc gac ate gac gcc get gcc 
Asn Ala Pro Phe Val Val Leu Ala Asp Ala Asp He Asp Ala Ala Ala 
265 270 275 

cag get gcc gca gtt ggc get ttc eta cac cag gga cag att tgt atg 
Gin Ala Ala Ala Val Gly Ala Phe Leu His Gin Gly Gin He Cys Met 
280 285 290 

tea ate aac cga gtc att gtt gat get gca gtt cat gat gaa ttc eta 
Ser He Asn Arg Val He Val Asp Ala Ala Val His Asp Glu Phe Leu 
295 300 305 

gag aag ttc gtt gaa gca gtg aag aac att cca acc ggc gat cca age 
Glu Lys Phe Val Glu Ala Val Lys Asn He Pro Thr Gly Asp Pro Ser 
310 315 320 325 



547 



595 



643 



691 



gag gag gcc gga gtt cct gca ggc gtg ate age acg gtt gcg ggc gca 739 

Glu Glu Ala Gly Val Pro Ala Gly Val He Ser Thr Val Ala Gly Ala 
200 205 210 

gga tct gaa ate ggt gat cac ttt gtc acc cac gcc gtg cca aag ctg 787 

Gly Ser Glu He Gly Asp His Phe Val Thr His Ala Val Pro Lys Leu 

215 220 225 



835 



883 



931 



979 



1027 



1075 



gca gaa gga acc ctt gtt gga cct gtc att aat gac agt cag etc agt 1123 
Ala Glu Gly Thr Leu Val Gly Pro Val He Asn Asp Ser Gin Leu Ser 
330 335 340 

ggt ttg aag gaa aag ate gag ttg gcc aaa aag gaa ggc gca acc gtc 1171 
Gly Leu Lys Glu Lys He Glu Leu Ala Lys Lys Glu Gly Ala Thr Val 
345 350 355 

cag gtt gaa ggg cca att gaa ggc cga ctg gtt cat ccg cat gtg ttc 1219 
Gin Val Glu Gly Pro He Glu Gly Arg Leu Val His Pro His Val Phe 
360 365 370 
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tct gat gtc acc tct gac atg gaa ate get cgt gag gaa ate ttc gga 1267 
Ser Asp Val Thr Ser Asp Met Glu He Ala Arg Glu Glu He Phe Gly 
375 380 385 

cct etc ate age gtg ctg aag gec gat gat gag gca cac gca gca gag 1315 
Pro Leu He Ser Val ■ Leu Lys Ala Asp Asp Glu Ala His Ala Ala Glu 
390 395 400 405 

ctg gee aat get tec gac ttt ggt ttg age gcg gca gtg tgg teg aag 1363 
Leu Ala Asn Ala Ser Asp Phe Gly Leu Ser Ala Ala Val Trp Ser Lys 
410 415 420 

gat att gat cgt gca gee cag ttt get ctg cag att gat tec ggc atg 1411 
Asp He Asp Arg Ala Ala Gin Phe Ala Leu Gin He Asp Ser Gly Met 
425 430 435 

gtt cac ate aat gac etc acc gtc aac gat gaa cca cac gtg atg ttc 1459 
Val His He Asn Asp Leu Thr Val Asn Asp Glu Pro His Val Met Phe 
440 445 450 

ggt ggt tea aag aac tct ggc etc ggc cgc ttc aac ggc gat tgg gcg 
Gly Gly Ser Lys Asn Ser Gly Leu Gly Arg Phe Asn Gly Asp Trp Ala 
455 460 465 

ate gag gag ttc acc aca gat cga tgg ate ggc ate aag cgc age 1552 
He Glu Glu Phe Thr Thr Asp Arg Trp He Gly He Lys Arg Ser 
470 475 480 



taattgtttt tegaegtaac ccc 



<210> 228 
<211> 484 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 228 

Val Thr Ala Thr Phe Ala Gly He Asp Ala Thr Lys His Leu He Gly 
15 10 15 

Gly Gin Trp Val Glu Gly Asn Ser Asp Arg He Ser Thr Asn He Asn 
20 25 30 

Pro Tyr Asp Asp Ser Val He Ala Glu Ser Lys Gin Ala Ser He Ala 
35 40 45 

Asp Val Asp Ala Ala Tyr Glu Ala Ala Lys Lys Ala Gin Ala Glu Trp 
50 55 60 

Ala Ala Thr Pro Ala Ala Glu Arg Ser Ala He He Tyr Arg Ala Ala 
65 70 75 80 

Glu Leu Leu Glu Glu His Arg Glu Glu He Val Glu Trp Leu He Lys 
85 90 95 

Glu Ser Gly Ser Thr Arg Ser Lys Ala Asn Leu Glu He Thr Leu Ala 
100 105 HO 

Gly Asn He Thr Lys Glu Ser Ala Ser Phe Pro Gly Arg Val His Gly 
115 120 125 



1507 



1575 
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Arg lie Ser Pro 
130 

Val Ala Lys Gly 
145 

Asn Leu Ser lie 



Val Val He Lys 
180 

Pro Ala Arg lie 
195 

Thr Val Ala Gly 
210 

Ala Val Pro Lys 
225 

Arg Val Gly Glu 



Leu Glu Leu Gly 
260 

He Asp Ala Ala 
275 

Gly Gin He Cys 
290 

His Asp Glu Phe 
305 

Thr Gly Asp Pro 



Asp Ser Gin Leu 
340 

Glu Gly Ala Thr 
355 

His Pro His Val 
370 

Glu Glu He Phe 
385 

Ala His Ala Ala 



Ala Val Trp Ser 
420 

He Asp Ser Gly 
435 



Ser Asn Thr Pro 
135 

Val Val Gly Val 
150 

Arg Ser Val Ala 
165 

Pro Ala Ser Asp 



Phe Glu Glu Ala 
200 

Ala Gly Ser Glu 
215 

Leu He Ser Phe 
230 

Leu Ala lie Asn 
245 

Gly Asn Ala Pro 



Ala Gin Ala Ala 
280 

Met Ser He Asn 
295 

Leu Glu Lys Phe 
310 

Ser Ala Glu Gly 
325 

Ser Gly Leu Lys 



Val Gin Val Glu 
360 

Phe Ser Asp Val 
375 

Gly Pro Leu He 
390 

Glu Leu Ala Asn 
405 

Lys Asp He Asp 



Met Val His He 
440 



Gly Lys Glu Asn 
140 

He Ser Pro Trp 
155 

Pro Ala Leu Ala 
170 

Thr Pro Val Thr 
185 

Gly Val Pro Ala 



He Gly Asp His 
220 

Thr Gly Ser Thr 
235 

Gly Gly Pro Met 
250 

Phe Val Val Leu 
265 

Ala Val Gly Ala 



Arg Val He Val 
300 

Val Glu Ala Val 
315 

Thr Leu Val Gly 
330 

Glu Lys He Glu 
345 

Gly Pro He Glu 



Thr Ser Asp Met 
380 

Ser Val Leu Lys 
395 

Ala Ser Asp Phe 
410 

Arg Ala Ala Gin 
425 

Asn Asp Leu Thr 



Arg Val Tyr Arg 



Asn Phe Pro Leu 
160 

Val Gly Asn Ala 
175 

Gly Gly Val He 
190 

Gly Val Tie Ser 
205 

Phe Val Thr His 



Pro Val Gly Arg 
240 

Lys Thr Val Ala 
255 

Ala Asp Ala Asp 
270 

Phe Leu His Gin 
285 

Asp Ala Ala Val 



Lys Asn lie Pro 
320 

Pro Val He Asn 
335 

Leu Ala Lys Lys 
350 

Gly Arg Leu Val 
365 

Glu He Ala Arg 



Ala Asp Asp Glu 
400 

Gly Leu Ser Ala 
415 

Phe Ala Leu Gin 
430 

Val Asn Asp Glu 
445 



Pro His Val Met Phe Gly Gly Ser Lys Asn Ser Gly Leu Gly Arg Phe 
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450 455 460 

Asn Gly Asp Trp Ala lie Glu Glu Phe Thr Thr Asp Arg Trp lie Gly 
465 470 475 480 

lie Lys Arg Ser 



<210> 229 
<211> 2034 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (2011) 
<223> RXN00868 

<400> 229 

cgatgaccca gcgcacgcct gggttcgaga tacatggacc gggcaagcat ttgatgatcg 60 

cttgccatat gagaacgcaa acaaggaggg ataaaatttc atg get gaa acg aag 115 

Met Ala Glu Thr Lys 

1 5 

aga atg aca gtt age cag gca ctg gtt gaa ttc ctt ggt cac cag tgg 163 

Arg Met Thr Val Ser Gin Ala Leu Val Glu Phe Leu Gly His Gin Trp 

10 15 20 

act gtc gac ggc gat ate cgc gag cgc ace att cca ggc atg ttc gga 211 
Thr Val Asp Gly Asp lie Arg Glu Arg Thr lie Pro Gly Met Phe Gly 
25 30 35 

att ttc gga cac gga aac gtt get ggc att ggc cag gca etc aag cag 259 
lie Phe Gly His Gly Asn Val Ala Gly He Gly Gin Ala Leu Lys Gin 
40 45 50 

tac aac gtt gaa caa cct gag etc atg ccg tac tac cag get cgt aat 307 
Tyr Asn Val Glu Gin Pro Glu Leu Met Pro Tyr Tyr Gin Ala Arg Asn 
55 60 65 

gag cag gcg atg gtg cac cag tct gtt gga tat gca cgc atg cac cgc 355 
Glu Gin Ala Met Val His Gin Ser Val Gly Tyr Ala Arg Met His Arg 
70 75 80 85 

cgt cgt ggc aca tac gca tct gec gca tct gtt gga ccc ggc gcg acc 4 03 
Arg Arg Gly Thr Tyr Ala Ser Ala Ala Ser Val Gly Pro Gly Ala Thr 
90 95 100 

aac ctg tta acc ggt gcg get ctt get acc acc aac cgt ttg cca gcg 451 
Asn Leu Leu Thr Gly Ala Ala Leu Ala Thr Thr Asn Arg Leu Pro Ala 
105 110 115 

ttg ctg ctg cct agt gat act ttt gee acc cgc gtg gcg gat cca gtg 499 
Leu Leu Leu Pro Ser Asp Thr Phe Ala Thr Arg Val Ala Asp Pro Val 
120 125 130 

ttg cag cag ttg gag cag cca tgg gat ate ggg ctg acg gtt aat gat 547 
Leu Gin Gin Leu Glu Gin Pro Trp Asp He Gly Leu Thr Val Asn Asp 
135 140 145 
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gct ttc cgc cct gtg tct aag ttc ttt gat egg gtg cag cgc ccg gag 595 
Ala Phe Arg Pro Val Ser Lys Phe Phe Asp Arg Val Gin Arg Pro Glu 
150 155 160 165 

cag ttg ttc tct att gcg ttg get gcg atg cgt gtg ttg act gat ccc 
Gin Leu Phe Ser He Ala Leu Ala Ala Met Arg Val Leu Thr Asp Pro 
170 175 180 

gca gaa acc ggt gcg gtc acc att gcg ctt cca gaa gat gtg cag get 
Ala Glu Thr Gly Ala Val Thr He Ala Leu Pro Glu Asp Val Gin Ala 
185 190 195 

gaa atg etc gat gtg ccg gtg gag ttc ttg cag gat cgt gag tgg cac 
Glu Met Leu Asp Val Pro Val Glu Phe Leu Gin Asp Arg Glu Trp His 
200 205 210 

att agg cgc cca cgt cca gag cgt get gcg ttg get cgt gcg att gaa 787 
He Arg Arg Pro Arg Pro Glu Arg Ala Ala Leu Ala Arg Ala He Glu 
215 220 225 



gtc ate aaa aac get aag aat ccg atg ate att get ggt ggc gga gtg 
Val He Lys Asn Ala Lys Asn Pro Met He He Ala Gly Gly Gly Val 
230 235 240 245 

ttg tac tec gat gcg gaa acg cag ctg cag gca ctt gtg gag cag act 
Leu Tyr Ser Asp Ala Glu Thr Gin Leu Gin Ala Leu Val Glu Gin Thr 
250 255 260 

ggc att cca gtg ggt acc tec caa get ggt ggt ggc gtg ttg gcg tgg 
Gly He Pro Val Gly Thr Ser Gin Ala Gly Gly Gly Val Leu Ala Trp 
265 270 275 

gat cat gca caa aac tta ggt ggt gtg ggt gee acc gga acg ttg get 
Asp His Ala Gin Asn Leu Gly Gly Val Gly Ala Thr Gly Thr Leu Ala 
280 285 290 

gee aac cgc att gcg ggt gat get gat gtg ate ate ggt ate ggt act 
Ala Asn Arg He Ala Gly Asp Ala Asp Val He He Gly He Gly Thr 
295 300 305 

cgt tac age gat ttc acc acc gca tct cgc act gcg ttc caa aac cct 
Arg Tyr Ser Asp Phe Thr Thr Ala Ser Arg Thr Ala Phe Gin Asn Pro 
310 315 320 325 



gag 



643 



691 



739 



835 



931 



979 



1027 



1075 



gat gtc acc ttc ate aac ate aat gtt get tec ttc gat get tac aag 1123 
Asp Val Thr Phe He Asn He Asn Val Ala Ser Phe Asp Ala Tyr Lys 
330 335 340 

cat ggc act cag ttg cct gtg att gca gat gca cgc gag gca att gtg 1171 
His Gly Thr Gin Leu Pro Val He Ala Asp Ala Arg Glu Ala He Val 
345 350 355 



ctt get gaa gee ctg cag gga ttc acc gtg gca gag gat tac gcg 1219 
Glu Leu Ala Glu Ala Leu Gin Gly Phe Thr Val Ala Glu Asp Tyr Ala 
360 365 370 



cag cgc ate gcg aag gaa aag get gcg tgg gac gca gaa gta gat aag 1267 
Gin Arg He Ala Lys Glu Lys Ala Ala Trp Asp Ala Glu Val Asp Lys 
375 380 385 
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tct ttt gcc ccc tec ggt ctt gcg ctg cct gga cag ccg gag ate ate 1315 
Ser Phe Ala Pro Ser Gly Leu Ala Leu Pro Gly Gin Pro Glu He He 

395 400 405 



390 



act ctg gat age acc aac gcg get cgt gaa gat tac ctg aaa aac caa 
Thr Leu Asp Ser Thr Asn Ala Ala Arg Glu Asp Tyr Leu Lys Asn Gin 
615 620 625 

gcc etc cag cgt ccg ctg etc ggc taaaccagtt ggctaaacca aaa 



1363 



ggc gcg gtg cag gcg teg aca age gaa aaa gac gtc att gtg cag gcc 
Gly Ala Val Gin Ala Ser Thr Ser Glu Lys Asp Val He Val Gin Ala 
410 415 420 

get gga tec ttg cct ggt gac ctg cac aag ctg tgg cgt gtg cgc gat 1411 
Ala Gly Ser Leu Pro Gly Asp Leu His Lys Leu Trp Arg Val Arg Asp 
425 430 435 

gcg ctg ggc tac cac gtg gaa tat gcg ttc teg tgc atg ggc tat gaa 1459 
Ala Leu Gly Tyr His Val Glu Tyr Ala Phe Ser Cys Met Gly Tyr Glu 
440 445 450 

ate gcg ggc ggt ate ggc gcg aag cgt gga ctt gat gcc gca ggc gat 1507 
He Ala Gly Gly He Gly Ala Lys Arg Gly Leu Asp Ala Ala Gly Asp 
455 460 465 

gac cgc gac gtg gtg ate atg gtt ggt gat ggg tec tac etc atg etc 1555 
Asp Arg Asp Val Val He Met Val Gly Asp Gly Ser Tyr Leu Met Leu 
470 475 480 485 

aac act gag ctg gtc acg gcc gtg gca gaa ggt ate aag gtg att gtg 1603 
Asn Thr Glu Leu Val Thr Ala Val Ala Glu Gly He Lys Val He Val 
490 495 500 

gtg etc ate caa aac cac ggt tat gcc tec ate ggc cac ctg tct gaa 
Val Leu He Gin Asn His Gly Tyr Ala Ser He Gly His Leu Ser Glu 
505 510 515 

act gtc ggt teg cag cgt ttt ggt act tgg tac cgc gaa tat gac get 
Thr Val Gly Ser Gin Arg Phe Gly Thr Trp Tyr Arg Glu Tyr Asp Ala 
520 525 530 

gag gcg aaa aac ttc cag ggc gag cag att ctg cct gtt gac ctg gcg 
Glu Ala Lys Asn Phe Gin Gly Glu Gin He Leu Pro Val Asp Leu Ala 
535 540 545 

atg aat gca cgc age tac ggc atg gat gtc att gaa gtg gaa cca age 
Met Asn Ala Arg Ser Tyr Gly Met Asp Val He Glu Val Glu Pro Ser 
550 555 560 565 

gcg aat gcg ate gag gat etc aaa gca gcg atg gca acc gcg aag get 1843 
Ala Asn Ala He Glu Asp Leu Lys Ala Ala Met Ala Thr Ala Lys Ala 
570 575 580 



1651 



1699 



1747 



1795 



teg gag aaa tec acc ttc ate cac ate aac age gat ccg ttg ate tac 1891 
Ser Glu Lys Ser Thr Phe He His He Asn Ser Asp Pro Leu He Tyr 
585 590 595 

gca cca gac ggt get ggt tgg tgg gac gtg ccg gtg teg gag acg tec 1939 
Ala Pro Asp Gly Ala Gly Trp Trp Asp Val Pro Val Ser Glu Thr Ser 
600 605 610 



1987 



2034 
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Ala Leu Gin Arg Pro Leu Leu Gly 
630 635 



<210> 230 
<211> 637 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 230 

Met Ala Glu Thr Lys Arg Met Thr Val Ser Gin Ala Leu Val Glu Phe 
15 10 15 

Leu Gly His Gin Trp Thr Val Asp Gly Asp He Arg Glu Arg Thr He 
20 25 30 

Pro Gly Met Phe Gly lie Phe Gly His Gly Asn Val Ala Gly He Gly 
35 40 45 

Gin Ala Leu Lys Gin Tyr Asn Val Glu Gin Pro Glu Leu Met Pro Tyr 
50 55 60 

Tyr Gin Ala Arg Asn Glu Gin Ala Met Val His Gin Ser Val Gly Tyr 
65 70 75 80 

Ala Arg Met His Arg Arg Arg Gly Thr Tyr Ala Ser Ala Ala Ser Val 
85 90 95 

Gly Pro Gly Ala Thr Asn Leu Leu Thr Gly Ala Ala Leu Ala Thr Thr 
100 105 HO 

Asn Arg Leu Pro Ala Leu Leu Leu Pro Ser Asp Thr Phe Ala Thr Arg 
115 120 125 

Val Ala Asp Pro Val Leu Gin Gin Leu Glu Gin Pro Trp Asp He Gly 
130 135 140 

Leu Thr Val Asn Asp Ala Phe Arg Pro Val Ser Lys Phe Phe Asp Arg 
145 150 155 160 

Val Gin Arg Pro Glu Gin Leu Phe Ser He Ala Leu Ala Ala Met Arg 
165 170 175 

Val Leu Thr Asp Pro Ala Glu Thr Gly Ala Val Thr He Ala Leu Pro 
180 185 190 

Glu Asp Val Gin Ala Glu Met Leu Asp Val Pro Val Glu Phe Leu Gin 
195 200 205 

Asp Arg Glu Trp His He Arg Arg Pro Arg Pro Glu Arg Ala Ala Leu 
210 215 220 

Ala Arg Ala He Glu Val He Lys Asn Ala Lys Asn Pro Met He He 
225 230 235 240 

Ala Gly Gly Gly Val Leu Tyr Ser Asp Ala Glu Thr Gin Leu Gin Ala 
245 250 255 

Leu Val Glu Gin Thr Gly He Pro Val Gly Thr Ser Gin Ala Gly Gly 
260 265 270 
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Gly Val Leu Ala Trp Asp His Ala Gin Asn Leu Gly Gly Val Gly Ala 
275 280 285 

Thr Gly Thr Leu Ala Ala Asn Arg He Ala Gly Asp Ala Asp Val He 
290 295 300 

He Gly He Gly Thr Arg Tyr Ser Asp Phe Thr Thr Ala Ser Arg Thr 
305 310 315 320 

Ala Phe Gin Asn Pro Asp Val Thr Phe He Asn He Asn Val Ala Ser 
325 330 335 

Phe Asp Ala Tyr Lys His Gly Thr Gin Leu Pro Val He Ala Asp Ala 
340 345 350 

Arg Glu Ala He Val Glu Leu Ala Glu Ala Leu Gin Gly Phe Thr Val 
355 360 365 

Ala Glu Asp Tyr Ala Gin Arg He Ala Lys Glu Lys Ala Ala Trp Asp 
370 375 380 

Ala Glu Val Asp Lys Ser Phe Ala Pro Ser Gly Leu Ala Leu Pro Gly 
385 390 395 400 

Gin Pro Glu He He Gly Ala Val Gin Ala Ser Thr Ser Glu Lys Asp 
405 410 415 

Val He Val Gin Ala Ala Gly Ser Leu Pro Gly Asp Leu His Lys Leu 
420 425 430 

Trp Arg Val Arg Asp Ala Leu Gly Tyr His Val Glu Tyr Ala Phe Ser 
435 440 445 

Cys Met Gly Tyr Glu lie Ala Gly Gly He Gly Ala Lys Arg Gly Leu 
450 455 460 

Asp Ala Ala Gly Asp Asp Arg Asp Val Val He Met Val Gly Asp Gly 
465 470 475 480 

Ser Tyr Leu Met Leu Asn Thr Glu Leu Val Thr Ala Val Ala Glu Gly 
485 490 495 

He Lys Val He Val Val Leu He Gin Asn His Gly Tyr Ala Ser He 
500 505 510 

Gly His Leu Ser Glu Thr Val Gly Ser Gin Arg Phe Gly Thr Trp Tyr 
515 520 525 

Arg Glu Tyr Asp Ala Glu Ala Lys Asn Phe Gin Gly Glu Gin He Leu 
530 535 540 

Pro Val Asp Leu Ala Met Asn Ala Arg Ser Tyr Gly Met Asp Val He 
545 550 555 560 

Glu Val Glu Pro Ser Ala Asn Ala He Glu Asp Leu Lys Ala Ala Met 
565 570 575 

Ala Thr Ala Lys Ala Ser Glu Lys Ser Thr Phe He His He Asn Ser 
580 585 590 

Asp Pro Leu He Tyr Ala Pro Asp Gly Ala Gly Trp Trp Asp Val Pro 
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595 600 605 

Val Ser Glu Thr Ser Thr Leu Asp Ser Thr Asn Ala Ala Arg Glu Asp 
610 615 620 

Tyr Leu Lys Asn Gin Ala Leu Gin Arg Pro Leu Leu Gly 
625 630 635 



<210> 231 
<211> 1142 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1119) 

<223> RXN01143 

<400> 231 

ate cca gtt gtc acc acc ttg atg get ttg ggt act ttc cca gag tct 
lie Pro Val Val Thr Thr Leu Met Ala Leu Gly Thr Phe Pro Glu Ser 
15 10 15 

cac gag ctg cac atg ggt atg cca ggc atg cat ggc act gtg tec get 
His Glu Leu His Met Gly Met Pro Gly Met His Gly Thr Val Ser Ala 
20 25 30 

gtt ggt gca ctg cag cgc age gac ctg ctg att get ate ggc tec cgc 
Val Gly Ala Leu Gin Arg Ser Asp Leu Leu lie Ala lie Gly Ser Arg 
35 40 45 

ttt gat gac cgc gtc acc ggt gac gtt gac acc ttc gcg cct gac gee 
Phe Asp Asp Arg Val Thr Gly Asp Val Asp Thr Phe Ala Pro Asp Ala 
50 55 60 

aag ate att cac gee gac att gat cct gee gaa ate ggc aag ate aag 
Lys lie He His Ala Asp He Asp Pro Ala Glu He Gly Lys He Lys 
65 70 75 80 

cag gtt gag gtt cca ate gtg ggc gat gee cgc gaa gtt ctt get cgt 
Gin Val Glu Val Pro He Val Gly Asp Ala Arg Glu Val Leu Ala Arg 
85 90 95 

ctg ctg gaa acc acc aag gca age aag gca gag acc gag gac ate tec 
Leu Leu Glu Thr Thr Lys Ala Ser Lys Ala Glu Thr Glu Asp He Ser 
100 105 HO 

gag tgg gtt gac tac etc aag ggc etc aag gca cgt ttc ccg cgt ggc 
Glu Trp Val Asp Tyr Leu Lys Gly Leu Lys Ala Arg Phe Pro Arg Gly 
115 120 125 

tac gac gag cag cca ggc gat ctg ctg gca cca cag ttt gtc att gaa 
Tyr Asp Glu Gin Pro Gly Asp Leu Leu Ala Pro Gin Phe Val He Glu 
130 135 140 

acc ctg tec aag gaa gtt ggc ccc gac gca att tac tgc gee ggc gtt 
Thr Leu Ser Lys Glu Val Gly Pro Asp Ala He Tyr Cys Ala Gly Val 
145 150 155 160 

ggc cag cac caa atg tgg gca get cag ttc gtt gac ttt gaa aag cca 



48 



96 



144 



192 



240 



288 



336 



384 



432 



480 



528 
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Gly Gin His Gin Met Trp Ala Ala Gin Phe Val Asp Phe Glu Lys Pro 
165 170 175 

cgc acc tgg etc aac tec ggt gga ctg ggc acc atg ggc tac gca gtt 576 
Arg Thr Trp Leu Asn Ser Gly Gly Leu Gly Thr Met Gly Tyr Ala Val 
180 185 190 



cct gcg gec ctt gga gca aag get ggc gca cct gac aag gaa gtc tgg 
Pro Ala Ala Leu Gly Ala Lys Ala Gly Ala Pro Asp Lys Glu Val Trp 
195 200 205 

get ate gac ggc gac ggc tgt ttc cag atg acc aac cag gaa etc acc 
Ala He Asp Gly Asp Gly Cys Phe Gin Met Thr Asn Gin Glu Leu Thr 
210 215 220 

acc gec gca gtt gaa ggt ttc ccc att aag ate gca eta ate aac aac 
Thr Ala Ala Val Glu Gly Phe Pro He Lys He Ala Leu He Asn Asn 
225 230 235 240 

gga aaa cct ggg gca tgg gtt cgc caa tgg cag acc eta ttc tat gaa 
Gly Lys Pro Gly Ala Trp Val Arg Gin Trp Gin Thr Leu Phe Tyr Glu 
245 250 255 

gga egg tac tea aat act aaa ctt cgt aac cag ggc gag tac atg ccc 
Gly Arg Tyr Ser Asn Thr Lys Leu Arg Asn Gin Gly Glu Tyr Met Pro 
260 265 270 

gac ttt gtt acc ctt tct gag gga ctt ggc tgt gtt gee ate cgc gtc 
Asp Phe Val Thr Leu Ser Glu Gly Leu Gly Cys Val Ala He Arg Val 
275 280 285 



aac gac cgc cca gta gtc ate gac ttc ate gtc ggt gaa gac gca cag 
Asn Asp Arg Pro Val Val He Asp Phe He Val Gly Glu Asp Ala Gin 
305 310 315 320 

gta tgg cca atg gtg tct get gga tea tec aac tec gat ate cag tac 
Val Trp Pro Met Val Ser Ala Gly Ser Ser Asn Ser Asp He Gin Tyr 
325 330 335 

gca etc gga ttg cgc cca ttc ttt gat ggt gat gaa tct gca gca gaa 
Ala Leu Gly Leu Arg Pro Phe Phe Asp Gly Asp Glu Ser Ala Ala Glu 
340 345 350 

gat cct gee gac att cac gaa gee gtc age gac att gat gee gee gtt 
Asp Pro Ala Asp He His Glu Ala Val Ser Asp He Asp Ala Ala Val 
355 360 365 

gaa teg acc gag gca taaggagaga cccaagatgg eta 
Glu Ser Thr Glu Ala 
370 



624 



672 



720 



768 



816 



864 



acc aaa gcg gag gaa gta ctg cca gee ate caa aag get cga gag ate 912 
Thr Lys Ala Glu Glu Val Leu Pro Ala He Gin Lys Ala Arg Glu He 
290 295 300 



960 



100* 



1056 



1104 



1142 



<210> 232 
<211> 373 
<212> PRT 

<213> Corynebacterium glutamicum 
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<400> 232 

He Pro Val Val Thr Thr Leu Met Ala Leu Gly Thr Phe Pro Glu Ser 
15 10 15 

His Glu Leu His Met Gly Met Pro Gly Met His Gly Thr Val Ser Ala 
20 25 30 

Val Gly Ala Leu Gin Arg Ser Asp Leu Leu He Ala He Gly Ser Arg 
35 40 45 

Phe Asp Asp Arg Val Thr Gly Asp Val Asp Thr Phe Ala Pro Asp Ala 
50 55 60 

Lys He He His Ala Asp He Asp Pro Ala Glu He Gly Lys He Lys 
65 70 75 80 

Gin Val Glu Val Pro He Val Gly Asp Ala Arg Glu Val Leu Ala Arg 
85 90 95 

Leu Leu Glu Thr Thr Lys Ala Ser Lys Ala Glu Thr Glu Asp He Ser 
100 105 HO 

Glu Trp Val Asp Tyr Leu Lys Gly Leu Lys Ala Arg Phe Pro Arg Gly 
115 120 125 

Tyr Asp Glu Gin Pro Gly Asp Leu Leu Ala Pro Gin Phe Val He Glu 
130 135 140 

Thr Leu Ser Lys Glu Val Gly Pro Asp Ala He Tyr Cys Ala Gly Val 
145 150 155 160 

Gly Gin His Gin Met Trp Ala Ala Gin Phe Val Asp Phe Glu Lys Pro 
165 170 175 

Arg Thr Trp Leu Asn Ser Gly Gly Leu Gly Thr Met Gly Tyr Ala Val 
180 185 190 

Pro Ala Ala Leu Gly Ala Lys Ala Gly Ala Pro Asp Lys Glu Val Trp 
195 200 205 

Ala He Asp Gly Asp Gly Cys Phe Gin Met Thr Asn Gin Glu Leu Thr 
210 215 220 

Thr Ala Ala Val Glu Gly Phe Pro He Lys He Ala Leu He Asn Asn 
225 230 235 240 

Gly Lys Pro Gly Ala Trp Val Arg Gin Trp Gin Thr Leu Phe Tyr Glu 
245 250 255 

Gly Arg Tyr Ser Asn Thr Lys Leu Arg Asn Gin Gly Glu Tyr Met Pro 
260 265 270 

Asp Phe Val Thr Leu Ser Glu Gly Leu Gly Cys Val Ala He Arg Val 
275 280 285 

Thr Lys Ala Glu Glu Val Leu Pro Ala He Gin Lys Ala Arg Glu He 
290 295 300 

Asn Asp Arg Pro Val Val He Asp Phe He Val Gly Glu Asp Ala Gin 
305 310 315 320 
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Val Trp Pro Met 



Ala Leu Gly Leu 
340 

Asp Pro Ala Asp 
355 

Glu Ser Thr Glu 
370 



Val Ser Ala Gly 
325 

Arg Pro Phe Phe 

lie His Glu Ala 
360 

Ala 



Ser Ser Asn Ser 
330 

Asp Gly Asp Glu 
345 

Val Ser Asp lie 



Asp lie Gin Tyr 
335 

Ser Ala Ala Glu 
350 

Asp Ala Ala Val 
365 



<210> 233 
<211> 793 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (793) 

<223> RXN01146 

<400> 233 

tatttagtaa aggagccaga aagtcgtgaa tgtggcagct tctcaacagc ccactcccgc 60 

cacggttgca agccgtggtc gatccgccgc ccctgagcgg atg aca ggt gca aag 115 

Met Thr Gly Ala Lys 
1 5 



gca att gtt cga teg etc gag gag ctt aac gec gac ate gtg ttc ggt 
Ala lie Val Arg Ser Leu Glu Glu Leu Asn Ala Asp lie Val Phe Gly 
10 15 20 



gca gca acc ggc tac gcg cag gtt act gga cgc gtt ggc gtc tgc att 
Ala Ala Thr Gly Tyr Ala Gin Val Thr Gly Arg Val Gly Val Cys He 
55 60 65 

gca acc tct ggc cca gga gca acc aac ttg gtt acc cca ate get gat 
Ala Thr Ser Gly Pro Gly Ala Thr Asn Leu Val Thr Pro He Ala Asp 
70 75 80 85 

gca aac ttg gac tec gtt ccc atg gtt gec ate acc ggc cag gtc gga 
Ala Asn Leu Asp Ser Val Pro Met Val Ala He Thr Gly Gin Val Gly 
90 95 100 



ate acc atg cca gtg acc aag cac aac ttc atg gtc acc aac cct aac 
He Thr Met Pro Val Thr Lys His Asn Phe Met Val Thr Asn Pro Asn 
120 125 130 



163 



att cct ggt ggt gcg gtg eta ccg gtg tat gac ccg etc tat tec tec 211 
He Pro Gly Gly Ala Val Leu Pro Val Tyr Asp Pro Leu Tyr Ser Ser 
25 30 35 

aca aag gtg cgc cac gtc ttg gtg cgc cac gag cag ggc gca ggc cac 259 
Thr Lys Val Arg His Val Leu Val Arg His Glu Gin Gly Ala Gly His 
40 45 50 



307 



355 



403 



agt ggc ctg ctg ggt acc gac get ttc cag gaa gee gat ate cgc ggc 451 
Ser Gly Leu Leu Gly Thr Asp Ala Phe Gin Glu Ala Asp He Arg Gly 
105 HO H5 



499 
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aag get gac gca cac gaa gag ctt cgt gcg ttc get gag tac acc ggc 
Lys Ala Asp Ala His Glu Glu Leu Arg Ala Phe Ala Glu Tyr Thr Gly 
215 220 225 



ate cca 
lie Pro 
230 



547 



595 



gac att cca cag gca ttg get gag gca ttc cac etc gcg att act ggt 
Asp He Pro Gin Ala Leu Ala Glu Ala Phe His Leu Ala He Thr Gly 
135 140 145 

cgc cct ggc cct gtt ctg gtg gat att cct aag gat gtc cag aac get 
Arg Pro Gly Pro Val Leu Val Asp He Pro Lys Asp Val Gin Asn Ala 
150 155 160 165 

gaa ttg gat ttc gtc tgg cca cca aag ate gac ctg cca ggc tac cgc 
Glu Leu Asp Phe Val Trp Pro Pro Lys He Asp Leu Pro Gly Tyr Arg 
170 175 180 

cca gtt tea aca cca cat get cgc cag ate gag cag gca gtc aag ctg 
Pro Val Ser Thr Pro His Ala Arg Gin He Glu Gin Ala Val Lys Leu 
185 190 195 

ate ggt gag gee aag aag ccc gtc ctt tac gtt ggt ggt ggc gta ate 739 
He Gly Glu Ala Lys Lys Pro Val Leu Tyr Val Gly Gly Gly Val He 
200 205 210 



643 



691 



787 



793 



<210> 234 
<211> 231 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 234 

Met Thr Gly Ala Lys Ala He Val Arg Ser Leu Glu Glu Leu Asn Ala 
15 10 15 

Asp He Val Phe Gly He Pro Gly Gly Ala Val Leu Pro Val Tyr Asp 
20 25 30 

Pro Leu Tyr Ser Ser Thr Lys Val Arg His Val Leu Val Arg His Glu 
35 40 45 

Gin Gly Ala Gly His Ala Ala Thr Gly Tyr Ala Gin Val Thr Gly Arg 
50 55 60 

Val Gly Val Cys He Ala Thr Ser Gly Pro Gly Ala Thr Asn Leu Val 
65 70 75 80 

Thr Pro He Ala Asp Ala Asn Leu Asp Ser Val Pro Met Val Ala He 
85 90 95 

Thr Gly Gin Val Gly Ser Gly Leu Leu Gly Thr Asp Ala Phe Gin Glu 
100 105 HO 

Ala Asp He Arg Gly He Thr Met Pro Val Thr Lys His Asn Phe Met 
115 120 125 

Val Thr Asn Pro Asn Asp He Pro Gin Ala Leu Ala Glu Ala Phe His 
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130 135 140 

Leu Ala lie Thr Gly Arg Pro Gly Pro Val Leu Val Asp lie Pro Lys 
145 150 155 160 

Asp Val Gin Asn Ala Glu Leu Asp Phe Val Trp Pro Pro Lys lie Asp 
165 170 175 

Leu Pro Gly Tyr Arg Pro Val Ser Thr Pro His Ala Arg Gin lie Glu 
180 185 190 

Gin Ala Val Lys Leu lie Gly Glu Ala Lys Lys Pro Val Leu Tyr Val 
195 200 205 

Gly Gly Gly Val lie Lys Ala Asp Ala His Glu Glu Leu Arg Ala Phe 
210 215 220 

Ala Glu Tyr Thr Gly lie Pro 
225 230 



<210> 235 
<211> 639 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (616) 

<223> RXN01144 

<400> 235 

ggtgatgaat ctgcagcaga agatcctgcc gacattcacg aagccgtcag cgacattgat 60 

gccgccgttg aatcgaccga ggcataagga gagacccaag atg get aat tct gac 115 

Met Ala Asn Ser Asp 

1 5 

gtc acc cgc cac ate ctg tec gta etc gtt cag gac gta gac gga ate 163 

Val Thr Arg His lie Leu Ser Val Leu Val Gin Asp Val Asp Gly lie 

10 15 20 

att tec cgc gta tea ggt atg ttc acc cga cgc gca ttc aac etc gtg 211 
lie Ser Arg Val Ser Gly Met Phe Thr Arg Arg Ala Phe Asn Leu Val 
25 30 35 

ttc etc gtg tct gca aag acc gaa aca cac ggc ate aac cgc ate acg 259 
Phe Leu Val Ser Ala Lys Thr Glu Thr His Gly lie Asn Arg lie Thr 
40 45 50 

gtt gtt gtc gac gec gac gag etc aac att gag cag ate acc aag cag 307 
Val Val Val Asp Ala Asp Glu Leu Asn lie Glu Gin lie Thr Lys Gin 
55 60 65 

etc aac aag ctg ate ccc gtg etc aaa gtc gtg cga ctt gat gaa gag 355 
Leu Asn Lys Leu lie Pro Val Leu Lys Val Val Arg Leu Asp Glu Glu 
70 75 80 85 

acc act ate gee cgc gca ate atg ctg gtt aag gtc tct gcg gac age 403 
Thr Thr lie Ala Arg Ala lie Met Leu Val Lys Val Ser Ala Asp Ser 
90 95 100 
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cgc gaa ctg ate caa tec gga cag att gca etc aac cgc ggt ccg aag 
Arg Glu Leu He Gin Ser Gly Gin He Ala Leu Asn Arg Gly Pro Lys 
150 155 160 165 

ace atg get ccg gec aag ate taaacagcaa ttaatctgat tgc 
Thr Met Ala Pro Ala Lys He 
170 



<210> 236 
<211> 172 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 236 

Met Ala Asn Ser Asp Val Thr Arg His He Leu Ser Val Leu Val Gin 
15 10 15 

Asp Val Asp Gly He He Ser Arg Val Ser Gly Met Phe Thr Arg Arg 
20 25 30 

Ala Phe Asn Leu Val Phe Leu Val Ser Ala Lys Thr Glu Thr His Gly 
35 40 45 

He Asn Arg He Thr Val Val Val Asp Ala Asp Glu Leu Asn He Glu 
50 55 60 

Gin He Thr Lys Gin Leu Asn Lys Leu He Pro Val Leu Lys Val Val 
65 70 75 80 

Arq Leu Asp Glu Glu Thr Thr He Ala Arg Ala He Met Leu Val Lys 
85 90 95 

Val Ser Ala Asp Ser Thr Asn Arg Pro Gin He Val Asp Ala Ala Asn 
100 105 HO 

He Phe Arg Ala Arg Val Val Asp Val Ala Pro Asp Ser Val Val He 
115 120 125 

Glu Ser Thr Gly Thr Pro Gly Lys Leu Arg Ala Leu Leu Asp Val Met 
130 135 140 

Glu Pro Phe Gly He Arg Glu Leu He Gin Ser Gly Gin He Ala Leu 
145 150 155 160 

Asn Arg Gly Pro Lys Thr Met Ala Pro Ala Lys He 
165 170 



499 



acc aac cgt ccg cag ate gtc gac gee gcg aac ate ttc cgc gec cga 451 
Thr Asn Arg Pro Gin He Val Asp Ala Ala Asn He Phe Arg Ala Arg 
105 HO H5 

gtc gtc gac gtg get cca gac tct gtg gtt att gaa tec aca ggc acc 
Val Val Asp Val Ala Pro Asp Ser Val Val He Glu Ser Thr Gly Thr 
120 125 130 

cca ggc aag etc cgc gca ctg ctt gac gtg atg gaa cca ttc gga ate 547 
Pro Gly Lys Leu Arg Ala Leu Leu Asp Val Met Glu Pro Phe Gly He 
135 140 145 



595 



639 
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<210> 237 
<211> 897 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (874) 

<223> RXA02474 



<400> 237 

tgctggtcta ttgtggcgac cgagggcctt tgaaggttcg acaaactgta taaggccttg 60 

aatcttgaga atttattttg aggaagcaag aggaagtgtc atg age aaa gtt gca 11 

Met Ser Lys Val Ala 
1 5 



atg gtt acc ggt ggt gca caa ggc ate ggt cgt gga att tea gag aag 163 
Met Val Thr Gly Gly Ala Gin Gly lie Gly Arg Gly He Ser Glu Lys 
10 15 20 

ctg gca gca gat ggt ttc gat att gec gta gec gac ctg cca caa cag 211 
Leu Ala Ala Asp Gly Phe Asp He Ala Val Ala Asp Leu Pro Gin Gin 
25 30 35 

gaa gaa caa get gca gag acc ate aag ttg att gaa get gca ggt caa 259 
Glu Glu Gin Ala Ala Glu Thr He Lys Leu He Glu Ala Ala Gly Gin 
40 45 50 

aag get gta ttc gtt gga tta gat gtc acc gat aag get aat ttc gac 307 
Lys Ala Val Phe Val Gly Leu Asp Val Thr Asp Lys Ala Asn Phe Asp 
55 60 65 

agt gca att gat gag gca gca gag aaa ctt ggc ggc ttc gat gtg eta 355 
Ser Ala He Asp Glu Ala Ala Glu Lys Leu Gly Gly Phe Asp Val Leu 
70 75 80 85 

gta aac aac gec ggc ate gca caa att aag cca ctt ctg gaa gtc acc 403 
Val Asn Asn Ala Gly He Ala Gin He Lys Pro Leu Leu Glu Val Thr 
90 95 100 

gaa gaa gac eta aag cag ate tac tec gtg aac gtt ttt age gta ttt 451 
Glu Glu Asp Leu Lys Gin He Tyr Ser Val Asn Val Phe Ser Val Phe 
105 HO 115 

ttt ggt att caa gca gca tec cga aag ttc gat gag ctt ggc gta aaa 4 99 
Phe Gly He Gin Ala Ala Ser Arg Lys Phe Asp Glu Leu Gly Val Lys 
120 125 130 

ggc aag ate ate aac get gca tea ate get get ate caa ggt ttc cca 547 
Gly Lys He He Asn Ala Ala Ser He Ala Ala He Gin Gly Phe Pro 
135 140 145 

ate ttg age gee tac tec acc acc aaa ttc gcg gtt cgt ggc etc acc 595 
He Leu Ser Ala Tyr Ser Thr Thr Lys Phe Ala Val Arg Gly Leu Thr 
150 155 160 165 

cag get get gcg caa gaa etc gca ccc aag ggt cac acc gtg aat gee 643 
Gin Ala Ala Ala Gin Glu Leu Ala Pro Lys Gly His Thr Val Asn Ala 
170 175 180 
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tac gca cct ggc ate gtg ggc acc gga atg tgg gag caa ate gat gec 
Tyr Ala Pro Gly He Val Gly Thr Gly Met Trp Glu Gin He Asp Ala 
185 190 195 



gag ctt tec aag ate aac ggc aag cca ate ggt gag aac ttc aag gag 
Glu Leu Ser Lys He Asn Gly Lys Pro He Gly Glu Asn Phe Lys Glu 
200 205 210 



tac tec tec tea ate gca ttg ggc cga cca tea gta cct gag gat gta 
Tyr Ser Ser Ser He Ala Leu Gly Arg Pro Ser Val Pro Glu Asp Val 
215 220 225 

gee ggt ctg gtt teg ttc ctg get tct gaa aac tec aac tac ate acc 
Ala Gly Leu Val Ser Phe Leu Ala Ser Glu Asn Ser Asn Tyr He Thr 
230 235 240 245 

gga cag gtc atg ctt gtc gac ggc ggc atg etc tac aac taggggttgc 
Gly Gin Val Met Leu Val Asp Gly Gly Met Leu Tyr Asn 
250 255 

tttcccgcac tea 



691 



739 



787 



835 



884 



897 



<210> 238 
<211> 258 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 238 

Met Ser Lys Val Ala Met Val Thr Gly Gly Ala Gin Gly He Gly Arg 
15 10 15 

Gly He Ser Glu Lys Leu Ala Ala Asp Gly Phe Asp He Ala Val Ala 
20 25 30 

Asp Leu Pro Gin Gin Glu Glu Gin Ala Ala Glu Thr He Lys Leu He 
35 40 45 

Glu Ala Ala Gly Gin Lys Ala Val Phe Val Gly Leu Asp Val Thr Asp 
50 55 * 60 

Lys Ala Asn Phe Asp Ser Ala He Asp Glu Ala Ala Glu Lys Leu Gly 
65 70 75 80 

Glv Phe Asp Val Leu Val Asn Asn Ala Gly He Ala Gin He Lys Pro 
85 90 95 

Leu Leu Glu Val Thr Glu Glu Asp Leu Lys Gin He Tyr Ser Val Asn 
100 105 HO 

Val Phe Ser Val Phe Phe Gly He Gin Ala Ala Ser Arg Lys Phe Asp 
115 120 125 

Glu Leu Gly Val Lys Gly Lys He He Asn Ala Ala Ser He Ala Ala 
130 135 140 

He Gin Gly Phe Pro He Leu Ser Ala Tyr Ser Thr Thr Lys Phe Ala 
145 150 155 160 

Val Arg Gly Leu Thr Gin Ala Ala Ala Gin Glu Leu Ala Pro Lys Gly 
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165 

His Thr Val Asn Ala Tyr Ala Pro 
180 

Glu Gin lie Asp Ala Glu Leu Ser 
195 200 

Glu Asn Phe Lys Glu Tyr Ser Ser 
210 215 

Val Pro Glu Asp Val Ala Gly Leu 
225 230 

Ser Asn Tyr lie Thr Gly Gin Val 
245 

Tyr Asn 



170 175 

Gly He Val Gly Thr Gly Met Trp 
185 190 

Lys He Asn Gly Lys Pro He Gly 
205 

Ser He Ala Leu Gly Arg Pro Ser 
220 

Val Ser Phe Leu Ala Ser Glu Asn 
235 240 

Met Leu Val Asp Gly Gly Met Leu 
250 255 



<210> 239 
<211> 876 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (853) 

<223> RXA02453 

<400> 239 

aaccaacaaa ggtcatctca accggcttaa gaaaattctg ccagctttct gctgattgaa 60 

tcgtgccagc tcagggcata tctcacctaa agtaaacacc atg aaa tea ate ttc 115 

Met Lys Ser He Phe 
1 5 



att tec ggt gcg gcg aac gga att ggc aaa get gtg gcg ttg aaa ttt 
He Ser Gly Ala Ala Asn Gly He Gly Lys Ala Val Ala Leu Lys Phe 
10 15 20 



tac tea cac ccc aat ctt cgc tgg ggc tac etc aat gtt cga cag tec 
Tyr Ser His Pro Asn Leu Arg Trp Gly Tyr Leu Asn Val Arg Gin Ser 
40 45 50 

gag teg tgg gac aaa gee eta gaa gac ttt gcg acg cac ace gga ggc 
Glu Ser Trp Asp Lys Ala Leu Glu Asp Phe Ala Thr His Thr Gly Gly 
55 60 65 



70 



ctg cag gac gca gag gag ggg age gtc gac aag ctt ctt gca ate aac 
Leu Gin Asp Ala Glu Glu Gly Ser Val Asp Lys Leu Leu Ala He Asn 
90 95 100 



163 



ctt cac gaa ggt tgg etc gtt gga gee tac gac etc gcg gaa ate acc 211 
Leu His Glu Gly Trp Leu Val Gly Ala Tyr Asp Leu Ala Glu He Thr 
25 30 35 



259 



307 



acc ate gat gtg gtg gac aat aat gee ggc gta att att gag gga ccg 355 
Thr He Asp Val Val Asp Asn Asn Ala Gly Val He He Glu Gly Pro 

75 80 85 



403 



BGM26CP 



-341 - 



gtc aat ggc gtg act ctt ggt gcc cgc gcc get cat cct tat ttg gcg 451 
Val Asn Gly Val Thr Leu Gly Ala Arg Ala Ala His Pro Tyr Leu Ala 
105 110 115 

cgc acg ccg ggc gcc cag ttg tta aac atg tec teg gcg teg gcg gtg 499 
Arg Thr Pro Gly Ala Gin Leu Leu Asn Met Ser Ser Ala Ser Ala Val 
120 125 130 

tac ggg cag ccc cag ate gcg gtg tat teg get teg aag ttt tac gtc 547 
Tyr Gly Gin Pro Gin He Ala Val Tyr Ser Ala Ser Lys Phe Tyr Val 
135 140 145 

gca ggt ctt act gag gcg ctg aat ttg gag tgg egg aaa gac gat att 595 
Ala Gly Leu Thr Glu Ala Leu Asn Leu Glu Trp Arg Lys Asp Asp He 
150 155 160 165 

cgc gtg gtc gat gtt tgg cct ttg tgg gcg aaa ace gat ttg gtg aac 643 
Arg Val Val Asp Val Trp Pro Leu Trp Ala Lys Thr Asp Leu Val Asn 
170 175 180 

ggc gtg aag get aag tea ctg aag cgt ttg ggt gtc egg ate act ccg 691 
Gly Val Lys Ala Lys Ser Leu Lys Arg Leu Gly Val Arg He Thr Pro 
185 190 195 

gaa cag gtg gca cag gcg gta tgg gat gcg gtg cat ccg aaa tct egg 739 
Glu Gin Val Ala Gin Ala Val Trp Asp Ala Val His Pro Lys Ser Arg 
200 205 210 

tgg gcg aag gga aag gtg cat cac ggg gtg tea aag ttg gat aag gcg 787 
Trp Ala Lys Gly Lys Val His His Gly Val Ser Lys Leu Asp Lys Ala 
215 220 225 

ctg tat etc atg aaa tct ctg teg cct gat egg gta gcg atg tgt ttt 835 
Leu Tyr Leu Met Lys Ser Leu Ser Pro Asp Arg Val Ala Met Cys Phe 
230 235 240 245 

gcg cga eta ate gcc gga taaatgaatt gattatttta ggc 876 
Ala Arg Leu He Ala Gly 
250 



<210> 240 
<21i> 251 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 240 

Met Lys Ser He Phe He Ser Gly Ala Ala Asn Gly He Gly Lys Ala 
15 10 15 

Val Ala Leu Lys Phe Leu His Glu Gly Trp Leu Val Gly Ala Tyr Asp 
20 25 30 

Leu Ala Glu He Thr Tyr Ser His Pro Asn Leu Arg Trp Gly Tyr Leu 
35 40 45 

Asn Val Arg Gin Ser Glu Ser Trp Asp Lys Ala Leu Glu Asp Phe Ala 
50 55 60 



Thr His Thr Gly Gly Thr He Asp Val Val Asp Asn Asn Ala Gly Val 
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65 

He He Glu Gly 



Leu Leu Ala He 
100 

His Pro Tyr Leu 
115 

Ser Ala Ser Ala 
130 

Ser Lys Phe Tyr 
145 

Arg Lys Asp Asp 



Thr Asp Leu Val 
180 

Val Arg He Thr 
195 

His Pro Lys Ser 
210 



70 

Pro Leu Gin Asp 
85 

Asn Val Asn Gly 



Ala Arg Thr Pro 
120 

Val Tyr Gly Gin 
135 

Val Ala Gly Leu 
150 

He Arg Val Val 
165 

Asn Gly Val Lys 



Pro Glu Gin Val 
200 

Arg Trp Ala Lys 
215 



75 

Ala Glu Glu Gly 
90 

Val Thr Leu Gly 
105 

Gly Ala Gin Leu 



Pro Gin He Ala 
140 

Thr Glu Ala Leu 

155 

Asp Val Trp Pro 
170 

Ala Lys Ser Leu 
185 

Ala Gin Ala Val 



Gly Lys Val His 
220 



80 

Ser Val Asp Lys 
95 

Ala Arg Ala Ala 
110 

Leu Asn Met Ser 
125 

Val Tyr Ser Ala 



Asn Leu Glu Trp 
160 

Leu Trp Ala Lys 
175 

Lys Arg Leu Gly 
190 

Trp Asp Ala Val 
205 

His Gly Val Ser 



Lys Leu Asp Lys Ala Leu Tyr Leu Met Lys Ser Leu Ser Pro Asp Arg 
225 230 235 240 

Val Ala Met Cys Phe Ala Arg Leu He Ala Gly 
245 250 



<210> 241 
<211> 1140 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1117) 
<223> RXS01758 



<400> 241 

cccccttatt cagagtgatg gtctaccgga gaagtaccca gaccaatagc atcgaccaac 60 

gatagcgcgc tcagaagttc tttagtgaaa gcagaaccaa atg ccc aaa tac att 115 

Met Pro Lys Tyr He 
1 5 



gcc atg cag gta tec gaa tec ggt gca ccg tta gec gcg aat etc gtg 163 
Ala Met Gin Val Ser Glu Ser Gly Ala Pro Leu Ala Ala Asn Leu Val 
10 15 20 



caa cct get ccg ttg aaa teg agg gaa gtc cgc gtg gaa ate get get 211 
Gin Pro Ala Pro Leu Lys Ser Arg Glu Val Arg Val Glu He Ala Ala 
25 30 35 
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agt ggt gtg tgc cat gca gat att ggc acg gca gca gca teg ggg aag 259 

Ser Gly Val Cys His Ala Asp lie Gly Thr Ala Ala Ala Ser Gly Lys 
40 45 50 

cac act gtt ttt cct gtt acc cct ggt cat gag att gca gga acc ate 307 

His Thr Val Phe Pro Val Thr Pro Gly His Glu lie Ala Gly Thr lie 
55 60 65 

gcg gaa att ggt gaa aac gta tct egg tgg acg gtt ggt gat cgc gtt 355 

Ala Glu lie Gly Glu Asn Val Ser Arg Trp Thr Val Gly Asp Arg Val 
70 75 80 85 

gca ate ggt tgg ttt ggt ggc aat tgc ggt gac tgc get ttt tgt cgt 4 03 

Ala lie Gly Trp Phe Gly Gly Asn Cys Gly Asp Cys Ala Phe Cys Arg 
90 95 100 

gca ggt gat cct gtg cat tgc aga gag egg aag att cct ggc gtt tct - 4 51 

Ala Gly Asp Pro Val His Cys Arg Glu Arg Lys lie Pro Gly Val Ser 

105 110 115 

tat gcg ggt ggt tgg gca cag aat att gtt gtt cca gcg gag get ctt 4 99 

Tyr Ala Gly Gly Trp Ala Gin Asn He Val Val Pro Ala Glu Ala Leu 
120 125 130 

get gcg att cca gat ggc atg gac ttt tac gag ccc gec ccg atg ggc 547 

Ala Ala He Pro Asp Gly Met Asp Phe Tyr Glu Pro Ala Pro Met Gly 
135 140 145 

tgc gca ggt gtg aca aca ttc aat gcg ttg cga aac ctg aag ctg gat 595 

Cys Ala Gly Val Thr Thr Phe Asn Ala Leu Arg Asn Leu Lys Leu Asp 
150 155 160 165 

ccc ggt gcg get gtc gcg gtc ttt gga ate ggc ggt tta gtg cgc eta 643 

Pro Gly Ala Ala Val Ala Val Phe Gly He Gly Gly Leu Val Arg Leu 
170 175 180 

get att cag ttt get gcg aaa atg ggt tat cga acc ate acc ate gee 691 

Ala He Gin Phe Ala Ala Lys Met Gly Tyr Arg Thr He Thr He Ala 

185 190 195 

cgc ggt tta gag cgt gag gag eta get agg caa ctt ggc gec aac cac 739 

Arg Gly Leu Glu Arg Glu Glu Leu Ala Arg Gin Leu Gly Ala Asn His 
200 205 210 

tac ate gat age aat gat ctg cac cct ggc cag gcg tta ttt gaa ctt 787 

Tyr He Asp Ser Asn Asp Leu His Pro Gly Gin Ala Leu Phe Glu Leu 
215 220 225 

gge ggg get gac ttg ate ttg tct act gcg tec acc acg gag cct ctt 835 

Gly Gly Ala Asp Leu He Leu Ser Thr Ala Ser Thr Thr Glu Pro Leu 
230 235 240 245 

teg gag ttg tct acc ggt ctt tct att ggc ggg cag eta acc att ate 883 

Ser Glu Leu Ser Thr Gly Leu Ser He Gly Gly Gin Leu Thr He He 
250 255 260 

gga gtt gat ggg gga gat ate acc gtt teg gca gec caa ttg atg atg 931 

Gly Val Asp Gly Gly Asp He Thr Val Ser Ala Ala Gin Leu Met Met 

265 270 275 



aac cgt cag ate ate aca ggt cac etc act gga agt gcg aat gac acg 



979 
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Asn Arg Gin He He Thr Gly His Leu Thr Gly Ser Ala Asn Asp Thr 
280 285 290 

gaa cag act atg aaa ttt get cat etc cat ggc gtg aaa ccg ctt att 1027 

Glu Gin Thr Met Lys Phe Ala His Leu His Gly Val Lys Pro Leu He 

295 300 305 

gaa egg atg cct etc gat caa gee aac gag get att gca cgt att tea 1075 

Glu Arg Met Pro Leu Asp Gin Ala Asn Glu Ala He Ala Arg He Ser 

310 315 320 325 

get ggt aaa cca cgt ttc cgt att gtc ttg gag ccg aat tea 1117 

Ala Gly Lys Pro Arg Phe Arg He Val Leu Glu Pro Asn Ser 

330 335 

taatgecaac agcaagccca att 1140 



<210> 242 
<211> 339 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 242 

Met Pro Lys Tyr He Ala Met Gin Val Ser Glu Ser Gly Ala Pro Leu 
15 10 15 

Ala Ala Asn Leu Val Gin Pro Ala Pro Leu Lys Ser Arg Glu Val Arg 
20 25 30 

Val Glu He Ala Ala Ser Gly Val Cys His Ala Asp He Gly Thr Ala 
35 40 45 

Ala Ala Ser Gly Lys His Thr Val Phe Pro Val Thr Pro Gly His Glu 
50 55 60 

He Ala Gly Thr He Ala Glu He Gly Glu Asn Val Ser Arg Trp Thr 
65 70 75 80 

Val Gly Asp Arg Val Ala He Gly Trp Phe Gly Gly Asn Cys Gly Asp 
85 90 95 

Cys Ala Phe Cys Arg Ala Gly Asp Pro Val His Cys Arg Glu Arg Lys 
100 105 110 

He Pro Gly Val Ser Tyr Ala Gly Gly Trp Ala Gin Asn He Val Val 
115 120 125 

Pro Ala Glu Ala Leu Ala Ala He Pro Asp Gly Met Asp Phe Tyr Glu 
130 135 140 

Pro Ala Pro Met Gly Cys Ala Gly Val Thr Thr Phe Asn Ala Leu Arg 
145 150 155 160 

Asn Leu Lys Leu Asp Pro Gly Ala Ala Val Ala Val Phe Gly lie Gly 
165 170 175 

Gly Leu Val Arg Leu Ala He Gin Phe Ala Ala Lys Met Gly Tyr Arg 
180 185 190 



Thr He Thr He Ala Arg Gly Leu Glu Arg Glu Glu Leu Ala Arg Gin 
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195 

Leu Gly Ala Asn 
210 

Ala Leu Phe Glu 
225 

Thr Thr Glu Pro 



Gin Leu Thr lie 
260 

Ala Gin Leu Met 
275 

Ser Ala Asn Asp 
290 



200 

His Tyr lie Asp 
215 

Leu Gly Gly Ala 
230 

Leu Ser Glu Leu 
245 

lie Gly Val Asp 



Met Asn Arg Gin 
280 

Thr Glu Gin Thr 

295 



Ser Asn Asp Leu 
220 

Asp Leu lie Leu 
235 

Ser Thr Gly Leu 
250 

Gly Gly Asp lie 
265 

He He Thr Gly 



Met Lys Phe Ala 
300 



205 

His Pro Gly Gin 



Ser Thr Ala Ser 
240 

Ser He Gly Gly 
255 

Thr Val Ser Ala 
270 

His Leu Thr Gly 
285 

His Leu His Gly 



Val Lys Pro Leu He Glu Arg Met Pro Leu Asp Gin Ala Asn Glu Ala 
305 310 315 320 

He Ala Arg He Ser Ala Gly Lys Pro Arg Phe Arg He Val Leu Glu 
325 330 335 



Pro Asn Ser 



<210> 243 
<211> 1665 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1642) 
<223> RXA02737 



<400> 243 

agcacgctgc atcagtaacg gcgacatgaa atcgaattag ttcgatctta tgtggccgtt 60 



acacatcttt cattaaagaa aggatcgtga cactaccatc gtg age aca aac acg 115 

Val Ser Thr Asn Thr 
1 5 



acc ccc tec age tgg aca aac cca ctg cgc gac ccg cag gat aaa cga 163 
Thr Pro Ser Ser Trp Thr Asn Pro Leu Arg Asp Pro Gin Asp Lys Arg 
10 15 20 



etc ccc cgc ate get ggc cct tec ggc atg gtg ate ttc ggt gtc act 211 
Leu Pro Arg He Ala Gly Pro Ser Gly Met Val He Phe Gly Val Thr 
25 30 35 



ggc gac ttg get cga aag aag ctg etc ccc gee att tat gat eta gca 
Gly Asp Leu Ala Arg Lys Lys Leu Leu Pro Ala He Tyr Asp Leu Ala 
40 45 50 



259 



aac cgc gga ttg ctg ccc cca gga ttc teg ttg gta ggt tac ggc cgc 
Asn Arg Gly Leu Leu Pro Pro Gly Phe Ser Leu Val Gly Tyr Gly Arg 



307 
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55 



60 65 



cgc gaa tgg tec aaa gaa gac ttt gaa aaa tac gta cgc gat gec gca 
Ara Glu Trp Ser Lys Glu Asp Phe Glu Lys Tyr Val Arg Asp Ala Ala 
70 75 80 85 

agt get ggt get cgt acg gaa ttc cgt gaa aat gtt tgg gag cgc etc 
Ser Ala Gly Ala Arg Thr Glu Phe Arg Glu Asn Val Trp Glu Arg Leu 
90 95 100 

gee gag ggt atg gaa ttt gtt cgc ggc aac ttt gat gat gat gca get 
Ala Glu Gly Met Glu Phe Val Arg Gly Asn Phe Asp Asp Asp Ala Ala 
105 HO 115 

ttc gac aac etc get gca aca etc aag cgc ate gac aaa ace cgc ggc 
Phe Asp Asn Leu Ala Ala Thr Leu Lys Arg He Asp Lys Thr Arg Gly 
120 125 130 

acc gec ggc aac tgg get tac tac ctg tec att cca cca gat tec ttc 
Thr Ala Gly Asn Trp Ala Tyr Tyr Leu Ser lie Pro Pro Asp Ser Phe 
135 140 145 



aca gcg gtc tgc cac cag ctg gag cgt tec ggc atg get gaa tec acc 
Thr Ala Val Cys His Gin Leu Glu Arg Ser Gly Met Ala Glu Ser Thr 
150 155 



160 I 55 



gaa gaa gca tgg cgc cgc gtg ate ate gag aag cct ttc ggc cac aac 
Glu Glu Ala Trp Arg Arg Val He He Glu Lys Pro Phe Gly His Asn 



170 



175 180 



etc gaa tec gca cac gag etc aac cag ctg gtc aac gca gtc ttc cca 
Leu Glu Ser Ala His Glu Leu Asn Gin Leu Val Asn Ala Val Phe Pro 



185 



190 195 



gaa tct tct gtg ttc cgc ate gac cac tat ttg ggc aag gaa aca gtt 
Glu Ser Ser Val Phe Arg He Asp His Tyr Leu Gly Lys Glu Thr Val 
200 205 210 

caa aac ate ctg get ctg cgt ttt get aac cag ctg ttt gag cca ctg 
Gin Asn He Leu Ala Leu Arg Phe Ala Asn Gin Leu Phe Glu Pro Leu 



215 



220 225 



tgg aac tec aac tac gtt gac cac gtc cag ate acc atg get gaa gat 
Trp Asn Ser Asn Tyr Val Asp His Val Gin He Thr Met Ala Glu Asp 
230 235 240 245 



att ggc ttg ggt gga cgt get ggt tac tac gac ggc ate ggc gca gec 
He Gly Leu Gly Gly Arg Ala Gly Tyr Tyr Asp Gly He Gly Ala Ala 



250 



255 260 



cgc gac gtc ate cag aac cac ctg ate cag etc ttg get ctg gtt gec 
Arg Asp Val He Gin Asn His Leu He Gin Leu Leu Ala Leu Val Ala 



265 



270 275 



atg gaa gaa cca att tct ttc gtg cca gcg cag ctg cag gca gaa aag 
Met Glu Glu Pro He Ser Phe Val Pro Ala Gin Leu Gin Ala Glu Lys 



280 



285 290 



ate aag gtg etc tct gcg aca aag ccg tgc tac cca ttg gat aaa acc 
He Lys Val Leu Ser Ala Thr Lys Pro Cys Tyr Pro Leu Asp Lys Thr 
295 300 305 



355 



403 



451 



4 99 



547 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1027 
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tcc get cgt ggt cag tac get gec ggt tgg cag ggc tct gag tta gtc 1075 
Ser Ala Arg Gly Gin Tyr Ala Ala Gly Trp Gin Gly Ser Glu Leu Val 
310 315 320 325 

aag gga ctt cgc gaa gaa gat ggc ttc aac cct gag tec acc act gag 1123 
Lys Gly Leu Arg Glu Glu Asp Gly Phe Asn Pro Glu Ser Thr Thr Glu 
330 335 340 

act ttt gcg get tgt acc tta gag ate acg tct cgt cgc tgg get ggt 1171 
Thr Phe Ala Ala Cys Thr Leu Glu lie Thr Ser Arg Arg Trp Ala Gly 
345 350 355 

gtg ccg ttc tac ctg cgc acc ggt aag cgt ctt ggt cgc cgt gtt act 1219 
Val Pro Phe Tyr Leu Arg Thr Gly Lys Arg Leu Gly Arg Arg Val Thr 
360 365 370 

gag att gee gtg gtg ttt aaa gac gca cca cac cag cct ttc gac ggc 1267 
Glu lie Ala Val Val Phe Lys Asp Ala Pro His Gin Pro Phe Asp Gly 
375 380 385 

gac atg act gta tec ctt ggc caa aac gec ate gtg att cgc gtg cag 1315 
Asp Met Thr Val Ser Leu Gly Gin Asn Ala He Val He Arg Val Gin 
390 395 400 405 

cct gat gaa ggt gtg etc ate cgc ttc ggt tec aag gtt cca ggt tct 1363 
Pro Asp Glu Gly Val Leu He Arg Phe Gly Ser Lys Val Pro Gly Ser 
410 415 420 

gee atg gaa gtc cgt gac gtc aac atg gac ttc tec tac tea gaa tec 1411 
Ala Met Glu Val Arg Asp Val Asn Met Asp Phe Ser Tyr Ser Glu Ser 
425 430 435 

ttc act gaa gaa tea cct gaa gca tac gag cgc etc att ttg gat gcg 1459 
Phe Thr Glu Glu Ser Pro Glu Ala Tyr Glu Arg Leu He Leu Asp Ala 
440 445 450 

ctg tta gat gaa tec age etc ttc cct acc aac gag gaa gtg gaa ctg 1507 
Leu Leu Asp Glu Ser Ser Leu Phe Pro Thr Asn Glu Glu Val Glu Leu 
455 460 465 

age tgg aag att ctg gat cca att ctt gaa gca tgg gat gec gat gga 1555 
Ser Trp Lys He Leu Asp Pro He Leu Glu Ala Trp Asp Ala Asp Gly 
470 475 480 485 

gaa cca gag gat tac cca gcg ggt acg tgg ggt cca aag age get gat 1603 
Glu Pro Glu Asp Tyr Pro Ala Gly Thr Trp Gly Pro Lys Ser Ala Asp 
490 495 500 

gaa atg ctt tec cgc aac ggt cac acc tgg cgc agg cca taatttaggg 1652 
Glu Met Leu Ser Arg Asn Gly His Thr Trp Arg Arg Pro 
505 510 

gcaaaaaatg ate 1665 



<210> 244 
<211> 514 
<212> PRT 

<213> Corynebacterium glutamicum 
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<400> 244 
Val Ser Thr Asn 
1 

Pro Gin Asp Lys 
20 

He Phe Gly Val 
35 

He Tyr Asp Leu 
50 

Val Gly Tyr Gly 
65 

Val Arg Asp Ala 



Val Trp Glu Arg 
100 

Asp Asp Asp Ala 
115 

Asp Lys Thr Arg 
130 

Pro Pro Asp Ser 
145 

Met Ala Glu Ser 



Pro Phe Gly His 
180 

Asn Ala Val Phe 
195 

Gly Lys Glu Thr 
210 

Leu Phe Glu Pro 
225 

Thr Met Ala Glu 



Gly He Gly Ala 
260 

Leu Ala Leu Val 
275 

Leu Gin Ala Glu 
290 

Pro Leu Asp Lys 
305 



Thr Thr Pro Ser 
5 

Arg Leu Pro Arg 



Thr Gly Asp Leu 
40 

Ala Asn Arg Gly 
55 

Arg Arg Glu Trp 
70 

Ala Ser Ala Gly 
85 

Leu Ala Glu Gly 



Ala Phe Asp Asn 
120 

Gly Thr Ala Gly 
135 

Phe Thr Ala Val 
150 

Thr Glu Glu Ala 
165 

Asn Leu Glu Ser 



Pro Glu Ser Ser 
200 

Val Gin Asn He 
215 

Leu Trp Asn Ser 
230 

Asp He Gly Leu 
245 

Ala Arg Asp Val 



Ala Met Glu Glu 
280 

Lys He Lys Val 
295 

Thr Ser Ala Arg 
310 



Ser Trp Thr Asn 
10 

He Ala Gly Pro 
25 

Ala Arg Lys Lys 



Leu Leu Pro Pro 
60 

Ser Lys Glu Asp 
75 

Ala Arg Thr Glu 
90 

Met Glu Phe Val 

105 

Leu Ala Ala Thr 



Asn Trp Ala Tyr 
140 

Cys His Gin Leu 
155 

Trp Arg Arg Val 
170 

Ala His Glu Leu 
185 

Val Phe Arg He 



Leu Ala Leu Arg 
220 

Asn Tyr Val Asp 
235 

Gly Gly Arg Ala 
250 

He Gin Asn His 
265 

Pro He Ser Phe 



Leu Ser Ala Thr 

300 

Gly Gin Tyr Ala 
315 



Pro Leu Arg Asp 
15 

Ser Gly Met Val 
30 

Leu Leu Pro Ala 
45 

Gly Phe Ser Leu 



Phe Glu Lys Tyr 

80 

Phe Arg Glu Asn 
95 

Arg Gly Asn Phe 
110 

Leu Lys Arg He 
125 

Tyr Leu Ser He 



Glu Arg Ser Gly 
160 

He He Glu Lys 
175 

Asn Gin Leu Val 
190 

Asp His Tyr Leu 
205 

Phe Ala Asn Gin 



His Val Gin He 
240 

Gly Tyr Tyr Asp 
255 

Leu He Gin Leu 
270 

Val Pro Ala Gin 
285 

Lys Pro Cys Tyr 



Ala Gly Trp Gin 
320 
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Gly Ser Glu Leu Val Lys Gly Leu Arg Glu Glu Asp Gly Phe Asn Pro 
325 330 335 

Glu Ser Thr Thr Glu Thr Phe Ala Ala Cys Thr Leu Glu lie Thr Ser 
340 345 350 

Arg Arg Trp Ala Gly Val Pro Phe Tyr Leu Arg Thr Gly Lys Arg Leu 
355 360 365 

Gly Arg Arg Val Thr Glu lie Ala Val Val Phe Lys Asp Ala Pro His 
370 375 380 

Gin Pro Phe Asp Gly Asp Met Thr Val Ser Leu Gly Gin Asn Ala lie 
385 390 395 400 

Val lie Arg Val Gin Pro Asp Glu Gly Val Leu lie Arg Phe Gly Ser 
405 410 415 

Lys Val Pro Gly Ser Ala Met Glu Val Arg Asp Val Asn Met Asp Phe 
420 425 430 

Ser Tyr Ser Glu Ser Phe Thr Glu Glu Ser Pro Glu Ala Tyr Glu Arg 
435 440 445 

Leu lie Leu Asp Ala Leu Leu Asp Glu Ser Ser Leu Phe Pro Thr Asn 
450 455 460 

Glu Glu Val Glu Leu Ser Trp Lys lie Leu Asp Pro lie Leu Glu Ala 
465 470 475 480 

Trp Asp Ala Asp Gly Glu Pro Glu Asp Tyr Pro Ala Gly Thr Trp Gly 
485 490 495 

Pro Lys Ser Ala Asp Glu Met Leu Ser Arg Asn Gly His Thr Trp Arg 
500 505 510 



Arg Pro 



<210> 245 
<211> 1203 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1180) 
<223> RXA02738 

<400> 245 

ttgttgttaa tcggtacaaa gggtcttaag cacatccctt acttgcctgc tctccttgag 60 

cacagttcaa gaacaattct tttaaggaaa atttagtttc atg tct cac att gat 115 

Met Ser His lie Asp 
1 5 



gat ctt gca cag etc ggc act tec act tgg etc gac gac etc tec cgc 163 
Asp Leu Ala Gin Leu Gly Thr Ser Thr Trp Leu Asp Asp Leu Ser Arg 
10 15 20 
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gag cgc att act tec ggc aat etc age cag gtt att gag gaa aag tct 211 
Glu Arg lie Thr Ser Gly Asn Leu Ser Gin Val lie Glu Glu Lys Ser 
25 30 35 

gta gtc ggt gtc acc acc aac cca get att ttc gca gca gca atg tec 259 
Val Val Gly Val Thr Thr Asn Pro Ala lie Phe Ala Ala Ala Met Ser 
40 45 50 

aag ggc gat tec tac gac get cag ate gca gag etc aag gee get ggc 307 
Lys Gly Asp Ser Tyr Asp Ala Gin lie Ala Glu Leu Lys Ala Ala Gly 
55 60 65 

gca tct gtt gac cag get gtt tac gee atg age ate gac gac gtt cgc 355 
Ala Ser Val Asp Gin Ala Val Tyr Ala Met Ser lie Asp Asp Val Arg 
70 75 80 85 

aat get tgt gat ctg ttc acc ggc ate ttc gag tec tec aac ggc tac 403 
Asn Ala Cys Asp Leu Phe Thr Gly lie Phe Glu Ser Ser Asn Gly Tyr 
90 95 100 

gac ggc cgc gtg tec ate gag gtt gac cca cgt ate tct get gac cgc 451 
Asp Gly Arg Val Ser lie Glu Val Asp Pro Arg lie Ser Ala Asp Arg 
105 110 115 

gac gca acc ctg get cag gec aag gag ctg tgg gca aag gtt gat cgt 4 99 
Asp Ala Thr Leu Ala Gin Ala Lys Glu Leu Trp Ala Lys Val Asp Arg 
120 125 130 

cca aac gtc atg ate aag ate cct gca acc cca ggt tct ttg cca gca 547 
Pro Asn Val Met lie Lys lie Pro Ala Thr Pro Gly Ser Leu Pro Ala 
135 140 145 

ate acc gac get ttg get gag ggc ate age gtt aac gtc acc ttg ate 595 
lie Thr Asp Ala Leu Ala Glu Gly lie Ser Val Asn Val Thr Leu lie 
150 155 160 165 

ttc tec gtt get cgc tac cgc gag gtc ate get gcg ttc ate gag ggc 643 
Phe Ser Val Ala Arg Tyr Arg Glu Val lie Ala Ala Phe lie Glu Gly 
170 175 180 

ate aag cag get get gca aac ggc cac gac gtc tec aag ate cac tct 691 
lie Lys Gin Ala Ala Ala Asn Gly His Asp Val Ser Lys lie His Ser 
185 190 195 

gtg get tec ttc ttc gtc tec cgc gtc gac gtt gag ate gac aag cgc 739 
Val Ala Ser Phe Phe Val Ser Arg Val Asp Val Glu lie Asp Lys Arg 
200 205 210 

etc gag gca ate gga tec gat gag get ttg get ctg cgc ggc aag gca 787 
Leu Glu Ala He Gly Ser Asp Glu Ala Leu Ala Leu Arg Gly Lys Ala 
215 220 225 

ggc gtt gec aac get cag cgc get tac get gtg tac aag gag ctt ttc 835 
Gly Val Ala Asn Ala Gin Arg Ala Tyr Ala Val Tyr Lys Glu Leu Phe 
230 235 240 245 

gac gee gee gag ctg cct gaa ggt gee aac act cag cgc cca ctg tgg 883 
Asp Ala Ala Glu Leu Pro Glu Gly Ala Asn Thr Gin Arg Pro Leu Trp 
250 255 260 



gca tec acc ggc gtg aag aac cct gcg tac get gca act ctt tac gtt 



931 
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Ala Ser Thr Gly Val Lys Asn Pro Ala Tyr Ala Ala Thr Leu Tyr Val 
265 270 275 

tec gag ctg get ggt cca aac acc gtc aac acc atg cca gaa ggc acc 
Ser Glu Leu Ala Gly Pro Asn Thr Val Asn Thr Met Pro Glu Gly Thr 
280 285 290 

ate gac gcg gtt ctg gag cag ggc aac ctg cac ggt gac acc ctg tec 
He Asp Ala Val Leu Glu Gin Gly Asn Leu His Gly Asp Thr Leu Ser 
295 300 305 

aac tec gcg gca gaa get gac get gtg ttc tec cag ctt gag get ctg 
Asn Ser Ala Ala Glu Ala Asp Ala Val Phe Ser Gin Leu Glu Ala Leu 
310 315 320 325 



gac aag ttc gtt get tct tgg age gaa ctg ctt gag tec atg gaa get 
Asp Lys Phe Val Ala Ser Trp Ser Glu Leu Leu Glu Ser Met Glu Ala 
345 350 355 



979 



1027 



1075 



ggc gtt gac ttg gca gat gtc ttc cag gtc ctg gag acc gag ggt gtg 1123 
Gly Val Asp Leu Ala Asp Val Phe Gin Val Leu Glu Thr Glu Gly Val 
330 335 340 



1171 



cgc ctg aag tagaatcagc acgctgcatc agt 12 03 
Arg Leu Lys 
360 



<210> 246 
<211> 360 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 246 

Met Ser His He Asp Asp Leu Ala Gin Leu Gly Thr Ser Thr Trp Leu 
15 10 15 

Asp Asp Leu Ser Arg Glu Arg He Thr Ser Gly Asn Leu Ser Gin Val 
20 25 30 

He Glu Glu Lys Ser Val Val Gly Val Thr Thr Asn Pro Ala He Phe 
35 40 45 

Ala Ala Ala Met Ser Lys Gly Asp Ser Tyr Asp Ala Gin He Ala Glu 
50 55 60 

Leu Lys Ala Ala Gly Ala Ser Val Asp Gin Ala Val Tyr Ala Met Ser 
65 70 75 80 

He Asp Asp Val Arg Asn Ala Cys Asp Leu Phe Thr Gly He Phe Glu 
85 90 95 

Ser Ser Asn Gly Tyr Asp Gly Arg Val Ser He Glu Val Asp Pro Arg 
100 105 HO 

He Ser Ala Asp Arg Asp Ala Thr Leu Ala Gin Ala Lys Glu Leu Trp 
115 120 125 

Ala Lys Val Asp Arg Pro Asn Val Met He Lys He Pro Ala Thr Pro 
130 135 140 
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Gly Ser Leu Pro Ala lie Thr Asp Ala Leu Ala Glu Gly lie Ser Val 
145 150 155 160 

Asn Val Thr Leu lie Phe Ser Val Ala Arg Tyr Arg Glu Val lie Ala 
165 170 175 

Ala Phe He Glu Gly He Lys Gin Ala Ala Ala Asn Gly His Asp Val 
180 185 190 

Ser Lys He His Ser Val Ala Ser Phe Phe Val Ser Arg Val Asp Val 
195 200 205 

Glu He Asp Lys Arg Leu Glu Ala He Gly Ser Asp Glu Ala Leu Ala 
210 215 220 

Leu Arg Gly Lys Ala Gly Val Ala Asn Ala Gin Arg Ala Tyr Ala Val 
225 230 235 240 

Tyr Lys Glu Leu Phe Asp Ala Ala Glu Leu Pro Glu Gly Ala Asn Thr 
245 250 255 

Gin Arg Pro Leu Trp Ala Ser Thr Gly Val Lys Asn Pro Ala Tyr Ala 
260 265 270 

Ala Thr Leu Tyr Val Ser Glu Leu Ala Gly Pro Asn Thr Val Asn Thr 
275 280 285 

Met Pro Glu Gly Thr He Asp Ala Val Leu Glu Gin Gly Asn Leu His 
290 295 300 

Gly Asp Thr Leu Ser Asn Ser Ala Ala Glu Ala Asp Ala Val Phe Ser 
305 310 315 320 

Gin Leu Glu Ala Leu Gly Val Asp Leu Ala Asp Val Phe Gin Val Leu 
325 330 335 

Glu Thr Glu Gly Val Asp Lys Phe Val Ala Ser Trp Ser Glu Leu Leu 
340 345 350 

Glu Ser Met Glu Ala Arg Leu Lys 
355 360 



<210> 247 
<211> 2223 
<212> DNA 

<213> Ccrynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (2200) 
<223> RXA02739 

<400> 247 

cctttgccaa atttgaacca attaacctaa gtcgtagatc tgatcatcgg atctaacgaa 60 

aacgaaccaa aactttggtc ccggtttaac ccaggaagga ttg acc acc ttg acg 115 

Leu Thr Thr Leu Thr 
1 5 



ctg tea cct gaa ctt cag gcg etc act gta cgc aat tac ccc tct gat 163 
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Leu Ser Pro Glu Leu Gin Ala Leu Thr Val Arg Asn Tyr Pro Ser Asp 
10 15 20 

tag tec gat gtg gac acc aag get gta gac act gtt cgt gtc etc get 
Trp Ser Asp Val Asp Thr Lys Ala Val Asp Thr Val Arg Val Leu Ala 
25 30 35 

gca gac get gta gaa aac tgt ggc tec ggc cac cca ggc acc gca atg 
Ala Asp Ala Val Glu Asn Cys Gly Ser Gly His Pro Gly Thr Ala Met 
40 45 50 

age ctg get ccc ctt gca tac acc ttg tac cag egg gtt atg aac gta 
Ser Leu Ala Pro Leu Ala Tyr Thr Leu Tyr Gin Arg Val Met Asn Val 
55 60 65 

gat cca cag gac acc aac tgg gca ggc cgt gac cgc ttc gtt ctt tct 
Asp Pro Gin Asp Thr Asn Trp Ala Gly Arg Asp Arg Phe Val Leu Ser 
70 75 80 85 

tgt ggc cac tec tct ttg acc cag tac ate cag ctt tac ttg ggt gga 403 
Cys Gly His Ser Ser Leu Thr Gin Tyr He Gin Leu Tyr Leu Gly Gly 
90 95 100 

ttc ggc ctt gag atg gat gac ctg aag get ctg cgc acc tgg gat tec 451 
Phe Gly Leu Glu Met Asp Asp Leu Lys Ala Leu Arg Thr Trp Asp Ser 
105 HO H5 



ttg acc cca gga cac cct gag tac cgc cac acc aag ggc gtt gag ate 
Leu Thr Pro Gly His Pro Glu Tyr Arg His Thr Lys Gly Val Glu He 
120 125 130 

acc act ggc cct ctt ggc cag ggt ctt gca tct gca gtt ggt atg gee 
Thr Thr Gly Pro Leu Gly Gin Gly Leu Ala Ser Ala Val Gly Met Ala 
135 140 145 

atg get get cgt cgt gag cgt ggc eta ttc gac cca acc get get gag 
Met Ala Ala Arg Arg Glu Arg Gly Leu Phe Asp Pro Thr Ala Ala Glu 



150 155 



160 165 



ggc gaa tec cca ttc gac cac cac ate tac gtc att get tct gat ggt 
Gly Glu Ser Pro Phe Asp His His He Tyr Val He Ala Ser Asp Gly 

175 180 



170 



gac ctg cag gaa ggt gtc acc tct gag gca tec tee ate get ggc acc 
Asp Leu Gin Glu Gly Val Thr Ser Glu Ala Ser Ser He Ala Gly Thr 
185 190 195 

cag cag ctg ggc aac etc ate gtg ttc tgg gat gac aac cgc ate tec 
Gin Gin Leu Gly Asn Leu He Val Phe Trp Asp Asp Asn Arg He Ser 
200 



205 210 



ate gaa gac aac act gag ate get ttc aac gag gac gtt gtt get cgt 
He Glu Asp Asn Thr Glu He Ala Phe Asn Glu Asp Val Val Ala Arg 
215 220 225 

tac aag get tac ggc tgg cag acc att gag gtt gag get ggc gag gac 
Tyr Lys Ala Tyr Gly Trp Gin Thr He Glu Val Glu Ala Gly Glu Asp 
230 235 240 245 

gtt gca gca ate gaa get gca gtg get gag get aag aag gac acc aag 
Val Ala Ala He Glu Ala Ala Val Ala Glu Ala Lys Lys Asp Thr Lys 



211 



259 



307 



355 



499 



547 



5 95 



643 



691 



739 



787 



835 



883 
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gca ggt tec aac aac acc gtg ate aag ggc tec cct tec ttc ggc cct 
Ala Gly Ser Asn Asn Thr Val He Lys Gly Ser Pro Ser Phe Gly Pro 
410 415 420 



acc gac get tac tac gtc tgg acc cac gac tec ate ggt ctg ggc gaa 
Thr Asp Ala Tyr Tyr Val Trp Thr His Asp Ser He Gly Leu Gly Glu 
490 495 500 



931 



979 



1027 



1075 



250 255 260 

cga cct acc ttc ate cgc gtt cgc acc ate ate ggc ttc cca get cca 
Arg Pro Thr Phe He Arg Val Arg Thr He He Gly Phe Pro Ala Pro 
265 270 275 

act atg atg aac acc ggt get gtg cac ggt get get ctt ggc gca get 
Thr Met Met Asn Thr Gly Ala Val His Gly Ala Ala Leu Gly Ala Ala 
280 285 290 

gag gtt gca gca acc aag act gag ctt gga ttc gat cct gag get cac 
Glu Val Ala Ala Thr Lys Thr Glu Leu Gly Phe Asp Pro Glu Ala His 
295 300 305 

ttc gcg ate gac gat gag gtt ate get cac acc cgc tec etc gca gag 
Phe Ala He Asp Asp Glu Val He Ala His Thr Arg Ser Leu Ala Glu 
310 315 320 325 

cgc get gca cag aag aag get gca tgg cag gtc aag ttc gat gag tgg 1123 
Arg Ala Ala Gin Lys Lys Ala Ala Trp Gin Val Lys Phe Asp Glu Trp 
330 335 340 

gca get gee aac cct gag aac aag get ctg ttc gat cgc ctg aac tec 1171 
Ala Ala Ala Asn Pro Glu Asn Lys Ala Leu Phe Asp Arg Leu Asn Ser 
345 350 355 

cgt gag ctt cca gcg ggc tac get gac gag etc cca aca tgg gat gca 1219 
Arg Glu Leu Pro Ala Gly Tyr Ala Asp Glu Leu Pro Thr Trp Asp Ala 
360 365 370 

gat gag aag ggc gtc gca act cgt aag get tec gag get gca ctt cag 1267 
Asp Glu Lys Gly Val Ala Thr Arg Lys Ala Ser Glu Ala Ala Leu Gin 
375 380 385 

gca ctg ggc aag acc ctt cct gag ctg tgg ggc ggt tec get gac etc 1315 
Ala Leu Gly Lys Thr Leu Pro Glu Leu Trp Gly Gly Ser Ala Asp Leu 
390 395 400 405 



1363 



gag tec ate tec acc gag acc tgg tct get gag cct tac ggc cgt aac 1411 
Glu Ser He Ser Thr Glu Thr Trp Ser Ala Glu Pro Tyr Gly Arg Asn 
425 430 435 

ctg cac ttc ggt ate cgt gag cac get atg gga tec ate etc aac ggc 1459 
Leu His Phe Gly He Arg Glu His Ala Met Gly Ser He Leu Asn Gly 
440 445 450 

att tec etc cac ggt ggc acc cgc cca tac ggc gga acc ttc etc ate 
He Ser Leu His Gly Gly Thr Arg Pro Tyr Gly Gly Thr Phe Leu He 
455 460 465 

ttc tec gac tac atg cgt cct gca gtt cgt ctt gca get etc atg gag 1555 
Phe Ser Asp Tyr Met Arg Pro Ala Val Arg Leu Ala Ala Leu Met Glu 
470 475 480 485 



1507 



1603 



BGI-126CP 



- 355 - 



gat ggc cca acc cac cag cct gtt gaa ace ttg get gca ctg cgc gec 1651 
Asp Gly Pro Thr His Gin Pro Val Glu Thr Leu Ala Ala Leu Arg Ala 
505 510 515 

ate cca ggt ctg tec gtc ctg cgt cct gca gat gcg aac gag acc gec 1699 
lie Pro Gly Leu Ser Val Leu Arg Pro Ala Asp Ala Asn Glu Thr Ala 
520 525 530 

cag get tgg get gca gca ctt gag tac aag gaa ggc cct aag ggt ctt 1747 
Gin Ala Trp Ala Ala Ala Leu Glu Tyr Lys Glu Gly Pro Lys Gly Leu 
535 540 545 

gca ctg acc cgc cag aac gtt cct gtt ctg gaa ggc acc aag gag aag 1795 
Ala Leu Thr Arg Gin Asn Val Pro Val Leu Glu Gly Thr Lys Glu Lys 
550 555 560 565 

get get gaa ggc gtt cgc cgc ggt ggc tac gtc ctg gtt gag ggt tec 1843 
Ala Ala Glu Gly Val Arg Arg Gly Gly Tyr Val Leu Val Glu Gly Ser 
570 575 580 



aag gaa acc cca gat gtg ate etc atg ggc tec ggc tec gag gtt cag 
Lys Glu Thr Pro Asp Val lie Leu Met Gly Ser Gly Ser Glu Val Gin 
585 590 595 



1891 



ctt gca gtt aac get gcg aag get ctg gaa get gag ggc gtt gca get 1939 

Leu Ala Val Asn Ala Ala Lys Ala Leu Glu Ala Glu Gly Val Ala Ala 

600 605 610 

cgc gtt gtt tec gtt cct tgc atg gat tgg ttc cag gag cag gac gca 1987 

Arg Val Val Ser Val Pro Cys Met Asp Trp Phe Gin Glu Gin Asp Ala 

615 620 625 

gag tac ate gag tec gtt ctg cct gca get gtg acc get cgt gtg tct 2035 

Glu Tyr lie Glu Ser Val Leu Pro Ala Ala Val Thr Ala Arg Val Ser 

630 635 640 645 

gtt gaa get ggc ate gca atg cct tgg tac cgc ttc ttg ggc acc cag 2083 

Val Glu Ala Gly lie Ala Met Pro Trp Tyr Arg Phe Leu Gly Thr Gin 

650 655 660 

ggc cgt get gtc tec ctt gag cac ttc ggt get tct gcg gat tac cag 2131 

Gly Arg Ala Val Ser Leu Glu His Phe Gly Ala Ser Ala Asp Tyr Gin 

665 670 675 

acc ctg ttt gag aag ttc ggc ate acc acc gat gca gtc gtg gca gcg 2179 

Thr Leu Phe Glu Lys Phe Gly lie Thr Thr Asp Ala Val Val Ala Ala 

680 685 690 

gec aag gac tec att aac ggt taattgeect gctgttttta get 2223 
Ala Lys Asp Ser lie Asn Gly 
695 700 



<210> 248 
<211> 700 
<212> PRT 

<213> Corynebacterium glut ami cum 



<400> 248 

Leu Thr Thr Leu Thr Leu Ser Pro Glu Leu Gin Ala Leu Thr Val Arg 
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15 10 15 

Asn Tyr Pro Ser Asp Trp Ser Asp Val Asp Thr Lys Ala Val Asp Thr 
20 25 30 

Val Arg Val Leu Ala Ala Asp Ala Val Glu Asn Cys Gly Ser Gly His 
35 40 45 

Pro Gly Thr Ala Met Ser Leu Ala Pro Leu Ala Tyr Thr Leu Tyr Gin 
50 55 60 

Arg Val Met Asn Val Asp Pro Gin Asp Thr Asn Trp Ala Gly Arg Asp 
65 70 75 80 

Arg Phe Val Leu Ser Cys Gly His Ser Ser Leu Thr Gin Tyr lie Gin 
85 90 95 

Leu Tyr Leu Gly Gly Phe Gly Leu Glu Met Asp Asp Leu Lys Ala Leu 
100 105 110 

Arg Thr Trp Asp Ser Leu Thr Pro Gly His Pro Glu Tyr Arg His Thr 
115 120 125 

Lys Gly Val Glu lie Thr Thr Gly Pro Leu Gly Gin Gly Leu Ala Ser 
130 135 140 

Ala Val Gly Met Ala Met Ala Ala Arg Arg Glu Arg Gly Leu Phe Asp 
145 150 155 160 

Pro Thr Ala Ala Glu Gly Glu Ser Pro Phe Asp His His lie Tyr Val 
165 170 175 

lie Ala Ser Asp Gly Asp Leu Gin Glu Gly Val Thr Ser Glu Ala Ser 
180 185 190 

Ser lie Ala Gly Thr Gin Gin Leu Gly Asn Leu lie Val Phe Trp Asp 
195 200 205 

Asp Asn Arg lie Ser lie Glu Asp Asn Thr Glu lie Ala Phe Asn Glu 
210 215 220 

Asp Val Val Ala Arg Tyr Lys Ala Tyr Gly Trp Gin Thr lie Glu Val 
225 230 235 240 

Glu Ala Gly Glu Asp Val Ala Ala lie Glu Ala Ala Val Ala Glu Ala 
245 250 255 

Lys Lys Asp Thr Lys Arg Pro Thr Phe lie Arg Val Arg Thr lie He 
260 265 270 

Gly Phe Pro Ala Pro Thr Met Met Asn Thr Gly Ala Val His Gly Ala 
275 280 285 

Ala Leu Gly Ala Ala Glu Val Ala Ala Thr Lys Thr Glu Leu Gly Phe 
290 295 300 

Asp Pro Glu Ala His Phe Ala He Asp Asp Glu Val He Ala His Thr 
305 310 315 320 

Arg Ser Leu Ala Glu Arg Ala Ala Gin Lys Lys Ala Ala Trp Gin Val 
325 330 335 
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Lys Phe Asp Glu 
340 

Asp Arg Leu Asn 
355 

Pro Thr Trp Asp 
370 

Glu Ala Ala Leu 
385 

Gly Ser Ala Asp 



Pro Ser Phe Gly 
420 

Pro Tyr Gly Arg 
435 

Ser lie Leu Asn 
450 

Gly Thr Phe Leu 
4 65 

Ala Ala Leu Met 



lie Gly Leu Gly 
500 

Ala Ala Leu Arg 
515 

Ala Asn Glu Thr 
530 

Gly Pro Lys Gly 
545 

Gly Thr Lys Glu 



Leu Val Glu Gly 
580 

Gly Ser Glu Val 
595 

Glu Gly Val Ala 
610 

Gin Glu Gin Asp 
625 

Thr Ala Arg Val 



Trp Ala Ala Ala 



Ser Arg Glu Leu 
360 

Ala Asp Glu Lys 
375 

Gin Ala Leu Gly 
390 

Leu Ala Gly Ser 
405 

Pro Glu Ser lie 



Asn Leu His Phe 
440 

Gly lie Ser Leu 
455 

lie Phe Ser Asp 
470 

Glu Thr Asp Ala 
485 

Glu Asp Gly Pro 



Ala lie Pro Gly 
520 

Ala Gin Ala Trp 
535 

Leu Ala Leu Thr 
550 

Lys Ala Ala Glu 
565 

Ser Lys Glu Thr 



Gin Leu Ala Val 
600 

Ala Arg Val Val 
615 

Ala Glu Tyr lie 
630 

Ser Val Glu Ala 

645 



Asn Pro Glu Asn 
345 

Pro Ala Gly Tyr 



Gly Val Ala Thr 
380 

Lys Thr Leu Pro 
395 

Asn Asn Thr Val 
410 

Ser Thr Glu Thr 
425 

Gly lie Arg Glu 



His Gly Gly Thr 
460 

Tyr Met Arg Pro 
475 

Tyr Tyr Val Trp 
490 

Thr His Gin Pro 
505 

Leu Ser Val Leu 



Ala Ala Ala Leu 
540 

Arg Gin Asn Val 
555 

Gly Val Arg Arg 
570 

Pro Asp Val lie 
585 

Asn Ala Ala Lys 



Ser Val Pro Cys 
620 

Glu Ser Val Leu 
635 

Gly lie Ala Met 
650 



Lys Ala Leu Phe 
350 

Ala Asp Glu Leu 
365 

Arg Lys Ala Ser 



Glu Leu Trp Gly 
400 

lie Lys Gly Ser 
415 

Trp Ser Ala Glu 

430 

His Ala Met Gly 
445 

Arg Pro Tyr Gly 



Ala Val Arg Leu 
480 

Thr His Asp Ser 
495 

Val Glu Thr Leu 
510 

Arg Pro Ala Asp 
525 

Glu Tyr Lys Glu 



Pro Val Leu Glu 
560 

Gly Gly Tyr Val 
575 

Leu Met Gly Ser 
590 

Ala Leu Glu Ala 
605 

Met Asp Trp Phe 



Pro Ala Ala Val 
640 

Pro Trp Tyr Arg 
655 
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Phe Leu Gly Thr Gin Gly Arg Ala Val Ser Leu Glu His Phe Gly Ala 
660 665 670 

Ser Ala Asp Tyr Gin Thr Leu Phe Glu Lys Phe Gly lie Thr Thr Asp 
675 680 685 

Ala Val Val Ala Ala Ala Lys Asp Ser lie Asn Gly 
690 695 700 



<210> 249 
<211> 793 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (48) . . (770) 

<223> RXA00965 

<400> 249 

agattgcggg cctcggcttc attgaaaaca agacggtgtt tgaataaatg aca act 

Met Thr Thr 
1 

ttc cac gat ctt ccg ctg gag gag egg ctg aca ctg gec agg ttg ggc 
Phe His Asp Leu Pro Leu Glu Glu Arg Leu Thr Leu Ala Arg Leu Gly 
5 10 15 

aca tec cac tac tec cgt cag etc tec etc gtg gac aac get gag ttc 
Thr Ser His Tyr Ser Arg Gin Leu Ser Leu Val Asp Asn Ala Glu Phe 
20 25 30 35 

ggc gag cat tec ctg eta gaa ggg tgg act cgt tec cac etc att gec 
Gly Glu His Ser Leu Leu Glu Gly Trp Thr Arg Ser His Leu lie Ala 
40 45 50 

cac gtg gca tac aac gee ate gca ctg tgc aac etc atg cac tgg gca 
His Val Ala Tyr Asn Ala lie Ala Leu Cys Asn Leu Met His Trp Ala 
55 60 65 

aat act ggt gag gaa acc cca atg tac gtg teg cca gaa gcg cgc aac 
Asn Thr Gly Glu Glu Thr Pro Met Tyr Val Ser Pro Glu Ala Arg Asn 
70 75 80 

gag gaa att gee tac ggt tec acg etc aat ccc gat gcg ttg cgt aac 
Glu Glu He Ala Tyr Gly Ser Thr Leu Asn Pro Asp Ala Leu Arg Asn 
85 90 95 

ctg cat gaa cac tec gtc gca cgc ctg gac gtg get tgg cgt gaa acg 
Leu His Glu His Ser Val Ala Arg Leu Asp Val Ala Trp Arg Glu Thr 
100 105 HO 115 

tct gaa gat get tgg tea cac gag gtt ctg aca get cag gga cgc act 
Ser Glu Asp Ala Trp Ser His Glu Val Leu Thr Ala Gin Gly Arg Thr 
120 125 130 

gtc cca get agt gaa aca ttg tgg atg cgt tec cgc gaa gtc tgg ate 
Val Pro Ala Ser Glu Thr Leu Trp Met Arg Ser Arg Glu Val Trp He 
135 140 145 



56 



104 



152 



200 



248 



296 



344 



392 



440 



488 
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cac gca gtt gac etc ggt gca gtg gca acc ttt ggc gac ate cca gag 536 
His Ala Val Asp Leu Gly Ala Val Ala Thr Phe Gly Asp He Pro Glu 
150 155 160 

gtc ate ctg cgc acc tta get gca gaa ate aca caa aag tgg aca age 584 
Val He Leu Arg Thr Leu Ala Ala Glu He Thr Gin Lys Trp Thr Ser 
165 170 175 

caa gga gee ggc gag gga ctt gtg ctt etc gac gag ccc tec age act 632 
Gin Gly Ala Gly Glu Gly Leu Val Leu Leu Asp Glu Pro Ser Ser Thr 
180 185 190 195 



cgc tac ccc gee gee cca ggg cag gac gag gta gta gtg tec ggt age 
Arg Tyr Pro Ala Ala Pro Gly Gin Asp Glu Val Val Val Ser Gly Ser 
200 205 210 



680 



ctt gca ggc att gtt cgc tac gec get ggc cgc ggt tec gat gga gtc 728 
Leu Ala Gly He Val Arg Tyr Ala Ala Gly Arg Gly Ser Asp Gly Val 
215 220 225 

act tct tec act gga gag gtt cca gag cca ccg cgc tgg ctg 770 
Thr Ser Ser Thr Gly Glu Val Pro Glu Pro Pro Arg Trp Leu 
230 235 240 

tagtttccac acattcttaa atg 793 



<210> 250 
<211> 241 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 250 

Met Thr Thr Phe His Asp Leu Pro Leu Glu Glu Arg Leu Thr Leu Ala 
15 10 15 

Arg Leu Gly Thr Ser His Tyr Ser Arg Gin Leu Ser Leu Val Asp Asn 
20 25 30 

Ala Glu Phe Gly Glu His Ser Leu Leu Glu Gly Trp Thr Arg Ser His 
35 40 45 

Leu He Ala His Val Ala Tyr Asn Ala He Ala Leu Cys Asn Leu Met 
50 55 60 

His Trp Ala Asn Thr Gly Glu Glu Thr Pro Met Tyr Val Ser Pro Glu 
65 70 75 80 

Ala Arg Asn Glu Glu He Ala Tyr Gly Ser Thr Leu Asn Pro Asp Ala 
85 90 95 

Leu Arg Asn Leu His Glu His Ser Val Ala Arg Leu Asp Val Ala Trp 
100 105 HO 

Arg Glu Thr Ser Glu Asp Ala Trp Ser His Glu Val Leu Thr Ala Gin 
115 120 125 

Gly Arg Thr Val Pro Ala Ser Glu Thr Leu Trp Met Arg Ser Arg Glu 
130 135 140 

Val Trp He His Ala Val Asp Leu Gly Ala Val Ala Thr Phe Gly Asp 
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145 



150 



155 



160 



He Pro Glu Val He Leu Arg Thr Leu Ala Ala Glu He Thr Gin Lys 
165 170 175 

Trp Thr Ser Gin Gly Ala Gly Glu Gly Leu Val Leu Leu Asp Glu Pro 
180 185 190 

Ser Ser Thr Arg Tyr Pro Ala Ala Pro Gly Gin Asp Glu Val Val Val 
195 200 205 

Ser Gly Ser Leu Ala Gly He Val Arg Tyr Ala Ala Gly Arg Gly Ser 
210 215 220 

Asp Gly Val Thr Ser Ser Thr Gly Glu Val Pro Glu Pro Pro Arg Trp 
225 230 235 240 



Leu 



<210> 251 
<211> 1575 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1552) 

<223> RXN00999 

<400> 251 

cctcctgtga cctggtaaaa tcgccactac ccccaaatgg tcacaccttt taggccgatt 60 

ttgctgacac cgggctatgc cgtcaagtac gatcaataac atg act aat gga gat 115 

Met Thr Asn Gly Asp 
1 5 

aat etc gca cag ate ggc gtt gta ggc eta gca gta atg ggc tea aac 
Asn Leu Ala Gin He Gly Val Val Gly Leu Ala Val Met Gly Ser Asn 
10 15 20 

etc gec cgc aac ttc gee cge aac ggc aac act gtc get gtc tac aac 211 
Leu Ala Arg Asn Phe Ala Arg Asn Gly Asn Thr Val Ala Val Tyr Asn 
25 30 35 



cgc age act gac aaa acc gac aag etc ate gec gat cac ggc tec gaa 
Arg Ser Thr Asp Lys Thr Asp Lys Leu lie Ala Asp His Gly Ser Glu 
40 45 50 

ggc aac ttc ate cct tct gca acc gtc gaa gag ttc gta gca tec ctg 
Gly Asn Phe He Pro Ser Ala Thr Val Glu Glu Phe Val Ala Ser Leu 
55 60 65 

gaa aag cca cgc cgc gec ate ate atg gtt cag get ggt aac gee acc 
Glu Lys Pro Arg Arg Ala He He Met Val Gin Ala Gly Asn Ala Thr 
70 75 80 85 

gac gca gtc ate aac cag ctg gca gat gec atg gac gaa ggc gac ate 
Asp Ala Val He Asn Gin Leu Ala Asp Ala Met Asp Glu Gly Asp He 
90 95 100 



163 



259 



307 



355 



403 
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ate ate gac ggc ggc aac gec etc tac ace gac acc att cgt cgc gag 451 
lie He Asp Gly Gly Asn Ala Leu Tyr Thr Asp Thr He Arg Arg Glu 
105 HO H5 



aag gaa ate tec gca cgc ggt etc cac ttc gtc ggt get ggt ate tec 
Lys Glu He Ser Ala Arg Gly Leu His Phe Val Gly Ala Gly He Ser 
120 125 130 

ggc ggc gaa gaa ggc gca etc aac ggc cca tec ate atg cct ggt ggc 
Gly Gly Glu Glu Gly Ala Leu Asn Gly Pro Ser He Met Pro Gly Gly 
135 140 145 

cca gca aag tec tac gag tec etc gga cca ctg ctt gag tec ate get 
Pro Ala Lys Ser Tyr Glu Ser Leu Gly Pro Leu Leu Glu Ser He Ala 
150 155 160 165 

gee aac gtt gac ggc acc cca tgt gtc acc cac ate ggc cca gac ggc 
Ala Asn Val Asp Gly Thr Pro Cys Val Thr His He Gly Pro Asp Gly 
170 175 180 

gec ggc cac ttc gtc aag atg gtc cac aac ggc ate gag tac gee gac 
Ala Gly His Phe Val Lys Met Val His Asn Gly He Glu Tyr Ala Asp 
185 190 195 

atg cag gtc ate ggc gag gca tac cac ctt etc cgc tac gca gca ggc 
Met Gin Val He Gly Glu Ala Tyr His Leu Leu Arg Tyr Ala Ala Gly 
200 205 210 

atg cag cca get gaa ate get gag gtt ttc aag gaa tgg aac gca ggc 
Met Gin Pro Ala Glu lie Ala Glu Val Phe Lys Glu Trp Asn Ala Gly 
215 220 225 

gac ctg gat tec tac etc ate gaa ate acc gca gag gtt etc tec cag 
Asp Leu Asp Ser Tyr Leu He Glu He Thr Ala Glu Val Leu Ser Gin 
230 235 240 245 

gtg gat get gaa acc ggc aag cca eta ate gac gtc ate gtt gac get 
Val Asp Ala Glu Thr Gly Lys Pro Leu He Asp Val He Val Asp Ala 
250 255 260 



ctg ggt att get acc acc ggc ate ggc gaa get gtt ttc gca cgt gca 
Leu Gly He Ala Thr Thr Gly He Gly Glu Ala Val Phe Ala Arg Ala 
280 285 290 

etc tec ggc gca acc age cag cgc get gca gca cag ggc aac eta cct 
Leu Ser Gly Ala Thr Ser Gin Arg Ala Ala Ala Gin Gly Asn Leu Pro 
295 300 305 

gca ggt gtc etc acc gat ctg gaa gca ctt ggc gtg gac aag gca cag 
Ala Gly Val Leu Thr Asp Leu Glu Ala Leu Gly Val Asp Lys Ala Gin 
310 315 320 325 

ttc gtc gaa gac gtt cgc cgt gca ctg tac gca tec aag ctt gtt get 
Phe Val Glu Asp Val Arg Arg Ala Leu Tyr Ala Ser Lys Leu Val Ala 
330 335 340 



499 



547 



595 



643 



691 



739 



787 



835 



883 



gca ggt cag aag ggc acc gga cgt tgg acc gtc aag get get ctt gat 931 
Ala Gly Gin Lys Gly Thr Gly Arg Trp Thr Val Lys Ala Ala Leu Asp 
265 270 275 



979 



1027 



1075 



1123 
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tac gca cag ggc ttc gac gag ate aag get ggc tec gac gag aac aac 1171 
Tyr Ala Gin Gly Phe Asp Glu lie Lys Ala Gly Ser Asp Glu Asn Asn 
345 350 355 

tgg gac gtt gac cct cgc gac etc get acc ate tgg cgc ggc ggc tgc 1219 
Trp Asp Val Asp Pro Arg Asp Leu Ala Thr lie Trp Arg Gly Gly Cys 
360 365 370 

ate att cgc get aag ttc etc aac cgc ate gtc gaa gca tac gat gca 1267 
He He Arg Ala Lys Phe Leu Asn Arg He Val Glu Ala Tyr Asp Ala 
375 380 385 

aac get gaa ctt gag tec ctg ctg etc gat cct tac ttc aag age gag 1315 
Asn Ala Glu Leu Glu Ser Leu Leu Leu Asp Pro Tyr Phe Lys Ser Glu 
390 395 400 405 



etc ggc gac etc ate gat tea tgg cgt cgc gtg att gtc acc gee acc 
Leu Gly Asp Leu He Asp Ser Trp Arg Arg Val He Val Thr Ala Thr 
410 415 420 



1363 



cag ctt ggc ctg cca ate cca gtg ttc get tec tec ctg tec tac tac 1411 
Gin Leu Gly Leu Pro He Pro Val Phe Ala Ser Ser Leu Ser Tyr Tyr 
425 430 435 

gac age ctg cgt gca gag cgt ctg cca gca gee ctg ate caa gga cag 1459 
Asp Ser Leu Arg Ala Glu Arg Leu Pro Ala Ala Leu He Gin Gly Gin 
440 445 450 

cgc gac ttc ttc ggt gcg cac acc tac aag cgc ate gac aag gat ggc 1507 
Arg Asp Phe Phe Gly Ala His Thr Tyr Lys Arg He Asp Lys Asp Gly 
455 460 465 

tec ttc cac acc gag tgg tec ggc gac cgc tec gag gtt gaa get 1552 
Ser Phe His Thr Glu Trp Ser Gly Asp Arg Ser Glu Val Glu Ala 
470 475 480 

taaaggctct ccttttaaca caa 1575 



<210> 252 
<211> 484 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 252 

Met Thr Asn Gly Asp Asn Leu Ala Gin He Gly Val Val Gly Leu Ala 
15 10 15 

Val Met Gly Ser Asn Leu Ala Arg Asn Phe Ala Arg Asn Gly Asn Thr 
20 25 30 

Val Ala Val Tyr Asn Arg Ser Thr Asp Lys Thr Asp Lys Leu He Ala 
35 40 45 

Asp His Gly Ser Glu Gly Asn Phe He Pro Ser Ala Thr Val Glu Glu 
50 55 60 

Phe Val Ala Ser Leu Glu Lys Pro Arg Arg Ala He He Met Val Gin 
65 70 75 80 

Ala Gly Asn Ala Thr Asp Ala Val He Asn Gin Leu Ala Asp Ala Met 
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85 



90 



95 



Asp Glu Gly Asp He He He Asp Gly Gly Asn Ala Leu Tyr Thr Asp 
100 105 HO 

Thr He Arg Arg Glu Lys Glu He Ser Ala Arg Gly Leu His Phe Val 
115 120 125 

Gly Ala Gly He Ser Gly Gly Glu Glu Gly Ala Leu Asn Gly Pro Ser 
130 135 140 

He Met Pro Gly Gly Pro Ala Lys Ser Tyr Glu Ser Leu Gly Pro Leu 
145 150 155 160 

Leu Glu Ser He Ala Ala Asn Val Asp Gly Thr Pro Cys Val Thr His 
165 170 175 

He Gly Pro Asp Gly Ala Gly His Phe Val Lys Met Val His Asn Gly 
180 185 190 

He Glu Tyr Ala Asp Met Gin Val He Gly Glu Ala Tyr His Leu Leu 
195 200 205 

Arg Tyr Ala Ala Gly Met Gin Pro Ala Glu He Ala Glu Val Phe Lys 
210 215 220 

Glu Trp Asn Ala Gly Asp Leu Asp Ser Tyr Leu lie Glu He Thr Ala 
225 230 235 240 

Glu Val Leu Ser Gin Val Asp Ala Glu Thr Gly Lys Pro Leu He Asp 
245 250 255 

Val He Val Asp Ala Ala Gly Gin Lys Gly Thr Gly Arg Trp Thr Val 
260 265 270 

Lys Ala Ala Leu Asp Leu Gly He Ala Thr Thr Gly He Gly Glu Ala 
275 280 285 

Val Phe Ala Arg Ala Leu Ser Gly Ala Thr Ser Gin Arg Ala Ala Ala 
290 295 300 

Gin Gly Asn Leu Pro Ala Gly Val Leu Thr Asp Leu Glu Ala Leu Gly 
305 310 315 320 

Val Asp Lys Ala Gin Phe Val Glu Asp Val Arg Arg Ala Leu Tyr Ala 
325 330 335 

Ser Lys Leu Val Ala Tyr Ala Gin Gly Phe Asp Glu He Lys Ala Gly 
340 345 350 

Ser Asp Glu Asn Asn Trp Asp Val Asp Pro Arg Asp Leu Ala Thr He 
355 360 365 

Trp Arg Gly Gly Cys He He Arg Ala Lys Phe Leu Asn Arg He Val 
370 375 380 

Glu Ala Tyr Asp Ala Asn Ala Glu Leu Glu Ser Leu Leu Leu Asp Pro 



385 



390 



395 



400 



Tyr Phe Lys Ser Glu Leu Gly Asp Leu He Asp Ser Trp Arg Arg Val 
405 410 415 
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Ile Val Thr Ala Thr Gin 
420 

Ser Leu Ser Tyr Tyr Asp 
435 

Leu lie Gin Gly Gin Arg 
450 

lie Asp Lys Asp Gly Ser 
465 470 

Glu Val Glu Ala 



Leu Gly Leu Pro lie 
425 

Ser Leu Arg Ala Glu 
440 

Asp Phe Phe Gly Ala 
455 

Phe His Thr Glu Trp 
475 



Pro Val Phe Ala Ser 

430 

Arg Leu Pro Ala Ala 
445 

His Thr Tyr Lys Arg 
460 

Ser Gly Asp Arg Ser 
480 



<210> 253 
<211> 1537 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1537) 
<223> FRXA0O999 

<400> 253 

cctcctgtga cctggtaaaa tcgccactac ccccaaatgg tcacaccttt taggccgatt 60 

ttgctgacac cgggctatgc cgtcaagtac gatcaataac atg act aat gga gat 115 

Met Thr Asn Gly Asp 
1 5 

aat etc gca cag ate ggc gtt gta ggc eta gca gta atg ggc tea aac 
Asn Leu Ala Gin lie Gly Val Val Gly Leu Ala Val Met Gly Ser Asn 
10 15 20 



cgc age act gac aaa acc gac aag etc ate gee gat cac ggc tec gaa 
Arg Ser Thr Asp Lys Thr Asp Lys Leu lie Ala Asp His Gly Ser Glu 
40 45 50 

ggc aac ttc ate cct tct gca acc gtc gaa gag ttc gta gca tec ctg 
Gly Asn Phe He Pro Ser Ala Thr Val Glu Glu Phe Val Ala Ser Leu 
55 60 65 

gaa aag cca cgc cgc gee ate ate atg gtt cag get ggt aac gee acc 
Glu Lys Pro Arg Arg Ala He He Met Val Gin Ala Gly Asn Ala Thr 
70 75 80 85 

gac gca gtc ate aac cag ctg gca gat gec atg gac gaa ggc gac ate 
Asp Ala Val He Asn Gin Leu Ala Asp Ala Met Asp Glu Gly Asp He 
90 95 100 

ate ate gac ggc ggc aac gec etc tac acc gac acc att cgt cgc gag 
He He Asp Gly Gly Asn Ala Leu Tyr Thr Asp Thr He Arg Arg Glu 
105 HO H5 



163 



etc gee cgc aac ttc gec cgc aac ggc aac act gtc get gtc tac aac 211 
Leu Ala Arg Asn Phe Ala Arg Asn Gly Asn Thr Val Ala Val Tyr Asn 
25 30 35 



259 



307 



355 



403 



451 
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aag gaa ate tec gca cgc ggt etc cac ttc gtc ggt get ggt ate tec 4 99 
Lys Glu lie Ser Ala Arg Gly Leu His Phe Val Gly Ala Gly lie Ser 
120 125 130 

gg° gg° g aa 9 aa gg° 9 ca ctc aac 99 c cca tcc atc at< ? cct ggt ggc 547 

Gly Gly Glu Glu Gly Ala Leu Asn Gly Pro Ser He Met Pro Gly Gly 
135 140 145 

cca gca aag tcc tac gag tcc ctc gga cca ctg ctt gag tcc atc get 595 
Pro Ala Lys Ser Tyr Glu Ser Leu Gly Pro Leu Leu Glu Ser He Ala 
150 155 160 165 

gee aac gtt gac ggc ace cca tgt gtc acc cac atc ggc cca gac ggc 643 
Ala Asn Val Asp Gly Thr Pro Cys Val Thr His He Gly Pro Asp Gly 
170 175 180 

gec ggc cac ttc gtc aag atg gtc cac aac ggc atc gag tac gec gac 691 
Ala Gly His Phe Val Lys Met Val His Asn Gly He Glu Tyr Ala Asp 
185 190 195 

atg cag gtc atc ggc gag gca tac cac ctt ctc cgc tac gca gca ggc 739 
Met Gin Val He Gly Glu Ala Tyr His Leu Leu Arg Tyr Ala Ala Gly 
200 205 210 

atg cag cca get gaa atc get gag gtt ttc aag gaa tgg aac gca ggc 787 
Met Gin Pro Ala Glu He Ala Glu Val Phe Lys Glu Trp Asn Ala Gly 
215 220 225 

gac ctg gat tcc tac ctc atc gaa atc acc gca gag gtt ctc tcc cag 835 
Asp Leu Asp Ser Tyr Leu He Glu He Thr Ala Glu Val Leu Ser Gin 
230 235 240 245 

gtg gat get gaa acc ggc aag cca eta atc gac gtc atc gtt gac get 
Val Asp Ala Glu Thr Gly Lys Pro Leu He Asp Val He Val Asp Ala 
250 255 260 

gca ggt cag aag ggc acc gga cgt tgg acc gtc aag get get ctt gat 
Ala Gly Gin Lys Gly Thr Gly Arg Trp Thr Val Lys Ala Ala Leu Asp 
265 270 275 

ctg ggt att get acc acc ggc atc ggc gaa get gtt ttc gca cgt gca 
Leu Gly He Ala Thr Thr Gly He Gly Glu Ala Val Phe Ala Arg Ala 
280 285 290 

ctc tcc ggc gca acc age cag cgc get gca gca cag ggc aac eta cct 
Leu Ser Gly Ala Thr Ser Gin Arg Ala Ala Ala Gin Gly Asn Leu Pro 
295 300 305 

gca ggt gtc ctc acc gat ctg gaa gca ctt ggc gtg gac aag gca cag 1075 
Ala Gly Val Leu Thr Asp Leu Glu Ala Leu Gly Val Asp Lys Ala Gin 
310 315 320 325 

ttc gtc gaa gac gtt cgc cgt gca ctg tac gca tcc aag ctt gtt get 1123 
Phe Val Glu Asp Val Arg Arg Ala Leu Tyr Ala Ser Lys Leu Val Ala 
330 335 340 

tac gca cag ggc ttc gac gag atc aag get ggc tcc gac gag aac aac 1171 
Tyr Ala Gin Gly Phe Asp Glu He Lys Ala Gly Ser Asp Glu Asn Asn 
345 350 355 



883 



931 



979 



1027 
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tcc ttc cac acc gag tgg tec ggc gac cgc 
Ser Phe His Thr Glu Trp Ser Gly Asp Arg 
470 475 



1267 



tgg gac gtt gac cct cgc gac etc get acc ate tgg cgc ggc ggc tgc 1219 
Trp Asp Val Asp Pro Arg Asp Leu Ala Thr He Trp Arg Gly Gly Cys 
360 365 370 

ate att cgc get aag ttc etc aac cgc ate gtc gaa gca tac gat gca 
He He Arg Ala Lys Phe Leu Asn Arg He Val Glu Ala Tyr Asp Ala 
375 380 385 

aac get gaa ctt gag tec ctg ctg etc gat cct tac ttc aag age gag 1315 
Asn Ala Glu Leu Glu Ser Leu Leu Leu Asp Pro Tyr Phe Lys Ser Glu 
390 395 400 405 

etc ggc gac etc ate gat tea tgg cgt cgc gtg att gtc acc gee acc 1363 
Leu Gly Asp Leu He Asp Ser Trp Arg Arg Val He Val Thr Ala Thr 
410 415 420 

cag ctt ggc ctg cca ate cca gtg ttc get tec tec ctg tec tac tac 
Gin Leu Gly Leu Pro He Pro Val Phe Ala Ser Ser Leu Ser Tyr Tyr 
425 430 435 

gac age ctg cgt gca gag cgt ctg cca gca gec ctg ate caa gga cag 
Asp Ser Leu Arg Ala Glu Arg Leu Pro Ala Ala Leu He Gin Gly Gin 
440 445 450 

cgc gac ttc ttc ggt gcg cac acc tac aag cgc ate gac aag gat ggc 1507 
Arg Asp Phe Phe Gly Ala His Thr Tyr Lys Arg He Asp Lys Asp Gly 
455 460 465 



1411 



1459 



1537 



<210> 254 
<211> 479 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 254 

Met Thr Asn Gly Asp Asn Leu Ala Gin He Gly Val Val Gly Leu Ala 
15 10 15 

Val Met Gly Ser Asn Leu Ala Arg Asn Phe Ala Arg Asn Gly Asn Thr 
20 25 30 

Val Ala Val Tyr Asn Arg Ser Thr Asp Lys Thr Asp Lys Leu lie Ala 
35 40 45 

Asp His Gly Ser Glu Gly Asn Phe He Pro Ser Ala Thr Val Glu Glu 
50 55 60 

Phe Val Ala Ser Leu Glu Lys Pro Arg Arg Ala He He Met Val Gin 
65 70 75 80 

Ala Gly Asn Ala Thr Asp Ala Val He Asn Gin Leu Ala Asp Ala Met 
85 90 95 

Asp Glu Gly Asp He He He Asp Gly Gly Asn Ala Leu Tyr Thr Asp 
100 105 HO 

Thr He Arg Arg Glu Lys Glu He Ser Ala Arg Gly Leu His Phe Val 
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115 120 125 

Gly Ala Gly He Ser Gly Gly Glu Glu Gly Ala Leu Asn Gly Pro Ser 
130 135 140 

He Met Pro Gly Gly Pro Ala Lys Ser Tyr Glu Ser Leu Gly Pro Leu 
145 150 155 160 

Leu Glu Ser He Ala Ala Asn Val Asp Gly Thr Pro Cys Val Thr His 
165 170 175 

He Gly Pro Asp Gly Ala Gly His Phe Val Lys Met Val His Asn Gly 
180 185 190 

He Glu Tyr Ala Asp Met Gin Val He Gly Glu Ala Tyr His Leu Leu 
195 200 205 

Arg Tyr Ala Ala Gly Met Gin Pro Ala Glu lie Ala Glu Val Phe Lys 
210 215 220 

Glu Trp Asn Ala Gly Asp Leu Asp Ser Tyr Leu He Glu He Thr Ala 
225 230 235 240 

Glu Val Leu Ser Gin Val Asp Ala Glu Thr Gly Lys Pro Leu He Asp 
245 250 255 

Val He Val Asp Ala Ala Gly Gin Lys Gly Thr Gly Arg Trp Thr Val 
260 265 270 

Lys Ala Ala Leu Asp Leu Gly He Ala Thr Thr Gly He Gly Glu Ala 
275 280 285 

Val Phe Ala Arg Ala Leu Ser Gly Ala Thr Ser Gin Arg Ala Ala Ala 
290 295 300 

Gin Gly Asn Leu Pro Ala Gly Val Leu Thr Asp Leu Glu Ala Leu Gly 
305 310 315 320 

Val Asp Lys Ala Gin Phe Val Glu Asp Val Arg Arg Ala Leu Tyr Ala 
325 330 335 

Ser Lys Leu Val Ala Tyr Ala Gin Gly Phe Asp Glu He Lys Ala Gly 
340 345 350 

Ser Asp Glu Asn Asn Trp Asp Val Asp Pro Arg Asp Leu Ala Thr He 
355 360 365 

Trp Arg Gly Gly Cys He He Arg Ala Lys Phe Leu Asn Arg He Val 
370 375 380 

Glu Ala Tyr Asp Ala Asn Ala Glu Leu Glu Ser Leu Leu Leu Asp Pro 
385 390 395 400 

Tyr Phe Lys Ser Glu Leu Gly Asp Leu He Asp Ser Trp Arg Arg Val 
405 410 415 

He Val Thr Ala Thr Gin Leu Gly Leu Pro He Pro Val Phe Ala Ser 
420 425 430 

Ser Leu Ser Tyr Tyr Asp Ser Leu Arg Ala Glu Arg Leu Pro Ala Ala 
435 440 445 
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Leu lie Gin Gly Gin Arg Asp Phe Phe Gly Ala His Thr Tyr Lys Arg 

450 455 460 

lie Asp Lys Asp Gly Ser Phe His Thr Glu Trp Ser Gly Asp Arg 
465 470 475 



<210> 255 
<211> 1326 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1303) 
<223> RXN02596 

<400> 255 

aaggtatctg ggtgtggata tgccctgcta actggagaaa cttggcccga tcgggtgtct 60 

gaaatttcgg caacgccgaa tgtaagttag tgtcgaatgc atg acg gaa teg aaa 115 

Met Thr Glu Ser Lys 

1 5 

aat tac gac tta ate gtt gta ggc tec ggc etc ttc ggg etc ace gtg 163 

Asn Tyr Asp Leu lie Val Val Gly Ser Gly Leu Phe Gly Leu Thr Val 

10 15 20 

get gag cgt gca get age cag ctg ggt aag aaa gtc etc ate gtt gaa 211 
Ala Glu Arg Ala Ala Ser Gin Leu Gly Lys Lys Val Leu He Val Glu 
25 30 35 

cgc cgc teg cac etc ggt ggc aat get tac tct gaa gca gaa cca gag 259 
Arg Arg Ser His Leu Gly Gly Asn Ala Tyr Ser Glu Ala Glu Pro Glu 
40 45 50 

acc ggc att gaa ate cac aaa tac ggc gcg cac etc ttc cac acc tec 307 
Thr Gly He Glu He His Lys Tyr Gly Ala His Leu Phe His Thr Ser 
55 60 65 

aac aca cgc gtg tgg gaa tac gtc aac cag ttc acc agt ttc acc ggc 355 
Asn Thr Arg Val Trp Glu Tyr Val Asn Gin Phe Thr Ser Phe Thr Gly 
70 75 80 85 

tac cag cac cgc gtc ttc gca atg cac aac ggc acc gee tac caa ttc 403 
Tyr Gin His Arg Val Phe Ala Met His Asn Gly Thr Ala Tyr Gin Phe 
90 95 100 

ccc atg gga ctg ggc ctg att aac cag ttc ttc ggc aag tac tac age 451 
Pro Met Gly Leu Gly Leu He Asn Gin Phe Phe Gly Lys Tyr Tyr Ser 
105 110 115 

cca gat gaa gec cgt gag etc ate aag gaa cag tct gca gaa ate gat 4 99 
Pro Asp Glu Ala Arg Glu Leu lie Lys Glu Gin Ser Ala Glu He Asp 
120 125 130 



tec tec gac gec acc aac etc gaa gaa aag gec att tec etc att ggt 
Ser Ser Asp Ala Thr Asn Leu Glu Glu Lys Ala He Ser Leu He Gly 
135 140 145 



547 
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cgc cca ctt tac gag gca ttc ate cgc gac tac acc gca aag cag tgg 595 
Arg Pro Leu Tyr Glu Ala Phe lie Arg Asp Tyr Thr Ala Lys Gin Trp 
150 155 160 165 

cag act gat cca aag aac etc cca gec ggc aac ate acc cgc ctg cca 643 
Gin Thr Asp Pro Lys Asn Leu Pro Ala Gly Asn He Thr Arg Leu Pro 
170 175 180 

gtt cgc tac aac ttc aac aac cgc tat ttc aac gac acc tac gaa ggc 691 
Val Arg Tyr Asn Phe Asn Asn Arg Tyr Phe Asn Asp Thr Tyr Glu Gly 
185 190 195 

ctt ccc aca gac ggc tac gcg gca tgg ttg gaa aag atg gca gag cat 739 
Leu Pro Thr Asp Gly Tyr Ala Ala Trp Leu Glu Lys Met Ala Glu His 
200 205 210 



gag ctt ate gac gtc cgc etc gac acc gac tgg ttc gac gtt cgc gat 
Glu Leu He Asp Val Arg Leu Asp Thr Asp Trp Phe Asp Val Arg Asp 



215 220 225 



aag acc gtc ate atg cgc gag ttc tec cgt ttc gca gat aac gag gat 
Lys Thr Val He Met Arg Glu Phe Ser Arg Phe Ala Asp Asn Glu Asp 
310 315 320 325 



787 



gac etc cgc gca age aac ccc gac gca cct gtg gtc tac acc ggc cca 835 
Asp Leu Arg Ala Ser Asn Pro Asp Ala Pro Val Val Tyr Thr Gly Pro 
230 235 240 245 

etc gac etc tac ttc aac tac gca gag ggc aag ctg gga tgg cgc acc 883 
Leu Asp Leu Tyr Phe Asn Tyr Ala Glu Gly Lys Leu Gly Trp Arg Thr 
250 255 260 

etc gac ttt gaa acc gaa gta gta gaa acc ggt gac ttc caa gga acc 931 
Leu Asp Phe Glu Thr Glu Val Val Glu Thr Gly Asp Phe Gin Gly Thr 
265 270 275 

cca gtg atg aac tac aac gat gcg gac gta cct ttc acc cgc ate cac 979 
Pro Val Met Asn Tyr Asn Asp Ala Asp Val Pro Phe Thr Arg He His 
280 285 290 

gag ttc cgt cac ttc cac cca gag cgt gat gac agt tac ccc aag gat 1027 
Glu Phe Arg His Phe His Pro Glu Arg Asp Asp Ser Tyr Pro Lys Asp 
295 300 305 



1075 



gag cct tat tac cca ate aac act cca gac gac cga gac atg ctg aag 1123 
Glu Pro Tyr Tyr Pro He Asn Thr Pro Asp Asp Arg Asp Met Leu Lys 
330 335 340 

cag tac cgc ctt ctg get get gaa gag get get aat aat aag gtg ctg 1171 
Gin Tyr Arg Leu Leu Ala Ala Glu Glu Ala Ala Asn Asn Lys Val Leu 
345 350 355 

ttc ggc ggt cga ctg ggc acg tac cag tac etc gac atg cac atg get 1219 
Phe Gly Gly Arg Leu Gly Thr Tyr Gin Tyr Leu Asp Met His Met Ala 
360 365 370 

ate ggt tct gcg ctg age atg ttt gac aac aag ctg gtg ccg ttc ttt 1267 
He Gly Ser Ala Leu Ser Met Phe Asp Asn Lys Leu Val Pro Phe Phe 
375 380 385 

gaa gaa ggc aca ccg eta gag cag gaa cgc gga cac taaaaggaag 1313 



BGI-126CP 



-370^ 



Glu Glu Gly Thr Pro Leu Glu Gin Glu Arg Gly His 
390 395 400 

ggcatctccc aca 1326 



<210> 256 
<211> 401 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 256 

Met Thr Glu Ser Lys Asn Tyr Asp Leu lie Val Val Gly Ser Gly Leu 
15 10 15 

Phe Gly Leu Thr Val Ala Glu Arg Ala Ala Ser Gin Leu Gly Lys Lys 
20 25 30 

Val Leu lie Val Glu Arg Arg Ser His Leu Gly Gly Asn Ala Tyr Ser 
35 40 45 

Glu Ala Glu Pro Glu Thr Gly lie Glu lie His Lys Tyr Gly Ala His 
50 55 60 

Leu Phe His Thr Ser Asn Thr Arg Val Trp Glu Tyr Val Asn Gin Phe 
65 70 75 80 

Thr Ser Phe Thr Gly Tyr Gin His Arg Val Phe Ala Met His Asn Gly 
85 90 95 

Thr Ala Tyr Gin Phe Pro Met Gly Leu Gly Leu lie Asn Gin Phe Phe 
100 105 110 

Gly Lys Tyr Tyr Ser Pro Asp Glu Ala Arg Glu Leu lie Lys Glu Gin 
115 120 125 

Ser Ala Glu lie Asp Ser Ser Asp Ala Thr Asn Leu Glu Glu Lys Ala 
130 135 140 

lie Ser Leu lie Gly Arg Pro Leu Tyr Glu Ala Phe lie Arg Asp Tyr 
145 150 155 160 

Thr Ala Lys Gin Trp Gin Thr Asp Pro Lys Asn Leu Pro Ala Gly Asn 
165 170 175 

lie Thr Arg Leu Pro Val Arg Tyr Asn Phe Asn Asn Arg Tyr Phe Asn 
180 185 190 

Asp Thr Tyr Glu Gly Leu Pro Thr Asp Gly Tyr Ala Ala Trp Leu Glu 
195 200 205 

Lys Met Ala Glu His Glu Leu lie Asp Val Arg Leu Asp Thr Asp Trp 
210 215 220 

Phe Asp Val Arg Asp Asp Leu Arg Ala Ser Asn Pro Asp Ala Pro Val 
225 230 235 240 

Val Tyr Thr Gly Pro Leu Asp Leu Tyr Phe Asn Tyr Ala Glu Gly Lys 
245 250 255 



Leu Gly Trp Arg Thr Leu Asp Phe Glu Thr Glu Val Val Glu Thr Gly 
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260 265 270 

Asp Phe Gin Gly Thr Pro Val Met Asn Tyr Asn Asp Ala Asp Val Pro 
275 280 285 

Phe Thr Arg He His Glu Phe Arg His Phe His Pro Glu Arg Asp Asp 
290 295 300 

Ser Tyr Pro Lys Asp Lys Thr Val He Met Arg Glu Phe Ser Arg Phe 
305 310 315 320 

Ala Asp Asn Glu Asp Glu Pro Tyr Tyr Pro He Asn Thr Pro Asp Asp 
325 330 335 

Arg Asp Met Leu Lys Gin Tyr Arg Leu Leu Ala Ala Glu Glu Ala Ala 
340 345 350 

Asn Asn Lys Val Leu Phe Gly Gly Arg Leu Gly Thr Tyr Gin Tyr Leu 
355 360 365 

Asp Met His Met Ala He Gly Ser Ala Leu Ser Met Phe Asp Asn Lys 
370 375 380 

Leu Val Pro Phe Phe Glu Glu Gly Thr Pro Leu Glu Gin Glu Arg Gly 
385 390 395 400 

His 



<210> 257 
<211> 512 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (489) 
<223> FRXA02596 

<400> 257 

cct gtg gtc tac acc ggc cca etc gac etc tac ttc aac tac gca gag 48 

Pro Val Val Tyr Thr Gly Pro Leu Asp Leu Tyr Phe Asn Tyr Ala Glu 

15 10 15 

ggc aag ctg gga tgg cgc acc etc gac ttt gaa acc gaa gta gta gaa 96 
Gly Lys Leu Gly Trp Arg Thr Leu Asp Phe Glu Thr Glu Val Val Glu 
20 25 30 

acc ggt gac ttc caa gga acc cca gtg atg aac tac aac gat gcg gac 144 
Thr Gly Asp Phe Gin Gly Thr Pro Val Met Asn Tyr Asn Asp Ala Asp 
35 40 45 

gta cct ttc acc cgc ate cac gag ttc cgt cac ttc cac cca gag cgt 192 
Val Pro Phe Thr Arg He His Glu Phe Arg His Phe His Pro Glu Arg 
50 55 60 



gat gac agt tac ccc aag gat aag acc gtc ate atg cgc gag ttc tec 240 
Asp Asp Ser Tyr Pro Lys Asp Lys Thr Val He Met Arg Glu Phe Ser 
65 70 75 80 
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cgt ttc gca gat aac gag gat gag cct tat tac cca ate aac act cca 288 
Arg Phe Ala Asp Asn Glu Asp Glu Pro Tyr Tyr Pro lie Asn Thr Pro 
85 90 95 

gac gac cga gac atg ctg aag cag tac cgc ctt ctg get get gaa gag 336 
Asp Asp Arg Asp Met Leu Lys Gin Tyr Arg Leu Leu Ala Ala Glu Glu 
100 105 110 

get get aat aat aag gtg ctg ttc ggc ggt cga ctg ggc acg tac cag 384 
Ala Ala Asn Asn Lys Val Leu Phe Gly Gly Arg Leu Gly Thr Tyr Gin 
115 120 125 

tac etc gac atg cac atg get ate ggt tct gcg ctg age atg ttt gac 432 
Tyr Leu Asp Met His Met Ala lie Gly Ser Ala Leu Ser Met Phe Asp 
130 135 140 

aac aag ctg gtg ccg ttc ttt gaa gaa ggc aca ccg eta gag cag gaa 480 
Asn Lys Leu Val Pro Phe Phe Glu Glu Gly Thr Pro Leu Glu Gin Glu 
145 150 155 160 

cgc gga cac taaaaggaag ggcatctccc aca 512 
Arg Gly His 



<210> 258 
<211> 163 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 258 

Pro Val Val Tyr Thr Gly Pro Leu Asp Leu Tyr Phe Asn Tyr Ala Glu 
15 10 15 

Gly Lys Leu Gly Trp Arg Thr Leu Asp Phe Glu Thr Glu Val Val Glu 
20 25 30 

Thr Gly Asp Phe Gin Gly Thr Pro Val Met Asn Tyr Asn Asp Ala Asp 
35 40 45 

Val Pro Phe Thr Arg lie His Glu Phe Arg His Phe His Pro Glu Arg 
50 55 60 

Asp Asp Ser Tyr Pro Lys Asp Lys Thr Val lie Met Arg Glu Phe Ser 
65 70 75 80 

Arg Phe Ala Asp Asn Glu Asp Glu Pro Tyr Tyr Pro lie Asn Thr Pro 
85 90 95 

Asp Asp Arg Asp Met Leu Lys Gin Tyr Arg Leu Leu Ala Ala Glu Glu 
100 105 110 

Ala Ala Asn Asn Lys Val Leu Phe Gly Gly Arg Leu Gly Thr Tyr Gin 
115 120 125 

Tyr Leu Asp Met His Met Ala lie Gly Ser Ala Leu Ser Met Phe Asp 
130 135 140 



Asn Lys Leu Val Pro Phe Phe Glu Glu Gly Thr Pro Leu Glu Gin Glu 
145 150 155 160 
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Arg Gly His 



<210> 259 
<211> 598 
<212> DNA 

<213> Corynebacteriuin glutamicum 

<220> 

<221> CDS 

<222> (101) . . (598) 

<223> FRXA02642 

<400> 259 

aaggtatctg ggtgtggata tgccctgcta actggagaaa cttggcccga tcgggtgtct 60 

gaaatttcgg caacgccgaa tgtaagttag tgtcgaatgc atg acg gaa teg aaa 115 

Met Thr Glu Ser Lys 

1 5 

aat tac gac tta ate gtt gta ggc tec ggc etc ttc ggg etc acc gtg 163 

Asn Tyr Asp Leu lie Val Val Gly Ser Gly Leu Phe Gly Leu Thr Val 

10 15 20 

get gag cgt gca get age cag ctg ggt aag aaa gtc etc ate gtt gaa 211 
Ala Glu Arg Ala Ala Ser Gin Leu Gly Lys Lys Val Leu lie Val Glu 
25 30 35 

cgc cgc teg cac etc ggt ggc aat get tac tct gaa gca gaa cca gag 259 
Arg Arg Ser His Leu Gly Gly Asn Ala Tyr Ser Glu Ala Glu Pro Glu 
40 45 50 

acc ggc att gaa ate cac aaa tac ggc gcg cac etc ttc cac acc tec 307 
Thr Gly lie Glu lie His Lys Tyr Gly Ala His Leu Phe His Thr Ser 
55 60 65 

aac aca cgc gtg tgg gaa tac gtc aac cag ttc acc agt ttc acc ggc 355 
Asn Thr Arg Val Trp Glu Tyr Val Asn Gin Phe Thr Ser Phe Thr Gly 
70 75 80 85 

tac cag cac cgc gtc ttc gca atg cac aac ggc acc gee tac caa ttc 403 
Tyr Gin His Arg Val Phe Ala Met His Asn Gly Thr Ala Tyr Gin Phe 
90 95 100 

ccc atg gga ctg ggc ctg att aac cag ttc ttc ggc aag tac tac age 451 
Pro Met Gly Leu Gly Leu lie Asn Gin Phe Phe Gly Lys Tyr Tyr Ser 
105 110 115 

cca gat gaa gee cgt gag etc ate aag gaa cag tct gca gaa ate gat 499 
Pro Asp Glu Ala Arg Glu Leu lie Lys Glu Gin Ser Ala Glu lie Asp 
120 125 130 

tec tec gac gee acc aac etc gaa gaa aag gee att tee etc att ggt 547 
Ser Ser Asp Ala Thr Asn Leu Glu Glu Lys Ala lie Ser Leu lie Gly 
135 140 145 



cgc cca ctt tac gag gca ttc ate cgc gac tac acc gca aag cag tgg 
Arg Pro Leu Tyr Glu Ala Phe lie Arg Asp Tyr Thr Ala Lys Gin Trp 
150 155 160 165 



595 
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cag 59E 
Gin 



<210> 260 
<211> 166 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 260 

Met Thr Glu Ser Lys Asn Tyr Asp Leu lie Val Val Gly Ser Gly Leu 
15 10 15 

Phe Gly Leu Thr Val Ala Glu Arg Ala Ala Ser Gin Leu Gly Lys Lys 
20 25 30 

Val Leu lie Val Glu Arg Arg Ser His Leu Gly Gly Asn Ala Tyr Ser 
35 40 45 

Glu Ala Glu Pro Glu Thr Gly lie Glu lie His Lys Tyr Gly Ala His 
50 55 60 

Leu Phe His Thr Ser Asn Thr Arg Val Trp Glu Tyr Val Asn Gin Phe 
65 70 75 80 

Thr Ser Phe Thr Gly Tyr Gin His Arg Val Phe Ala Met His Asn Gly 
85 90 95 

Thr Ala Tyr Gin Phe Pro Met Gly Leu Gly Leu lie Asn Gin Phe Phe 
100 105 110 

Gly Lys Tyr Tyr Ser Pro Asp Glu Ala Arg Glu Leu lie Lys Glu Gin 
115 120 125 

Ser Ala Glu lie Asp Ser Ser Asp Ala Thr Asn Leu Glu Glu Lys Ala 
130 135 140 

lie Ser Leu lie Gly Arg Pro Leu Tyr Glu Ala Phe lie Arg Asp Tyr 
145 150 155 160 

Thr Ala Lys Gin Trp Gin 
165 



<210> 261 
<211> 668 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (645) 
<223> RXA02572 

<400> 261 

gcg gtc get gag att tgc gag ccg acc ggc gec gat gcg gtt gcg ctt 4£ 
Ala Val Ala Glu He Cys Glu Pro Thr Gly Ala Asp Ala Val Ala Leu 
15 10 15 



gtg gat gec ate ggt cac gac gat cgt ate ggc cga aag ttc tta ggc 96 
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Val Asp Ala lie Gly His Asp Asp Arg lie Gly Arg Lys Phe Leu Gly 
20 25 30 

gcg ggc ctg gga ttc ggt ggc ggt tgt ttg cct aaa gac ate cgc get 14 4 
Ala Gly Leu Gly Phe Gly Gly Gly Cys Leu Pro Lys Asp lie Arg Ala 
35 40 45 

ttc atg gca cgc gcg ggc gaa ttg ggt get gac cag gca tta acg ttc 192 
Phe Met Ala Arg Ala Gly Glu Leu Gly Ala Asp Gin Ala Leu Thr Phe 
50 55 60 

ttg cgt gag gtc gat tec ate aat atg cgt cgt cgc gac cgt gtg gtg 240 
Leu Arg Glu Val Asp Ser lie Asn Met Arg Arg Arg Asp Arg Val Val 
65 70 75 80 

cag ctg gee aaa gag atg tgt ggc ggt teg ctg ctg ggc aag egg gtt 288 
Gin Leu Ala Lys Glu Met Cys Gly Gly Ser Leu Leu Gly Lys Arg Val 
85 90 95 

aca gtg etc ggc gec gca ttc aaa ccc aac teg gac gat gtc cgc gat 336 
Thr Val Leu Gly Ala Ala Phe Lys Pro Asn Ser Asp Asp Val Arg Asp 
100 105 110 

tct ccg gcg ctg teg gtc gcg ggt teg ctg teg etc cag ggt gcg gcg 384 
Ser Pro Ala Leu Ser Val Ala Gly Ser Leu Ser Leu Gin Gly Ala Ala 
115 120 125 

gtc teg gtc tac gac ccg gaa get atg gac aac get cga cgc gtc ttc 432 
Val Ser Val Tyr Asp Pro Glu Ala Met Asp Asn Ala Arg Arg Val Phe 
130 135 140 

ccg acg etc age tat gcg tec age act aaa gag gcg ctt ate gac gec 480 
Pro Thr Leu Ser Tyr Ala Ser Ser Thr Lys Glu Ala Leu lie Asp Ala 
145 150 155 160 

cac etc gtc gtt ctt gec act gaa tgg caa gaa ttc cgc gac ctt gac 528 
His Leu Val Val Leu Ala Thr Glu Trp Gin Glu Phe Arg Asp Leu Asp 
165 170 175 

ccc gaa gtg gcg gga ggg gtc gtc gag aag cgc get att att gat ggc 57 6 
Pro Glu Val Ala Gly Gly Val Val Glu Lys Arg Ala lie lie Asp Gly 
180 185 190 

cga aac gtc etc gat gtt gee aaa tgg aag gec gec ggt tgg gaa atg 624 
Arg Asn Val Leu Asp Val Ala Lys Trp Lys Ala Ala Gly Trp Glu Met 
195 200 205 

gaa gcg etc ggc cgc aac ctt tagtgcggtg gatcaggegg ggc 668 
Glu Ala Leu Gly Arg Asn Leu 
210 215 



<210> 262 
<211> 215 
<212> PRT 

<213> Corynebacteriurn glutamicum 



<400> 262 

Ala Val Ala Glu lie Cys Glu Pro Thr Gly Ala Asp Ala Val Ala Leu 
15 10 15 
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Val Asp Ala He Gly His Asp Asp Arg He Gly Arg Lys Phe Leu Gly 
20 25 30 

Ala Gly Leu Gly Phe Gly Gly Gly Cys Leu Pro Lys Asp He Arg Ala 
35 40 45 

Phe Met Ala Arg Ala Gly Glu Leu Gly Ala Asp Gin Ala Leu Thr Phe 
50 55 60 

Leu Arg Glu Val Asp Ser He Asn Met Arg Arg Arg Asp Arg Val Val 
65 70 75 80 

Gin Leu Ala Lys Glu Met Cys Gly Gly Ser Leu Leu Gly Lys Arg Val 
85 90 95 

Thr Val Leu Gly Ala Ala Phe Lys Pro Asn Ser Asp Asp Val Arg Asp 
100 105 110 

Ser Pro Ala Leu Ser Val Ala Gly Ser Leu Ser Leu Gin Gly Ala Ala 
115 120 125 

Val Ser Val Tyr Asp Pro Glu Ala Met Asp Asn Ala Arg Arg Val Phe 
130 135 140 

Pro Thr Leu Ser Tyr Ala Ser Ser Thr Lys Glu Ala Leu He Asp Ala 
145 150 155 160 

His Leu Val Val Leu Ala Thr Glu Trp Gin Glu Phe Arg Asp Leu Asp 
165 170 175 

Pro Glu Val Ala Gly Gly Val Val Glu Lys Arg Ala He He Asp Gly 
180 185 190 

Arg Asn Val Leu Asp Val Ala Lys Trp Lys Ala Ala Gly Trp Glu Met 
195 200 205 

Glu Ala Leu Gly Arg Asn Leu 
210 215 



<210> 263 
<211> 1224 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 
<221> CDS 

<222> (101) . . (1201) 
<22 3> RXA024 85 

<400> 263 

cggtggtcag tgcttggtgc accttgccga cgggctgatt gatcgtaatg gtgttttctg 60 

tacgcgttgc catgaggata agactaccgt tagtggggtg ttg gat tea teg eta 115 

Leu Asp Ser Ser Leu 
1 5 



gec cag gaa ate gec gcg ate gac ggc gtc gaa etc gat teg gaa gtc 163 
Ala Gin Glu He Ala Ala He Asp Gly Val Glu Leu Asp Ser Glu Val 
10 15 20 
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act ttc gcc gat ctg acg acc etc cgc ate ggc gga aaa ccc cgc age 211 
Thr Phe Ala Asp Leu Thr Thr Leu Arg lie Gly Gly Lys Pro Arg Ser 
25 30 35 

gcc gta cgt tgc cag acc acg gag gcg ctg gtc age gcc ata aaa ttg 259 
Ala Val Arg Cys Gin Thr Thr Glu Ala Leu Val Ser Ala lie Lys Leu 
40 45 50 

ctt gac gac gcc tec etc ccc etc etc att gtc ggc ggc ggg tec aat 307 
Leu Asp Asp Ala Ser Leu Pro Leu Leu lie Val Gly Gly Gly Ser Asn 
55 60 65 

etc gtc gtg gcc gac ggc gat ctg gat gtt att gcc gtc ate ate gaa 355 
Leu Val Val Ala Asp Gly Asp Leu Asp Val lie Ala Val lie lie Glu 
70 75 80 85 

acc gac gac gtc tec ate aac etc acc gac ggt etc etc acc gcc gat 403 
Thr Asp Asp Val Ser lie Asn Leu Thr Asp Gly Leu Leu Thr Ala Asp 
90 95 100 

gca ggc get gtt tgg gac gat gtt gtc cac ctt teg gtg gat gcc ggc 451 
Ala Gly Ala Val Trp Asp Asp Val Val His Leu Ser Val Asp Ala Gly 
105 110 115 

etc ggt gga att gaa tgc etc tec gga ate ccc ggc tec gcc ggc gcc 4 99 
Leu Gly Gly lie Glu Cys Leu Ser Gly lie Pro Gly Ser Ala Gly Ala 
120 125 130 



acc cca gtc caa aac gtg ggc gcc tac ggc acg gaa gtt tec gat gta 
Thr Pro Val Gin Asn Val Gly Ala Tyr Gly Thr Glu Val Ser Asp Val 



135 140 145 



547 



etc acc cgc gtc cag ctt etc gac cgc acc acc cac caa gtc tec tgg 595 
Leu Thr Arg Val Gin Leu Leu Asp Arg Thr Thr His Gin Val Ser Trp 
150 155 160 165 

gtc gac gcc tee gaa etc gac etc tct tac cga tac tec aat etc aaa 643 
Val Asp Ala Ser Glu Leu Asp Leu Ser Tyr Arg Tyr Ser Asn Leu Lys 
170 175 180 

ttc acc aac cgc gca gtc gtc ttg gcg ate gaa etc cag etc etc acc 691 
Phe Thr Asn Arg Ala Val Val Leu Ala lie Glu Leu Gin Leu Leu Thr 
185 190 195 

gac gga ttg tec gcg ccg eta cgt ttt ggt gaa ttg gga cgt cga tta 739 
Asp Gly Leu Ser Ala Pro Leu Arg Phe Gly Glu Leu Gly Arg Arg Leu 
200 205 210 

gcg ate tec gag gcc gaa ccc cac cca cgt cgc ccc gtc cgc atg gtc 787 
Ala lie Ser Glu Ala Glu Pro His Pro Arg Arg Pro Val Arg Met Val 
215 220 225 

cgc gac gcc gtc eta gaa etc cgc cgc gcc aaa ggc atg gtc gtg gaa 835 
Arg Asp Ala Val Leu Glu Leu Arg Arg Ala Lys Gly Met Val Val Glu 
230 235 240 245 

cac acc gac cac gac acc tgg tec gcc gga tec ttc ttc acc aac cca 883 
His Thr Asp His Asp Thr Trp Ser Ala Gly Ser Phe Phe Thr Asn Pro 
250 255 260 



ate gtc gac cca gcc ctt gcc gac gca gtc ttt gaa aaa gtc ggc gaa 



931 



BGI-I26CP 
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Ile Val Asp Pro Ala Leu Ala Asp Ala Val Phe Glu Lys Val Gly Glu 
265 270 275 

ccc acc atg ccc cgc ttc cca gcc ggc gat ggc aaa gaa aaa etc tec 979 
Pro Thr Met Pro Arg Phe Pro Ala Gly Asp Gly Lys Glu Lys Leu Ser 
280 285 290 

gca gcc tgg etc ate gaa cgc gcc ggc ttc aaa aag gga cac ccc ggc 1027 
Ala Ala Trp Leu lie Glu Arg Ala Gly Phe Lys Lys Gly His Pro Gly 
295 300 305 

gca ggc gca aaa gcc tec ctg age acc aaa cac acc etc gca etc acc 1075 
Ala Gly Ala Lys Ala Ser Leu Ser Thr Lys His Thr Leu Ala Leu Thr 
310 315 320 325 

aac cgt ggc gac gcc cgc gcc tec gac etc gtc gca tta gcc aaa gaa 1123 
Asn Arg Gly Asp Ala Arg Ala Ser Asp Leu Val Ala Leu Ala Lys Glu 
330 335 340 

ate cgc gac gga gtc etc gaa acc ttc ggc gtc acc etc gtc cca gaa 1171 
lie Arg Asp Gly Val Leu Glu Thr Phe Gly Val Thr Leu Val Pro Glu 
345 350 355 

ccc gtc tgg att gga ate age ate gat gac tgaattttcc gacgtccctg 1221 
Pro Val Trp lie Gly lie Ser lie Asp Asp 
360 365 

gca 1224 



<210> 264 
<211> 367 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 264 

Leu Asp Ser Ser Leu Ala Gin Glu He Ala Ala He Asp Gly Val Glu 
15 10 15 

Leu Asp Ser Glu Val Thr Phe Ala Asp Leu Thr Thr Leu Arg He Gly 
20 25 30 

Gly Lys Pro Arg Ser Ala Val Arg Cys Gin Thr Thr Glu Ala Leu Val 
35 40 45 

Ser Ala He Lys Leu Leu Asp Asp Ala Ser Leu Pro Leu Leu lie Val 
50 55 60 

Gly Gly Gly Ser Asn Leu Val Val Ala Asp Gly Asp Leu Asp Val He 
65 70 75 80 

Ala Val He He Glu Thr Asp Asp Val Ser He Asn Leu Thr Asp Gly 
85 90 95 

Leu Leu Thr Ala Asp Ala Gly Ala Val Trp Asp Asp Val Val His Leu 
100 105 110 

Ser Val Asp Ala Gly Leu Gly Gly He Glu Cys Leu Ser Gly He Pro 
115 120 125 



Gly Ser Ala Gly Ala Thr Pro Val Gin Asn Val Gly Ala Tyr Gly Thr 



BGM26CP 
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130 135 140 

Glu Val Ser Asp Val Leu Thr Arg Val Gin Leu Leu Asp Arg Thr Thr 
145 150 155 160 

His Gin Val Ser Trp Val Asp Ala Ser Glu Leu Asp Leu Ser Tyr Arg 
165 170 175 

Tyr Ser Asn Leu Lys Phe Thr Asn Arg Ala Val Val Leu Ala He Glu 
180 185 190 

Leu Gin Leu Leu Thr Asp Gly Leu Ser Ala Pro Leu Arg Phe Gly Glu 
195 200 205 

Leu Gly Arg Arg Leu Ala He Ser Glu Ala Glu Pro His Pro Arg Arg 
210 215 220 

Pro Val Arg Met Val Arg Asp Ala Val Leu Glu Leu Arg Arg Ala Lys 
225 230 235 240 

Gly Met Val Val Glu His Thr Asp His Asp Thr Trp Ser Ala Gly Ser 
245 250 255 

Phe Phe Thr Asn Pro He Val Asp Pro Ala Leu Ala Asp Ala Val Phe 
260 265 270 

Glu Lys Val Gly Glu Pro Thr Met Pro Arg Phe Pro Ala Gly Asp Gly 
275 280 285 

Lys Glu Lys Leu Ser Ala Ala Trp Leu He Glu Arg Ala Gly Phe Lys 
290 295 300 

Lvs Gly His Pro Gly Ala Gly Ala Lys Ala Ser Leu Ser Thr Lys His 
305 310 315 320 

Thr Leu Ala Leu Thr Asn Arg Gly Asp Ala Arg Ala Ser Asp Leu Val 
325 330 335 

Ala Leu Ala Lys Glu He Arg Asp Gly Val Leu Glu Thr Phe Gly Val 
340 345 350 

Thr Leu Val Pro Glu Pro Val Trp He Gly He Ser He Asp Asp 
355 360 365 



<210> 265 
<211> H24 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1101) 

<223> RXA01216 

<400> 265 

acc gac cac act ctg tct gca ctg ctg gat gca cac gtg gaa gtt cca 

Thr Asp His Thr Leu Ser Ala Leu Leu Asp Ala His Val Glu Val Pro 

! 5 10 15 

acc get gtc acc gtg ttg acc atg cgt ctg gat gac ccc acc ggc tac 



48 



96 
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Thr Ala Val Thr Val Leu Thr Met Arg Leu Asp Asp Pro Thr Gly Tyr 
20 25 30 

ggc cgc ate gtg cgc aac gaa gaa ggc gaa gtc acc gec ate gtt gag 144 
Gly Arg lie Val Arg Asn Glu Glu Gly Glu Val Thr Ala lie Val Glu 
35 40 45 

caa aaa gat get tea gca gaa gtc caa gee ate gat gag gtc aac tec 192 
Gin Lys Asp Ala Ser Ala Glu Val Gin Ala lie Asp Glu Val Asn Ser 
50 55 60 

ggt gtc ttt get ttc gac gee gee ate ttg cgt tec gca ctg get gaa 240 
Gly Val Phe Ala Phe Asp Ala Ala lie Leu Arg Ser Ala Leu Ala Glu 
65 70 75 80 

ctg aag tec gac aac get cag ggc gag ctg tac ctg acc gac gtt ttg 288 
Leu Lys Ser Asp Asn Ala Gin Gly Glu Leu Tyr Leu Thr Asp Val Leu 
85 90 95 

ggc att get cgt ggc gag ggc cac cca gtg cgc gec cac acc gee gee 336 
Gly lie Ala Arg Gly Glu Gly His Pro Val Arg Ala His Thr Ala Ala 
100 105 110 

gat get cgt gaa etc gee ggc gtc aac gat cgt gtg cag etc gca gaa 384 
Asp Ala Arg Glu Leu Ala Gly Val Asn Asp Arg Val Gin Leu Ala Glu 
115 120 125 

gec ggc gec gaa eta aac cgt cgc acc gtc ate gee get atg cgt ggt 432 
Ala Gly Ala Glu Leu Asn Arg Arg Thr Val lie Ala Ala Met Arg Gly 
130 135 140 

ggc gca acc ate gtt gat cca gca acc acc tgg ate gat gtg gag gtt 480 
Gly Ala Thr lie Val Asp Pro Ala Thr Thr Trp lie Asp Val Glu Val 
145 150 155 160 

tct ate gga cgc gac gtg ate ate cac cct ggc acc cag etc aag ggc 528 
Ser lie Gly Arg Asp Val lie He His Pro Gly Thr Gin Leu Lys Gly 
165 170 175 

gaa act gtc ate gga gac cgc gtt gaa gtt ggt cca gac acc acc ttg 57 6 
Glu Thr Val He Gly Asp Arg Val Glu Val Gly Pro Asp Thr Thr Leu 
180 185 190 

acc aac atg acc ate ggc gac ggc gca tec gta ate cgc acc cac ggt 624 
Thr Asn Met Thr He Gly Asp Gly Ala Ser Val He Arg Thr His Gly 
195 200 205 

ttc gac tec acc ate ggt gaa aac gec acc gtt ggc ccc ttc acc tac 672 
Phe Asp Ser Thr He Gly Glu Asn Ala Thr Val Gly Pro Phe Thr Tyr 
210 215 220 

ate cgc cca gga acc aca ctg gga cca gaa ggc aag etc ggt ggc ttc 720 
He Arg Pro Gly Thr Thr Leu Gly Pro Glu Gly Lys Leu Gly Gly Phe 
225 230 235 240 

gta gaa acc aag aag gec aca ate ggc cgt ggc tec aag gtt cca cac 768 
Val Glu Thr Lys Lys Ala Thr lie Gly Arg Gly Ser Lys Val Pro His 
245 250 255 



etc acc tat gtc ggc gac gec acc ate ggc gag gaa tec aac ate gga 
Leu Thr Tyr Val Gly Asp Ala Thr He Gly Glu Glu Ser Asn He Gly 



816 
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260 265 270 

gcc tec tct gtc ttc gtg aac tac gac ggt gaa aac aag cac cac acc 864 
Ala Ser Ser Val Phe Val Asn Tyr Asp Gly Glu Asn Lys His His Thr 
275 280 285 

acc ate ggc age cac gtt cgc act ggt tct gac acc atg ttt ate get 912 
Thr lie Gly Ser His Val Arg Thr Gly Ser Asp Thr Met Phe lie Ala 
290 295 300 

cca gtg acc gtg ggt gac gga gcg tat tec gga gcc ggt aca gta att 960 
Pro Val Thr Val Gly Asp Gly Ala Tyr Ser Gly Ala Gly Thr Val He 
305 310 315 320 

aaa gac gat gtt ccg cca gga gcc ctt gcc gtg tec ggc gga cgc caa 1008 
Lys Asp Asp Val Pro Pro Gly Ala Leu Ala Val Ser Gly Gly Arg Gin 
325 330 335 

cga aac ate gaa ggc tgg gtg caa aag aag cgc cct gga acc get gca 1056 
Arg Asn He Glu Gly Trp Val Gin Lys Lys Arg Pro Gly Thr Ala Ala 
340 345 350 

gca caa gcc gca gaa gcc gcc caa aac gtc cac aae cag gaa ggc 1101 
Ala Gin Ala Ala Glu Ala Ala Gin Asn Val His Asn Gin Glu Gly 
355 360 365 

taagcaggat cctcatgact get 1124 



<210> 266 
<211> 367 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 266 

Thr Asp His Thr Leu Ser Ala Leu Leu Asp Ala His Val Glu Val Pro 
15 10 15 

Thr Ala Val Thr Val Leu Thr Met Arg Leu Asp Asp Pro Thr Gly Tyr 
20 25 30 

Gly Arg He Val Arg Asn Glu Glu Gly Glu Val Thr Ala He Val Glu 
35 40 45 

Gin Lys Asp Ala Ser Ala Glu Val Gin Ala lie Asp Glu Val Asn Ser 
50 55 60 

Gly Val Phe Ala Phe Asp Ala Ala He Leu Arg Ser Ala Leu Ala Glu 
65 70 75 80 

Leu Lys Ser Asp Asn Ala Gin Gly Glu Leu Tyr Leu Thr Asp Val Leu 
85 90 95 

Gly He Ala Arg Gly Glu Gly His Pro Val Arg Ala His Thr Ala Ala 
100 105 110 

Asp Ala Arg Glu Leu Ala Gly Val Asn Asp Arg Val Gin Leu Ala Glu 
115 120 125 



Ala Gly Ala Glu Leu Asn Arg Arg Thr Val He Ala Ala Met Arg Gly 
130 135 140 
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Gly Ala Thr lie Val Asp Pro Ala Thr Thr Trp lie Asp Val Glu Val 
145 150 155 160 

Ser He Gly Arg Asp Val He He His Pro Gly Thr Gin Leu Lys Gly 
165 170 175 

Glu Thr Val He Gly Asp Arg Val Glu Val Gly Pro Asp Thr Thr Leu 
180 185 190 

Thr Asn Met Thr He Gly Asp Gly Ala Ser Val He Arg Thr His Gly 
195 200 205 

Phe Asp Ser Thr He Gly Glu Asn Ala Thr Val Gly Pro Phe Thr Tyr 
210 215 220 

He Arg Pro Gly Thr Thr Leu Gly Pro Glu Gly Lys Leu Gly Gly Phe 
225 230 235 240 

Val Glu Thr Lys Lys Ala Thr He Gly Arg Gly Ser Lys Val Pro His 
245 250 255 

Leu Thr Tyr Val Gly Asp Ala Thr He Gly Glu Glu Ser Asn He Gly 
260 265 270 

Ala Ser Ser Val Phe Val Asn Tyr Asp Gly Glu Asn Lys His His Thr 
275 280 285 

Thr He Gly Ser His Val Arg Thr Gly Ser Asp Thr Met Phe He Ala 
290 295 300 

Pro Val Thr Val Gly Asp Gly Ala Tyr Ser Gly Ala Gly Thr Val He 
305 310 315 320 

Lys Asp Asp Val Pro Pro Gly Ala Leu Ala Val Ser Gly Gly Arg Gin 
325 330 335 

Arg Asn He Glu Gly Trp Val Gin Lys Lys Arg Pro Gly Thr Ala Ala 
340 345 350 

Ala Gin Ala Ala Glu Ala Ala Gin Asn Val His Asn Gin Glu Gly 
355 360 365 



<210> 267 
<211> 981 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (958) 

<223> RXA01259 

<400> 267 

aagagaatta tttctaaaat tcggtatcgt ctaagaaatg agtttgccaa tagctcagca 60 

tcaaaatgct gtaaaaactg tcgtggtacc agctgcagga atg gga aca egg ttc 11 

Met Gly Thr Arg Phe 
1 5 
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ctt cct gca acg aag aca att cca aag gag ctt ctt cct gta gtt gat 

Leu Pro Ala Thr Lys Thr He Pro Lys Glu Leu Leu Pro Val Val Asp 
10 15 20 

acc ccg ggt att gaa ctt gtt gcc aaa gag get get gat ctt ggt gca 

Thr Pro Gly He Glu Leu Val Ala Lys Glu Ala Ala Asp Leu Gly Ala 



25 



30 35 



act egg tta gca att ate act get ccg aac aaa gac gga att ctt aaa 
Thr Arg Leu Ala He He Thr Ala Pro Asn Lys Asp Gly He Leu Lys 
40 45 50 

cac ttc gag gag ttc cct gag ctt gag gca act ctt gag get cgc ggt 
His Phe Glu Glu Phe Pro Glu Leu Glu Ala Thr Leu Glu Ala Arg Gly 
55 60 65 

aag act gat caa ctg aat aaa gtt cga gca get cga gaa ttg att gca 
Lys Thr Asp Gin Leu Asn Lys Val Arg Ala Ala Arg Glu Leu He Ala 
70 75 80 85 

aca gtt cca gtg gtt caa gaa aag cca ttg ggg ctt ggt cac get gtt 
Thr Val Pro Val Val Gin Glu Lys Pro Leu Gly Leu Gly His Ala Val 
90 95 100 

ggc ctt get gag tct gtg etc gat gat gat gaa gat gtt gtg get gtc 
Gly Leu Ala Glu Ser Val Leu Asp Asp Asp Glu Asp Val Val Ala Val 
105 HO II 5 

atg ctg cca gac gat ttg gtg ctg cca ttt ggt gtg acc gag aga atg 
Met Leu Pro Asp Asp Leu Val Leu Pro Phe Gly Val Thr Glu Arg Met 
120 125 130 

gca gaa gtt cgc get aag ttt ggc gga tct gtt ctt gca gca att gag 
Ala Glu Val Arg Ala Lys Phe Gly Gly Ser Val Leu Ala Ala He Glu 
135 140 145 

gtg get gaa gat gaa gtc tea aat tac gga gta ttt aag etc ggt gaa 
Val Ala Glu Asp Glu Val Ser Asn Tyr Gly Val Phe Lys Leu Gly Glu 



150 155 



160 165 



etc gat gca gag tec gaa agt gaa ggc att agg cgt gtt gta gga atg 
Leu Asp Ala Glu Ser Glu Ser Glu Gly He Arg Arg Val Val Gly Met 



170 



175 180 



gtt gaa aag cct gcg cct gaa gat gca cca tea agg ttt gcc gca acg 
Val Glu Lys Pro Ala Pro Glu Asp Ala Pro Ser Arg Phe Ala Ala Thr 

190 195 



185 



ggc cgt tat eta ctt gat cga get att ttt gat gca ctg cgt cga att 
Gly Arg Tyr Leu Leu Asp Arg Ala He Phe Asp Ala Leu Arg Arg He 



200 



205 210 



gag cct ggt get ggt gga gaa ctg caa tta aca gat gcc ate gca tta 
Glu Pro Gly Ala Gly Gly Glu Leu Gin Leu Thr Asp Ala He Ala Leu 
215 220 225 

ttg ate gaa gaa ggc cat ccg gta cac att gtg gtt cat gaa gga aag 
Leu He Glu Glu Gly His Pro Val His He Val Val His Glu Gly Lys 



230 235 



240 245 



cgc cat gac ctt ggt aat cca get ggg tac att cct get gtt gtg tac 



163 



211 



259 



307 



355 



403 



451 



499 



547 



595 



643 



691 



739 



787 



835 



883 
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Arg His Asp Leu Gly Asn Pro Ala Gly Tyr He Pro Ala Val Val Tyr 
250 255 260 

ttc gga ctt cgt cat gca gag tac ggt tec aag att cac cgt gcg gtg 931 

Phe Gly Leu Arg His Ala Glu Tyr Gly Ser Lys He His Arg Ala Val 
265 270 275 



aag gaa ata etc get gag ttt gaa tct taaaaagg-aa accgccttcc 
Lys Glu He Leu Ala Glu Phe Glu Ser 
280 285 



978 



aca 



<210> 268 
<211> 286 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 268 

Met Gly Thr Arg Phe Leu Pro Ala Thr Lys Thr He Pro Lys Glu Leu 
15 10 15 

Leu Pro Val Val Asp Thr Pro Gly He Glu Leu Val Ala Lys Glu Ala 
20 25 30 

Ala Asp Leu Gly Ala Thr Arg Leu Ala He He Thr Ala Pro Asn Lys 
35 40 45 

Asp Gly He Leu Lys His Phe Glu Glu Phe Pro Glu Leu Glu Ala Thr 
50 55 60 

Leu Glu Ala Arg Gly Lys Thr Asp Gin Leu Asn Lys Val Arg Ala Ala 
65 70 75 80 

Arq Glu Leu He Ala Thr Val Pro Val Val Gin Glu Lys Pro Leu Gly 
85 90 95 

Leu Gly His Ala Val Gly Leu Ala Glu Ser Val Leu Asp Asp Asp Glu 
100 105 HO 

Asp Val Val Ala Val Met Leu Pro Asp Asp Leu Val Leu Pro Phe Gly 
115 120 125 

Val Thr Glu Arg Met Ala Glu Val Arg Ala Lys Phe Gly Gly Ser Val 
130 135 140 

Leu Ala Ala He Glu Val Ala Glu Asp Glu Val Ser Asn Tyr Gly Val 
145 150 155 160 

Phe Lys Leu Gly Glu Leu Asp Ala Glu Ser Glu Ser Glu Gly He Arg 
165 170 175 

Arg Val Val Gly Met Val Glu Lys Pro Ala Pro Glu Asp Ala Pro Ser 
180 185 190 

Arg Phe Ala Ala Thr Gly Arg Tyr Leu Leu Asp Arg Ala He Phe Asp 
195 200 205 

Ala Leu Arg Arg He Glu Pro Gly Ala Gly Gly Glu Leu Gin Leu Thr 
210 215 220 
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Asp Ala lie Ala Leu Leu He Glu Glu Gly His Pro Val His He Val 
225 230 235 240 

Val His Glu Gly Lys Arg His Asp Leu Gly Asn Pro Ala Gly Tyr He 
245 250 255 

Pro Ala Val Val Tyr Phe Gly Leu Arg His Ala Glu Tyr Gly Ser Lys 
260 265 270 

He His Arg Ala Val Lys Glu He Leu Ala Glu Phe Glu Ser 
275 280 285 



<210> 269 
<211> 526 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (526) 

<223> RXA02028 



<400> 269 

tgcgcagttc ctgcttagtt tggctcataa atctaaggat aaccgttatt ttcggagggg 60 

tacgacgatt ggggttgcgg gggcaggtac tcttggttcc atg agt ttg cct ate 115 

Met Ser Leu Pro He 
1 5 



gat gag cac gtg aac gcg gtt aaa acc gtc gta gtg cct get gca gga 
Asp Glu His Val Asn Ala Val Lys Thr Val Val Val Pro Ala Ala Gly 

15 20 



10 



163 



ctg gga acc cga ttc ctt ccg gec acc aaa acc gta ccc aag gag ttg 211 
Leu Gly Thr Arg Phe Leu Pro Ala Thr Lys Thr Val Pro Lys Glu Leu 
25 30 35 

ctg ccg gtt gtc gat acc cca ggt att gag ctg att get get gag get 259 
Leu Pro Val Val Asp Thr Pro Gly He Glu Leu He Ala Ala Glu Ala 
40 45 50 

gec gaa ctt ggt gcg acc agg ctg gcg ate ate act gcg cca aac aaa 307 
Ala Glu Leu Gly Ala Thr Arg Leu Ala He He Thr Ala Pro Asn Lys 
55 60 65 

get ggg gta ctt gca cac ttt gag cgt tct tct gaa ttg gaa gaa acg 355 
Ala Gly Val Leu Ala His Phe Glu Arg Ser Ser Glu Leu Glu Glu Thr 
70 75 80 85 

ctg atg gag cgt ggc aag act gac cag gtg gag ata ate cgc cgc gec 
Leu Met Glu Arg Gly Lys Thr Asp Gin Val Glu He He Arg Arg Ala 
90 95 100 

gec gat tta ate aag gca gtt cca gta acc cag gac aag ccg ctg ggg 
Ala Asp Leu He Lys Ala Val Pro Val Thr Gin Asp Lys Pro Leu Gly 
105 HO H5 

eta ggt cat get gtt ggt ttg get gag tct gtg ttg gat gat gat gaa 
Leu Gly His Ala Val Gly Leu Ala Glu Ser Val Leu Asp Asp Asp Glu 



403 



451 



499 
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120 125 130 

gat gtc gta gcg gtg atg ttg ccg cac 526 
Asp Val Val Ala Val Met Leu Pro His 
135 140 



<210> 270 
<211> 142 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 270 

Met Ser Leu Pro lie Asp Glu 
1 5 

Val Pro Ala Ala Gly Leu Gly 
20 

Val Pro Lys Glu Leu Leu Pro 
35 

lie Ala Ala Glu Ala Ala Glu 
50 55 

Thr Ala Pro Asn Lys Ala Gly 
65 70 

Glu Leu Glu Glu Thr Leu Met 
85 

lie lie Arg Arg Ala Ala Asp 
100 

Asp Lys Pro Leu Gly Leu Gly 
115 

Leu Asp Asp Asp Glu Asp Val 
130 135 



<210> 271 
<211> 1284 
<212> DNA 
<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1261) 
<223> RXA01262 

<400> 271 

tatactcgtc aagggccttc gataaaacaa agacaatttt cccccgacgg gacaatctga 60 

aaacttgctg tatcaataaa acacgaaaag gaatactttt atg aaa att gcc gtc 115 

Met Lys He Ala Val 
1 5 



His Val Asn 

10 

Thr Arg Phe 
25 

Val Val Asp 
40 

Leu Gly Ala 



Val Leu Ala 



Glu Arg Gly 
90 

Leu He Lys 
105 

His Ala Val 
120 

Val Ala Val 



Ala Val Lys 



Leu Pro Ala 



Thr Pro Gly 
45 

Thr Arg Leu 
60 

His Phe Glu 
75 

Lys Thr Asp 



Ala Val Pro 



Gly Leu Ala 
125 

Met Leu Pro 
140 



Thr Val Val 
15 

Thr Lys Thr 
30 

He Glu Leu 



Ala He He 



Arg Ser Ser 
80 

Gin Val Glu 
95 

Val Thr Gin 
110 

Glu Ser Val 



His 



gca ggg etc gga tat gtt ggg ctt tea aat gca get etc etc tct aaa 163 
Ala Gly Leu Gly Tyr Val Gly Leu Ser Asn Ala Ala Leu Leu Ser Lys 
10 15 20 
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aat cat aaa gtt gtt gca gtt gac att gat gaa gaa cga gtg aaa eta 211 
Asn His Lys Val Val Ala Val Asp He Asp Glu Glu Arg Val Lys Leu 
25 30 35 



gtt caa gaa ttt cgt teg cca att gtc gat age gat etc gaa gaa tat 
Val Gin Glu Phe Arg Ser Pro He Val Asp Ser Asp Leu Glu Glu Tyr 
40 45 50 

ctg tec act aag cct caa aac tta act gec aca acg gac gec gaa gee 
Leu Ser Thr Lys Pro Gin Asn Leu Thr Ala Thr Thr Asp Ala Glu Ala 
55 60 65 

get tac aaa ggc gca gat ttt att gtt att gca aeg cca act aat tac 
Ala Tyr Lys Gly Ala Asp Phe He Val He Ala Thr Pro Thr Asn Tyr 
70 75 80 85 

gac cca gag tea aac ttt ttt gat act tec age gtt gag tec gta att 
Asp Pro Glu Ser Asn Phe Phe Asp Thr Ser Ser Val Glu Ser Val He 
90 95 100 

gag ata gtc ctt aag gtt tct cct gga tec aca ate gta att aaa teg 
Glu He Val Leu Lys Val Ser Pro Gly Ser Thr He Val He Lys Ser 
105 HO US 

act ate cct gtt ggt ttt aca teg gaa eta cgc att aag cat cca gaa 
Thr He Pro Val Gly Phe Thr Ser Glu Leu Arg He Lys His Pro Glu 
120 125 130 

get teg att att ttt tea cct gag ttc ctg cgt gaa ggc cga gca ttc 
Ala Ser He He Phe Ser Pro Glu Phe Leu Arg Glu Gly Arg Ala Phe 
135 140 145 



tac gac aat etc tac cca tec aga gtt gtc gtt ggt gat cgc agt cct 
Tyr Asp Asn Leu Tyr Pro Ser Arg Val Val Val Gly Asp Arg Ser Pro 
150 155 



160 165 



ctg ggg gaa gaa ttt gcg act ctg tta get gag ggg gca aaa gaa aag 
Leu Gly Glu Glu Phe Ala Thr Leu Leu Ala Glu Gly Ala Lys Glu Lys 
170 175 180 

cct ccg att eta ctt acg gac tea act gag gca gag gcg att aaa tta 
Pro Pro He Leu Leu Thr Asp Ser Thr Glu Ala Glu Ala He Lys Leu 
185 190 1^5 

ttt tct aat aca tat ctt gca ctg cga gtt get ttt ttc aac gaa ctg 
Phe Ser Asn Thr Tyr Leu Ala Leu Arg Val Ala Phe Phe Asn Glu Leu 
200 205 210 

gat act tat gcg tct gtt cga age ttg gat act aag cag att att gaa 
Asp Thr Tyr Ala Ser Val Arg Ser Leu Asp Thr Lys Gin He He Glu 
215 220 225 

ggg gta ggg etc gat cca cgt att gga tct cat tac aat aat cct tea 
Gly Val Gly Leu Asp Pro Arg He Gly Ser His Tyr Asn Asn Pro Ser 
230 235 240 245 

ttt gga tat ggc gga tat tgt ctt ccg aaa gat acg aaa cag ctt etc 
Phe Gly Tyr Gly Gly Tyr Cys Leu Pro Lys Asp Thr Lys Gin Leu Leu 
250 255 260 



259 



307 



355 



403 



451 



499 



547 



595 



643 



691 



739 



787 



835 



883 
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gcc aac tat aag gat gtc ccg cag aat eta ate tct gca gta gtc caa 
Ala Asn Tyr Lys Asp Val Pro Gin Asn Leu He Ser Ala Val Val Gin 
265 270 275 

gca aat aag act cgt aag gac ttt att gca gag gat ate etc agt aaa 
Ala Asn Lys Thr Arg Lys Asp Phe He Ala Glu Asp He Leu Ser Lys 
280 285 290 

tea cct act gta gtt gga att tac cgc ctt gta atg aag tct gga tea 
Ser Pro Thr Val Val Gly He Tyr Arg Leu Val Met Lys Ser Gly Ser 
295 300 305 

gat aac ttt cgt tct tct tct att caa gga gtc atg aaa cga att aag 
Asp Asn Phe Arg Ser Ser Ser He Gin Gly Val Met Lys Arg He Lys 
310 



315 320 325 



931 



979 



1027 



1075 



1123 



gec aag gga ate gaa att gta gta ttt gaa ccg aat etc gga gaa gaa 

Ala Lys Gly He Glu He Val Val Phe Glu Pro Asn Leu Gly Glu Glu 
330 335 340 

act ttc tac aat teg aag ate ctt aat gac ate gaa gag ttt aag gat 1171 

Thr Phe Tyr Asn Ser Lys He Leu Asn Asp He Glu Glu Phe Lys Asp 

345 350 355 

tac tgc gac ate att att gca aat cgt cca acc gat gag ctt tct gat 

Tyr Cys Asp He He He Ala Asn Arg Pro Thr Asp Glu Leu Ser Asp 

360 365 370 

gta cca gaa aaa gtt tat aca cgt gat att ttc cag cgt gac 
Val Pro Glu Lys Val Tyr Thr Arg Asp He Phe Gin Arg Asp 

375 380 385 

taagtggaaa gaatcttttg ttg 



1219 



1261 



1284 



<210> 272 
<211> 387 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 272 

Met Lys He Ala Val Ala Gly Leu Gly Tyr Val Gly Leu Ser Asn Ala 
15 10 15 

Ala Leu Leu Ser Lys Asn His Lys Val Val Ala Val Asp He Asp Glu 
20 25 30 

Glu Arg Val Lys Leu Val Gin Glu Phe Arg Ser Pro He Val Asp Ser 
35 40 45 

Asp Leu Glu Glu Tyr Leu Ser Thr Lys Pro Gin Asn Leu Thr Ala Thr 
50 55 60 

Thr Asp Ala Glu Ala Ala Tyr Lys Gly Ala Asp Phe He Val He Ala 
65 70 75 80 

Thr Pro Thr Asn Tyr Asp Pro Glu Ser Asn Phe Phe Asp Thr Ser Ser 
85 90 95 

Val Glu Ser Val He Glu He Val Leu Lys Val Ser Pro Gly Ser Thr 
100 105 HO 
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Ile Val lie Lys Ser Thr lie Pro Val Gly Phe Thr Ser Glu Leu Arg 
115 120 125 

lie Lys His Pro Glu Ala Ser lie lie Phe Ser Pro Glu Phe Leu Arg 
130 135 140 

Glu Gly Arg Ala Phe Tyr Asp Asn Leu Tyr Pro Ser Arg Val Val Val 
145 150 155 160 

Gly Asp Arg Ser Pro Leu Gly Glu Glu Phe Ala Thr Leu Leu Ala Glu 
165 170 175 

Gly Ala Lys Glu Lys Pro Pro lie Leu Leu Thr Asp Ser Thr Glu Ala 
180 185 190 

Glu Ala lie Lys Leu Phe Ser Asn Thr Tyr Leu Ala Leu Arg Val Ala 
195 200 205 

Phe Phe Asn Glu Leu Asp Thr Tyr Ala Ser Val Arg Ser Leu Asp Thr 
210 215 220 

Lys Gin lie lie Glu Gly Val Gly Leu Asp Pro Arg He Gly Ser His 
225 230 235 240 

Tyr Asn Asn Pro Ser Phe Gly Tyr Gly Gly Tyr Cys Leu Pro Lys Asp 
245 250 255 

Thr Lys Gin Leu Leu Ala Asn Tyr Lys Asp Val Pro Gin Asn Leu He 
260 265 270 

Ser Ala Val Val Gin Ala Asn Lys Thr Arg Lys Asp Phe He Ala Glu 
275 280 285 

Asp He Leu Ser Lys Ser Pro Thr Val Val Gly He Tyr Arg Leu Val 
290 295 300 

Met Lys Ser Gly Ser Asp Asn Phe Arg Ser Ser Ser He Gin Gly Val 
305 310 315 320 

Met Lys Arg He Lys Ala Lys Gly He Glu He Val Val Phe Glu Pro 
325 330 335 

Asn Leu Gly Glu Glu Thr Phe Tyr Asn Ser Lys He Leu Asn Asp He 
340 345 350 

Glu Glu Phe Lys Asp Tyr Cys Asp He He He Ala Asn Arg Pro Thr 
355 360 365 

Asp Glu Leu Ser Asp Val Pro Glu Lys Val Tyr Thr Arg Asp He Phe 
370 375 380 

Gin Arg Asp 
385 



<210> 273 
<211> 1209 
<212> DNA 

<213> Corynebacterium glutamicum 
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<220> 
<221> CDS 

<222> (101) . . (1186) 
<223> RXA01377 



<400> 273 

tgaaatggat ttgctgcggc cccggaatta cccttttcgc ggccgtcatc aaatttgt; 

ccccttaaag acaccctaaa cacgagtgaa ataggaacac atg act tta act gac 

Met Thr Leu Thr Asp 
1 5 



aac age aaa aac gtt gat get gtc ate ttg gtc ggt ggc aaa ggt acc 
Asn Ser Lys Asn Val Asp Ala Val He Leu Val Gly Gly Lys Gly Thr 
10 15 20 

cga ctg cgc ccc ctg acc gtc aat act cca aag cca atg ctg cca act 
Arg Leu Arg Pro Leu Thr Val Asn Thr Pro Lys Pro Met Leu Pro Thr 
25 30 35 

get ggc cac cca ttc ttg acc cac ctt ttg gec cgc ate aag gec gca 
Ala Gly His Pro Phe Leu Thr His Leu Leu Ala Arg He Lys Ala Ala 
40 45 SO 

ggc ate aca cac gtc gtg ctg gga acg tea ttc aaa get gaa gtc ttc 
Gly He Thr His Val Val Leu Gly Thr Ser Phe Lys Ala Glu Val Phe 

60 65 



55 



80 85 



gtc gtc gag gat cag cct ttg ggc act ggt ggt ggc ate cga aac gtc 
Val Val Glu Asp Gin Pro Leu Gly Thr Gly Gly Gly He Arg Asn Val 
90 95 100 

tac gac aag ctg cgt cac gat act gcg att gtg ttc aac ggc gat gtg 
Tyr Asp Lys Leu Arg His Asp Thr Ala He Val Phe Asn Gly Asp Val 
105 HO H5 

etc tec ggt gcg gat etc aac age att ctg gac acc cac cgc gaa aag 
Leu Ser Gly Ala Asp Leu Asn Ser He Leu Asp Thr His Arg Glu Lys 
120 125 130 

gac gca gat ctg acc atg cat etc gtg cgc gta get aac cct cgt gcg 
Asp Ala Asp Leu Thr Met His Leu Val Arg Val Ala Asn Pro Arg Ala 
135 140 145 

ttt ggt tgc gtc ccc acc gat gag gat ggt cgc gtc age gaa ttc ctt 
Phe Gly Cys Val Pro Thr Asp Glu Asp Gly Arg Val Ser Glu Phe Leu 
150 155 160 165 

gaa aag acc gaa gat cca cca acc gat cag ate aac gec ggc tgc tac 
Glu Lys Thr Glu Asp Pro Pro Thr Asp Gin He Asn Ala Gly Cys Tyr 
170 1^5 180 

gtg ttc aag aag gaa etc ate gag cag ate ccg gca ggc cga gca gtt 
Val Phe Lys Lys Glu Leu He Glu Gin He Pro Ala Gly Arg Ala Val 
185 190 195 

tec gtc gag cgc gaa acc ttc cct cag ctg ttg gaa gaa ggc aag cga 



163 



211 



259 



307 



gag gaa tac ttc gga gat ggc tec gaa atg ggc ttg gaa att gaa tat 355 
Glu Glu Tyr Phe Gly Asp Gly Ser Glu Met Gly Leu Glu He Glu Tyr 
70 75 



403 



451 



499 



547 



595 



643 



691 



739 



BGI-126CP 



-391 - 



ttt teg tct gat cag taggcatttt tagecctttt gga 
Phe Ser Ser Asp Gin 
360 



<210> 274 
<211> 362 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 274 

Met Thr Leu Thr Asp Asn Ser Lys Asn Val Asp Ala Val lie Leu Val 
15 10 15 

Gly Gly Lys Gly Thr Arg Leu Arg Pro Leu Thr Val Asn Thr Pro Lys 
20 25 30 

Pro Met Leu Pro Thr Ala Gly His Pro Phe Leu Thr His Leu Leu Ala 
35 40 45 

Arg lie Lys Ala Ala Gly He Thr His Val Val Leu Gly Thr Ser Phe 
50 55 60 



787 



835 



Ser Val Glu Arg Glu Thr Phe Pro Gin Leu Leu Glu Glu Gly Lys Arg 
200 205 210 

gtc ttc ggc cac gtc gac get tec tac tgg cgc gac atg ggc acc cca 
Val Phe Gly His Val Asp Ala Ser Tyr Trp Arg Asp Met Gly Thr Pro 
215 220 225 

age gac ttc gtc cgc ggc teg get gac ctg gtc cgc ggc att gcg tac 
Ser Asp Phe Val Arg Gly Ser Ala Asp Leu Val Arg Gly He Ala Tyr 
230 235 240 245 

tec cca ttg etc gaa ggc aaa aca gga gag teg ctt gtc gac gee tec 
Ser Pro Leu Leu Glu Gly Lys Thr Gly Glu Ser Leu Val Asp Ala Ser 
250 255 260 

gee ggc gtt cgc gac ggc gtc ctg ctg etc ggc gga acc gta gtc ggc 
Ala Gly Val Arg Asp Gly Val Leu Leu Leu Gly Gly Thr Val Val Gly 
265 270 275 

cgc ggc act gag ate ggt gee ggc tgc cgc gtt gac aac act gtt att 
Arg Gly Thr Glu He Gly Ala Gly Cys Arg Val Asp Asn Thr Val He 
280 285 290 

ttc gac ggc gtc acc att gaa cca ggt gcg gtc att gaa aat tec ate 
Phe Asp Gly Val Thr He Glu Pro Gly Ala Val He Glu Asn Ser He 
295 300 305 

att tec teg gga gca cgc ate ggt get aat gcg cac ate tec ggt tgc 
He Ser Ser Gly Ala Arg He Gly Ala Asn Ala His He Ser Gly Cys 
310 315 320 325 

ate att ggc gag ggc gca cag gtt ggt get egg tgt gaa etc aac gca 1123 
He He Gly Glu Gly Ala Gin Val Gly Ala Arg Cys Glu Leu Asn Ala 
330 335 340 

ggg atg cgc gtc ttc cca ggc gtt gtg ate cca gac age gga att cgt 1171 
Gly Met Arg Val Phe Pro Gly Val Val He Pro Asp Ser Gly He Arg 
345 350 355 



931 



97 9 



1027 



1075 



1209 
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Lvs Ala Glu Val Phe Glu Glu Tyr Phe Gly Asp Gly Ser Glu Met Gly 
65 70 75 80 

Leu Glu He Glu Tyr Val Val Glu Asp Gin Pro Leu Gly Thr Gly Gly 
85 90 95 

Gly He Arg Asn Val Tyr Asp Lys Leu Arg His Asp Thr Ala He Val 
100 105 HO 

Phe Asn Gly Asp Val Leu Ser Gly Ala Asp Leu Asn Ser He Leu Asp 
115 120 125 

Thr His Arg Glu Lys Asp Ala Asp Leu Thr Met His Leu Val Arg Val 
130 135 140 

Ala Asn Pro Arg Ala Phe Gly Cys Val Pro Thr Asp Glu Asp Gly Arg 
145 150 155 160 

Val Ser Glu Phe Leu Glu Lys Thr Glu Asp Pro Pro Thr Asp Gin He 
165 170 175 

Asn Ala Gly Cys Tyr Val Phe Lys Lys Glu Leu He Glu Gin He Pro 
180 185 190 

Ala Gly Arg Ala Val Ser Val Glu Arg Glu Thr Phe Pro Gin Leu Leu 
195 200 205 

Glu Glu Gly Lys Arg Val Phe Gly His Val Asp Ala Ser Tyr Trp Arg 
210 215 220 

Asp Met Gly Thr Pro Ser Asp Phe Val Arg Gly Ser Ala Asp Leu Val 
225 230 235 240 

Arq Gly He Ala Tyr Ser Pro Leu Leu Glu Gly Lys Thr Gly Glu Ser 
245 250 255 

Leu Val Asp Ala Ser Ala Gly Val Arg Asp Gly Val Leu Leu Leu Gly 



260 



265 



270 



Gly Thr Val Val Gly Arg Gly Thr Glu He Gly Ala Gly Cys Arg Val 
275 280 285 

Asp Asn Thr Val He Phe Asp Gly Val Thr He Glu Pro Gly Ala Val 
290 295 300 

He Glu Asn Ser He He Ser Ser Gly Ala Arg He Gly Ala Asn Ala 
305 310 315 320 

His He Ser Gly Cys He He Gly Glu Gly Ala Gin Val Gly Ala Arg 
325 330 335 

Cys Glu Leu Asn Ala Gly Met Arg Val Phe Pro Gly Val Val He Pro 
340 345 350 

Asp Ser Gly He Arg Phe Ser Ser Asp Gin 
355 360 



<210> 275 
<211> 1350 
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<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1327) 
<223> RXA02063 

<400> 275 

accgaaatgg gggcattaaa aggggctatc attcggaccc caaaacgatg tttagacaat 60 



ttgttaccca gctttcatgc gggatagtta ttttgccttt atg gtt aag ggt gtg 

Met Val Lys Gly Val 



1 



ggg cag tac att get tct gtt cct gcg cag cag cgc ctg ggc aag cga 
Glv Gin Tyr He Ala Ser Val Pro Ala Gin Gin Arg Leu Gly Lys Arg 
90 95 100 

tgg ttc act ggt tec gcg gat gca att ttg cag tct ctg aac ttg ate 
Trp Phe Thr Gly Ser Ala Asp Ala He Leu Gin Ser Leu Asn Leu He 
105 HO H5 

tct gat gag aaa ccg gat tat gtc ate gtt ttc ggc gcg gac cac gtg 
Ser Asp Glu Lys Pro Asp Tyr Val He Val Phe Gly Ala Asp His Val 
120 125 130 

tat cgc atg gac cca age cag atg eta gat gag cac att gca tct ggt 
Tyr Arg Met Asp Pro Ser Gin Met Leu Asp Glu His He Ala Ser Gly 
135 140 145 

cgc gcg gtg tct gtg gca ggt att cgc gtt cca cgt gag gaa gca act 
Arg Ala Val Ser Val Ala Gly He Arg Val Pro Arg Glu Glu Ala Thr 
150 155 160 165 

gcg ttt ggt tgc ate cag tec gat gtc gac ggc aac ata ace gag ttc 
Ala Phe Gly Cys He Gin Ser Asp Val Asp Gly Asn He Thr Glu Phe 
170 175 180 

ttg gaa aag cca get gac cct ccg gga ace cct gat gat cct gac atg 
Leu Glu Lys Pro Ala Asp Pro Pro Gly Thr Pro Asp Asp Pro Asp Met 



115 



aag ggt aga cca aat gtt eta gca ate gtt etc gca ggt ggc gag ggc 163 
Lvs Glv Arq Pro Asn Val Leu Ala He Val Leu Ala Gly Gly Glu Gly 
10 15 20 

aaa cga ctt ttt ccg ttg acg gag gac cga get aag cct gcg gtc cca 211 
Lys Arg Leu Phe Pro Leu Thr Glu Asp Arg Ala Lys Pro Ala Val Pro 
25 30 35 

ttc ggc gga act tac aga ttg ate gac ttt gtt ttg teg aac ctg gtg 259 
Phe Gly Gly Thr Tyr Arg Leu He Asp Phe Val Leu Ser Asn Leu Val 
40 45 50 

aac tec gga ttc etc aag ate gcg gta ctg act cag tac aag teg cat 
Asn Ser Gly Phe Leu Lys He Ala Val Leu Thr Gin Tyr Lys Ser His 
55 60 65 

tea ttg gat agg cat att tea ttg teg tgg aac gtg tct ggt cca acg 355 
Ser Leu Asp Arg His He Ser Leu Ser Trp Asn Val Ser Gly Pro Thr 
70 75 80 85 



307 



403 



451 



499 



547 



595 



643 



691 
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cgc ate ggt aag ggt get gtt gtc cgc cat gcg att ctg gac aag aac 
Arg He Gly Lys Gly Ala Val Val Arg His Ala He Leu Asp Lys Asn 
360 365 370 



gcg cag cgc ttc aag gtg age gec ggc ggc gtc gtg gtt gtc ggt aag 
Ala Gin Arg Phe Lys Val Ser Ala Gly Gly Val Val Val Val Gly Lys 
390 395 400 405 

aac cag gta gtc taaacgggaa agggacctta aaa 
Asn Gin Val Val 



739 



787 



835 



185 190 195 

act tac gcg teg atg ggt aac tac att ttc ace act gaa gec ctg ate 
Thr Tyr Ala Ser Met Gly Asn Tyr He Phe Thr Thr Glu Ala Leu He 
200 205 210 

cag gcg ctg aaa gat gat gaa aat aac gag aac agt gat cat gac atg 
Gin Ala Leu Lys Asp Asp Glu Asn Asn Glu Asn Ser Asp His Asp Met 
215 220 225 

ggc gga gac ate att ccg tac ttc gtc tct cgc aat gat gcg cat gtt 
Gly Gly Asp He He Pro Tyr Phe Val Ser Arg Asn Asp Ala His Val 
230 235 240 245 

tat gat ttc tec gga aac att gtt cct ggc gca act gag cgt gac aag 
Tyr Asp Phe Ser Gly Asn He Val Pro Gly Ala Thr Glu Arg Asp Lys 
250 255 260 

ggc tac tgg cgc gac gtc ggt acc att gat gcg ttc tac gag tgc cac 
Gly Tyr Trp Arg Asp Val Gly Thr He Asp Ala Phe Tyr Glu Cys His 
265 270 275 

atg gac ctg att tec gtg cac cca ate ttc aat ctg tat aac tct gag 
Met Asp Leu He Ser Val His Pro He Phe Asn Leu Tyr Asn Ser Glu 
280 285 290 

tgg cca ate cac acg acc tct gaa ggt aac ttg cct ccg get aag ttc 
Trp Pro He His Thr Thr Ser Glu Gly Asn Leu Pro Pro Ala Lys Phe 
295 300 305 

gtt egg ggc ggt ate gcg cag teg teg atg gtg tct tea ggt tec ate 1075 
Val Arg Gly Gly He Ala Gin Ser Ser Met Val Ser Ser Gly Ser He 
310 315 320 325 

att tct get ggg act gtt cgc aac tec gtg ctg tec aac aac gtt gtc 1123 
He Ser Ala Gly Thr Val Arg Asn Ser Val Leu Ser Asn Asn Val Val 
330 335 340 

gtc gaa gag ggc gca acg gtg gaa ggt gca gtg ctg atg cca ggc gtg 1171 
Val Glu Glu Gly Ala Thr Val Glu Gly Ala Val Leu Met Pro Gly Val 
345 350 355 



931 



979 



1027 



1219 



gtg gtt gtc cgc gac gga gag etc ate ggt gtc gac caa gtg cgc gat 1267 
Val Val Val Arg Asp Gly Glu Leu He Gly Val Asp Gin Val Arg Asp 
375 380 385 



1315 



1350 



<210> 276 
<211> 409 
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<212> PRT 

<213> Corynebacterium glutamicum 
<400> 276 

Met Val Lys Gly Val Lys Gly Arg Pro Asn Val Leu Ala lie Val Leu 
15 10 15 

Ala Gly Gly Glu Gly Lys Arg Leu Phe Pro Leu Thr Glu Asp Arg Ala 
20 25 30 

Lys Pro Ala Val Pro Phe Gly Gly Thr Tyr Arg Leu lie Asp Phe Val 
35 40 45 

Leu Ser Asn Leu Val Asn Ser Gly Phe Leu Lys He Ala Val Leu Thr 
50 55 60 

Gin Tyr Lys Ser His Ser Leu Asp Arg His He Ser Leu Ser Trp Asn 
65 70 75 80 

Val Ser Gly Pro Thr Gly Gin Tyr He Ala Ser Val Pro Ala Gin Gin 
85 90 95 

Arg Leu Gly Lys Arg Trp Phe Thr Gly Ser Ala Asp Ala He Leu Gin 
100 105 HO 

Ser Leu Asn Leu He Ser Asp Glu Lys Pro Asp Tyr Val He Val Phe 
115 120 125 

Gly Ala Asp His Val Tyr Arg Met Asp Pro Ser Gin Met Leu Asp Glu 
130 135 140 

His He Ala Ser Gly Arg Ala Val Ser Val Ala Gly He Arg Val Pro 
145 150 155 160 

Arg Glu Glu Ala Thr Ala Phe Gly Cys He Gin Ser Asp Val Asp Gly 
165 170 175 

Asn He Thr Glu Phe Leu Glu Lys Pro Ala Asp Pro Pro Gly Thr Pro 
180 185 190 

Asp Asp Pro Asp Met Thr Tyr Ala Ser Met Gly Asn Tyr He Phe Thr 
195 200 205 

Thr Glu Ala Leu He Gin Ala Leu Lys Asp Asp Glu Asn Asn Glu Asn 
210 215 220 

Ser Asp His Asp Met Gly Gly Asp He He Pro Tyr Phe Val Ser Arg 
225 230 235 240 

Asn Asp Ala His Val Tyr Asp Phe Ser Gly Asn He Val Pro Gly Ala 
245 250 255 

Thr Glu Arg Asp Lys Gly Tyr Trp Arg Asp Val Gly Thr He Asp Ala 
260 265 270 

Phe Tyr Glu Cys His Met Asp Leu He Ser Val His Pro He Phe Asn 
275 280 285 

Leu Tyr Asn Ser Glu Trp Pro He His Thr Thr Ser Glu Gly Asn Leu 
290 295 300 
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Pro Pro Ala Lys 
305 

Ser Ser Gly Ser 



Ser Asn Asn Val 
340 

Leu Met Pro Gly 
355 

lie Leu Asp Lys 
370 

Asp Gin Val Arg 
385 

Val Val Val Gly 



Phe Val Arg Gly 
310 

lie lie Ser Ala 
325 

Val Val Glu Glu 



Val Arg lie Gly 
360 

Asn Val Val Val 
375 

Asp Ala Gin Arg 
390 

Lys Asn Gin Val 
405 



Gly lie Ala Gin 
315 

Gly Thr Val Arg 
330 

Gly Ala Thr Val 
345 

Lys Gly Ala Val 



Arg Asp Gly Glu 
380 

Phe Lys Val Ser 
395 

Val 



Ser Ser Met Val 
320 

Asn Ser Val Leu 
335 

Glu Gly Ala Val 
350 

Val Arg His Ala 
365 

Leu lie Gly Val 



Ala Gly Gly Val 
400 



<210> 277 
<211> 903 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (880) 

<223> RXN00014 

<400> 277 

catcaaagtg accgccggcg gcgtcgaatg gtccgttgca ggaaacgcgg aagcagttag 60 

tgagatctcc gaaactttaa gcgcactaga ctaacaacac atg age aaa tat gca 115 

Met Ser Lys Tyr Ala 



1 5 



gac gat tta gec tta gec etc gaa ctt gec gaa ctt gec gat tec ate 
Asp Asp Leu Ala Leu Ala Leu Glu Leu Ala Glu Leu Ala Asp Ser He 
10 15 20 



70 



ccc ate gac ggc acc aaa aac tac gtc cgc ggc gtc ccc gta tgg gca 
Pro He Asp Gly Thr Lys Asn Tyr Val Arg Gly Val Pro Val Trp Ala 



163 



acc etc gac cgc ttc gaa gee tct gac ctg gaa gta tec tec aag cca 211 
Thr Leu Asp Arg Phe Glu Ala Ser Asp Leu Glu Val Ser Ser Lys Pro 
25 30 35 

gac atg act ccc gtc age gat gee gac ctg gcg acc gaa gaa gca etc 259 
Asp Met Thr Pro Val Ser Asp Ala Asp Leu Ala Thr Glu Glu Ala Leu 
40 45 50 

cgt gag aaa ate gee acc gee cgc ccc gee gac tec ate etc ggt gaa 307 
Arg Glu Lys He Ala Thr Ala Arg Pro Ala Asp Ser He Leu Gly Glu 
55 60 65 

gaa ttc ggt ggc gac gta gaa ttc age ggc cgc cag tgg ate ate gac 355 
Glu Phe Gly Gly Asp Val Glu Phe Ser Gly Arg Gin Trp He He Asp 

75 80 85 



403 
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90 95 100 

acc ctg ate gcg ctg etc gac aac ggc aaa ccc gtc gca ggt gtc ate 
Thr Leu He Ala Leu Leu Asp Asn Gly Lys Pro Val Ala Gly Val He 
105 HO H5 

tec gca ccc gca ctg get agg cgt tgg tgg gca tec gaa ggg gee ggc 
Ser Ala Pro Ala Leu Ala Arg Arg Trp Trp Ala Ser Glu Gly Ala Gly 
120 125 130 

gca tgg cgc acc ttc aac ggc age tec cca cgc aaa ctg tec gtg tec 
Ala Trp Arg Thr Phe Asn Gly Ser Ser Pro Arg Lys Leu Ser Val Ser 
135 140 145 

cag gtg tec aag ctt gac gac gee tec etc tec ttc tec tec etc tec 
Gin Val Ser Lys Leu Asp Asp Ala Ser Leu Ser Phe Ser Ser Leu Ser 
150 155 160 165 

ggc tgg gec gaa cga gat ttg cgc gat cag ttc gtc tec eta act gat 
Gly Trp Ala Glu Arg Asp Leu Arg Asp Gin Phe Val Ser Leu Thr Asp 
170 1^5 180 

acc acc tgg cga etc cgc ggc tac ggc gac ttc ttc tec tac tgc etc 
Thr Thr Trp Arg Leu Arg Gly Tyr Gly Asp Phe Phe Ser Tyr Cys Leu 
185 190 195 

gtc gee gaa ggt gee gtc gat ate gec get gaa cca gaa gtc age etc 
Val Ala Glu Gly Ala Val Asp He Ala Ala Glu Pro Glu Val Ser Leu 
200 205 210 

tgg gat ctt get ccc ctg tec ate ctg gtc acc gaa gec gga gga aag 
Trp Asp Leu Ala Pro Leu Ser He Leu Val Thr Glu Ala Gly Gly Lys 
215 220 225 

ttc acc tea ctg get ggc gtc gat gga cca cac ggt ggc gat gca gta 
Phe Thr Ser Leu Ala Gly Val Asp Gly Pro His Gly Gly Asp Ala Val 
230 235 240 245 

gec acc aac ggc ate ctg cac gat gag acg ctg gat cgt tta aaa 
Ala Thr Asn Gly He Leu His Asp Glu Thr Leu Asp Arg Leu Lys 
250 255 260 

tagactcccg ggttttgctt ggt 



451 



499 



547 



595 



643 



691 



739 



787 



835 



880 



903 



<210> 278 
<211> 260 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 278 

Met Ser Lys Tyr Ala Asp Asp Leu Ala Leu Ala Leu Glu Leu Ala Glu 
15 10 15 

Leu Ala Asp Ser He Thr Leu Asp Arg Phe Glu Ala Ser Asp Leu Glu 
20 25 30 

Val Ser Ser Lys Pro Asp Met Thr Pro Val Ser Asp Ala Asp Leu Ala 
35 40 45 

Thr Glu Glu Ala Leu Arg Glu Lys He Ala Thr Ala Arg Pro Ala Asp 
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50 



55 



60 



Ser lie Leu Gly Glu Glu Phe Gly Gly Asp Val Glu Phe Ser Gly Arg 
65 70 75 80 

Gin Trp lie lie Asp Pro lie Asp Gly Thr Lys Asn Tyr Val Arg Gly 
85 90 95 

Val Pro Val Trp Ala Thr Leu lie Ala Leu Leu Asp Asn Gly Lys Pro 
100 105 110 

Val Ala Gly Val lie Ser Ala Pro Ala Leu Ala Arg Arg Trp Trp Ala 
115 120 125 

Ser Glu Gly Ala Gly Ala Trp Arg Thr Phe Asn Gly Ser Ser Pro Arg 
130 135 140 

Lys Leu Ser Val Ser Gin Val Ser Lys Leu Asp Asp Ala Ser Leu Ser 
145 150 155 160 

Phe Ser Ser Leu Ser Gly Trp Ala Glu Arg Asp Leu Arg Asp Gin Phe 
165 170 175 

Val Ser Leu Thr Asp Thr Thr Trp Arg Leu Arg Gly Tyr Gly Asp Phe 
180 185 190 

Phe Ser Tyr Cys Leu Val Ala Glu Gly Ala Val Asp He Ala Ala Glu 
195 200 205 

Pro Glu Val Ser Leu Trp Asp Leu Ala Pro Leu Ser He Leu Val Thr 
210 215 220 

Glu Ala Gly Gly Lys Phe Thr Ser Leu Ala Gly Val Asp Gly Pro His 
225 230 235 240 



Gly Gly Asp Ala Val Ala Thr Asn Gly He Leu His Asp Glu Thr Leu 
245 250 255 



Asp Arg Leu Lys 
260 



<210> 279 
<211> 903 
<212> DNA 

<213> Corynebacterium glutarnicum 

<220> 

<221> CDS 

<222> (101) . . (880) 

<223> FRXA00014 

<400> 279 

catcaaagtg accgccggcg gcgtcgaatg gtccgttgca ggaaacgcgg aagcagttag 60 

tgagatctcc gaaactttaa gcgcactaga ctagcaacac atg age aaa tat gca 115 

Met Ser Lys Tyr Ala 
1 5 

gac gat tta gec tta gec etc gaa etc gee gaa ctt gee gat tec ate 163 
Asp Asp Leu Ala Leu Ala Leu Glu Leu Ala Glu Leu Ala Asp Ser He 
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10 15 20 

acc etc gac cgc ttc gaa gec tct gac ctg gaa gta tec tec aag cca 
Thr Leu Asp Arg Phe Glu Ala Ser Asp Leu Glu Val Ser Ser Lys Pro 
25 30 35 

gac atg act ccc gtc age gat gec gac ctg gcg acc gaa gaa gca etc 
Asp Met Thr Pro Val Ser Asp Ala Asp Leu Ala Thr Glu Glu Ala Leu 
40 45 50 

cgc gag aaa ate gec acc gec cgc ccc gec gac tec ate etc ggt gaa 
Arg Glu Lys He Ala Thr Ala Arg Pro Ala Asp Ser He Leu Gly Glu 
55 60 65 

gaa ttc ggt ggc gac gta gaa ttc age ggc cgc cag tgg ate ate gac 355 
Glu Phe Gly Gly Asp Val Glu Phe Ser Gly Arg Gin Trp He He Asp 

75 80 85 



70 



ccc ate gac ggc acc aaa aac tac gtc cgc ggc gtc ccc gta tgg gca 
Pro He Asp Gly Thr Lys Asn Tyr Val Arg Gly Val Pro Val Trp Ala 
90 95 100 



211 



259 



307 



403 



acc ctg ate gcg ctg etc gac aac ggc aaa ccc gtc gca ggt gtc ate 451 
Thr Leu He Ala Leu Leu Asp Asn Gly Lys Pro Val Ala Gly Val He 
105 HO H5 

tec gca ccc gca ctg get agg cgt tgg tgg gca tec gaa ggg gec ggc 4 99 
Ser Ala Pro Ala Leu Ala Arg Arg Trp Trp Ala Ser Glu Gly Ala Gly 
120 125 130 

gca tgg cgc acc ttc aac ggc age tec cca cgc aaa ctg tec gtg tec 
Ala Trp Arg Thr Phe Asn Gly Ser Ser Pro Arg Lys Leu Ser Val Ser 
135 140 145 

cag gtg tec aag ctt gac gac gee tec etc tec ttc tec tec etc tec 
Gin Val Ser Lys Leu Asp Asp Ala Ser Leu Ser Phe Ser Ser Leu Ser 
150 155 160 165 

ggc tgg gee gaa cga gat ttg cgc gat cag ttc gtc tec eta act gat 
Gly Trp Ala Glu Arg Asp Leu Arg Asp Gin Phe Val Ser Leu Thr Asp 
170 175 180 

acc acc tgg cga etc cgc ggc tac gge gac ttc ttc tec tac tgc etc 
Thr Thr Trp Arg Leu Arg Gly Tyr Gly Asp Phe Phe Ser Tyr Cys Leu 
185 190 195 

gtc gec gaa ggt gee gtc gat ate gec get gaa cca gaa gtc age etc 
Val Ala Glu Gly Ala Val Asp He Ala Ala Glu Pro Glu Val Ser Leu 
200 205 210 

tgg gat ctt get ccc ctg tec ate ctg gtc acc gaa gec gga gga aag 
Trp Asp Leu Ala Pro Leu Ser He Leu Val Thr Glu Ala Gly Gly Lys 
215 220 225 

ttc acc tea ctg get ggc gtc gat gga cca cac ggt ggc gat gca gta 835 
Phe Thr Ser Leu Ala Gly Val Asp Gly Pro His Gly Gly Asp Ala Val 
230 235 240 245 



547 



5 95 



643 



691 



739 



787 



gec acc aac ggc ate ctg cac gat gag acg ctg gat cgt tta aaa 
Ala Thr Asn Gly He Leu His Asp Glu Thr Leu Asp Arg Leu Lys 
250 255 260 



880 
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-400- 



tagactcccg ggttttgctt ggt 



<210> 280 
<211> 260 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 280 

Met Ser Lys Tyr Ala Asp Asp Leu Ala Leu Ala Leu Glu Leu Ala Glu 
15 10 15 

Leu Ala Asp Ser He Thr Leu Asp Arg Phe Glu Ala Ser Asp Leu Glu 
20 25 30 

Val Ser Ser Lys Pro Asp Met Thr Pro Val Ser Asp Ala Asp Leu Ala 
35 40 45 

Thr Glu Glu Ala Leu Arg Glu Lys He Ala Thr Ala Arg Pro Ala Asp 
50 55 60 

Ser He Leu Gly Glu Glu Phe Gly Gly Asp Val Glu Phe Ser Gly Arg 
65 70 75 80 

Gin Trp He He Asp Pro He Asp Gly Thr Lys Asn Tyr Val Arg Gly 
85 90 95 

Val Pro Val Trp Ala Thr Leu He Ala Leu Leu Asp Asn Gly Lys Pro 
100 105 HO 

Val Ala Gly Val He Ser Ala Pro Ala Leu Ala Arg Arg Trp Trp Ala 
115 120 125 

Ser Glu Gly Ala Gly Ala Trp Arg Thr Phe Asn Gly Ser Ser Pro Arg 
130 135 140 

Lys Leu Ser Val Ser Gin Val Ser Lys Leu Asp Asp Ala Ser Leu Ser 
145 150 155 160 

Phe Ser Ser Leu Ser Gly Trp Ala Glu Arg Asp Leu Arg Asp Gin Phe 
165 170 175 

Val Ser Leu Thr Asp Thr Thr Trp Arg Leu Arg Gly Tyr Gly Asp Phe 

180 185 190 

Phe Ser Tyr Cys Leu Val Ala Glu Gly Ala Val Asp He Ala Ala Glu 
195 200 205 

Pro Glu Val Ser Leu Trp Asp Leu Ala Pro Leu Ser He Leu Val Thr 
210 215 220 

Glu Ala Gly Gly Lys Phe Thr Ser Leu Ala Gly Val Asp Gly Pro His 
225 230 235 240 

Gly Gly Asp Ala Val Ala Thr Asn Gly He Leu His Asp Glu Thr Leu 
245 250 255 

Asp Arg Leu Lys 
260 



903 
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<210> 281 
<211> 978 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (955) 

<223> RXA01570 

<400> 281 

cactgaactc cgttttggat ctcggcaaaa tcgaagccac cggatttagc gcaccgacct 60 

ggcagacccg cctcaacgac tacctcaagg aactctcaaa gtg aaa ggc ate ate 115 

Val Lys Gly He He 
1 5 

etc gca ggt ggc tec ggc ace egg etc tac ccc ate acc aag ggc ate 163 

Leu Ala Gly Gly Ser Gly Thr Arg Leu Tyr Pro He Thr Lys Gly He 
10 15 20 

tec aag caa ctg atg ccg att tac gac aaa ccc atg gtc tac tac cca 211 
Ser Lys Gin Leu Met Pro He Tyr Asp Lys Pro Met Val Tyr Tyr Pro 
25 30 35 

ctg acc acg etc att cag gec ggc ate aaa gac ate ctg att ate acc 259 
Leu Thr Thr Leu He Gin Ala Gly He Lys Asp He Leu He He Thr 
40 45 50 

acc cct gaa gac age gee tec ttt gaa cgc ttg ctt ggc gac ggc tec 307 
Thr Pro Glu Asp Ser Ala Ser Phe Glu Arg Leu Leu Gly Asp Gly Ser 
55 60 65 

tec tgg ggc ate aac etc acc tac gee gtc caa ccc tec ccc gac gga 355 
Ser Trp Gly He Asn Leu Thr Tyr Ala Val Gin Pro Ser Pro Asp Gly 
70 75 80 85 

eta gee caa gca ttc ate ate ggc gag gaa ttc ate ggt gac gac gac 4 03 
Leu Ala Gin Ala Phe He He Gly Glu Glu Phe He Gly Asp Asp Asp 
90 95 100 

gtc gcg ttg gtg ctt ggc gat aac ate ttc gac ggc gca caa ctt ggc 451 
Val Ala Leu Val Leu Gly Asp Asn He Phe Asp Gly Ala Gin Leu Gly 
105 110 115 

cac gca eta aag cag tgc tec aac ccc gac ggt ggc att gtc ttt get 499 
His Ala Leu Lys Gin Cys Ser Asn Pro Asp Gly Gly lie Val Phe Ala 
120 125 130 

tat gag gtc tec gat cct gag cgt tat ggc gtg gtg gaa ttt gat get 547 
Tyr Glu Val Ser Asp Pro Glu Arg Tyr Gly Val Val Glu Phe Asp Ala 
135 140 145 

get aat aag gcg gtg tct att gaa gaa aag ccc acc gcg cca aaa tec 595 
Ala Asn Lys Ala Val Ser He Glu Glu Lys Pro Thr Ala Pro Lys Ser 
150 155 160 165 

aac ttt gee gtg gta gga eta tat ttc tac gac aat cgc gtg gtg gac 643 
Asn Phe Ala Val Val Gly Leu Tyr Phe Tyr Asp Asn Arg Val Val Asp 
170 175 180 
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atc gcc aag tea ate aag cct tec teg cgt ggc gaa ctg gaa ate ace 
He Ala Lys Ser He Lys Pro Ser Ser Arg Gly Glu Leu Glu He Thr 
185 190 195 

tec gtt aac gat gcc tac etc cag caa ggt get tta act gtg cag cgc 
Ser Val Asn Asp Ala Tyr Leu Gin Gin Gly Ala Leu Thr Val Gin Arg 
200 205 210 

ctg gac cgt ggc gat gtc tgg tta gat ace ggc aca ate gat tec atg 
Leu Asp Arg Gly Asp Val Trp Leu Asp Thr Gly Thr He Asp Ser Met 
215 220 225 

tec gag gcg tct tec tat gtt gag gtc ctg caa aaa cgt acc ggc aac 
Ser Glu Ala Ser Ser Tyr Val Glu Val Leu Gin Lys Arg Thr Gly Asn 
230 235 240 245 

ate ate gga tec ccc gaa gtc get gcg tac cgc gaa ggt ttc ate aca 
He He Gly Ser Pro Glu Val Ala Ala Tyr Arg Glu Gly Phe He Thr 
250 255 260 

get gaa gaa etc aca gtg ctt ggt gag gaa ctg aag aaa tea ggc tac 
Ala Glu Glu Leu Thr Val Leu Gly Glu Glu Leu Lys Lys Ser Gly Tyr 
265 270 275 

gga aac tac ctg ctg aga get ttg taatttaegg tgtggttgtg gag 
Gly Asn Tyr Leu Leu Arg Ala Leu 
280 285 



691 



739 



787 



835 



883 



931 



978 



<210> 282 
<211> 285 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 282 

Val Lys Gly He He Leu Ala Gly Gly Ser Gly Thr Arg Leu Tyr Pro 
15 10 15 

He Thr Lys Gly He Ser Lys Gin Leu Met Pro He Tyr Asp Lys Pro 
20 25 30 

Met Val Tyr Tyr Pro Leu Thr Thr Leu He Gin Ala Gly He Lys Asp 
35 40 45 

He Leu He He Thr Thr Pro Glu Asp Ser Ala Ser Phe Glu Arg Leu 
50 55 60 

Leu Gly Asp Gly Ser Ser Trp Gly He Asn Leu Thr Tyr Ala Val Gin 
65 70 75 80 

Pro Ser Pro Asp Gly Leu Ala Gin Ala Phe He He Gly Glu Glu Phe 
85 90 95 

He Gly Asp Asp Asp Val Ala Leu Val Leu Gly Asp Asn He Phe Asp 
100 105 HO 

Gly Ala Gin Leu Gly His Ala Leu Lys Gin Cys Ser Asn Pro Asp Gly 
115 120 125 

Gly He Val Phe Ala Tyr Glu Val Ser Asp Pro Glu Arg Tyr Gly Val 
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130 

Val Glu Phe Asp 
145 

Thr Ala Pro Lys 



Asn Arg Val Val 
180 

Glu Leu Glu lie 
195 

Leu Thr Val Gin 
210 

Thr lie Asp Ser 
225 

Lys Arg Thr Gly 



Glu Gly Phe lie 
260 

Lys Lys Ser Gly 
275 



135 

Ala Ala Asn Lys 
150 

Ser Asn Phe Ala 
165 

Asp lie Ala Lys 



Thr Ser Val Asn 
200 

Arg Leu Asp Arg 
215 

Met Ser Glu Ala 
230 

Asn lie He Gly 
245 

Thr Ala Glu Glu 



Tyr Gly Asn Tyr 
280 



140 

Ala Val Ser He 
155 

Val Val Gly Leu 
170 

Ser He Lys Pro 
185 

Asp Ala Tyr Leu 



Gly Asp Val Trp 
220 

Ser Ser Tyr Val 

235 

Ser Pro Glu Val 
250 

Leu Thr Val Leu 
265 

Leu Leu Arg Ala 



Glu Glu Lys Pro 
160 

Tyr Phe Tyr Asp 
175 

Ser Ser Arg Gly 
190 

Gin Gin Gly Ala 

205 

Leu Asp Thr Gly 



Glu Val Leu Gin 
240 

Ala Ala Tyr Arg 
255 

Gly Glu Glu Leu 
270 

Leu 
285 



<210> 283 
<211> 891 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (868) 

<223> RXA02666 

<400> 283 

gctcggcgac gaggaagaga agaaggacgc attcgacgac ttcgacgatt ccgacgtgga 60 

tcttgacgat ctgagcttcg acgacgaaga ttagacgccc atg teg tct aca cga 115 

Met Ser Ser Thr Arg 

1 5 

ate ccc gtc ate gca etc etc gcg gcg gcg ggg cgc gga acc cgc etc 163 

He Pro Val He Ala Leu Leu Ala Ala Ala Gly Arg Gly Thr Arg Leu 

10 15 20 

ggc gga ccc ate ccc aaa gca ttc gtc acg ttg cgt gaa cgc aca ctt 211 
Gly Gly Pro He Pro Lys Ala Phe Val Thr Leu Arg Glu Arg Thr Leu 
25 30 35 

tta gag cgc teg etc caa gec atg etc acc tec gaa age gtc gac gaa 259 
Leu Glu Arg Ser Leu Gin Ala Met Leu Thr Ser Glu Ser Val Asp Glu 
40 45 50 



ate ate ate etc gtc age ccc gac atg gaa acc tac gec cgc gat ttg 
He He He Leu Val Ser Pro Asp Met Glu Thr Tyr Ala Arg Asp Leu 



307 
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55 60 65 

ctg cgc aaa cgc ggt ctt ttg aac gac ccc gaa ggg gta cgc gta egg 355 
Leu Arg Lys Arg Gly Leu Leu Asn Asp Pro Glu Gly Val Arg Val Arg 
70 75 80 35 

etc gtg cac ggc ggc ggg gag cgc gcg gac teg gtc tgg gca ggc ctt 403 
Leu Val His Gly Gly Gly Glu Arg Ala Asp Ser Val Trp Ala Gly Leu 
90 95 100 

cag gca att teg ctt gac gac gee ace ccc gat gca att gtc tta ate 451 
Gin Ala lie Ser Leu Asp Asp Ala Thr Pro Asp Ala lie Val Leu lie 
105 110 115 

cac gac age gec cga gcg etc aca cca ccc ggc atg att gcg cgc gtg 4 99 
His Asp Ser Ala Arg Ala Leu Thr Pro Pro Gly Met lie Ala Arg Val 
120 125 130 

gtg cgc aaa gtc cac gaa ggc gee acc gca gtc ate cca gta ctg cca 547 
Val Arg Lys Val His Glu Gly Ala Thr Ala Val He Pro Val Leu Pro 
135 140 145 

gta teg gac acc ate aaa cga gtg tec cct gat ggc gga gta gtt gtc 595 
Val Ser Asp Thr He Lys Arg Val Ser Pro Asp Gly Gly Val Val Val 
150 155 160 165 

gac aca ccc aac cgt gca gaa ctt cgc gee gtc caa acc cca caa ggc 643 
Asp Thr Pro Asn Arg Ala Glu Leu Arg Ala Val Gin Thr Pro Gin Gly 
170 175 180 

ttc ctg ctg tec gaa ctt gtt gca gcg aat gag aaa ttc ttc gec gac 691 
Phe Leu Leu Ser Glu Leu Val Ala Ala Asn Glu Lys Phe Phe Ala Asp 
185 190 195 

ccc aac cca ggc ttc ate cca acc gat gac gee age ttg atg gaa tgg 739 
Pro Asn Pro Gly Phe He Pro Thr Asp Asp Ala Ser Leu Met Glu Trp 
200 205 210 

tac ggc gca gat gta gtc tgc gta caa ggc gac cca atg gcg ttt aaa 787 
Tyr Gly Ala Asp Val Val Cys Val Gin Gly Asp Pro Met Ala Phe Lys 
215 220 225 

gta aca acc ccc att gat atg atg ctg gca caa cgc ate acc gac gaa 835 
Val Thr Thr Pro He Asp Met Met Leu Ala Gin Arg He Thr Asp Glu 
230 235 240 245 

gec gaa ccc aca ata ttt gag gta cca ggt gac taacccaatc atcccccgcg 888 
Ala Glu Pro Thr He Phe Glu Val Pro Gly Asp 
250 255 

tag 891 



<210> 284 
<211> 256 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 284 

Met Ser Ser Thr Arg He Pro Val He Ala Leu Leu Ala Ala Ala Gly 
15 10 15 
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Arg Gly Thr Arg Leu Gly Gly Pro lie Pro Lys Ala Phe Val Thr Leu 
20 25 30 

Arg Glu Arg Thr Leu Leu Glu Arg Ser Leu Gin Ala Met Leu Thr Ser 
35 40 45 

Glu Ser Val Asp Glu lie lie lie Leu Val Ser Pro Asp Met Glu Thr 
50 55 60 

Tyr Ala Arg Asp Leu Leu Arg Lys Arg Gly Leu Leu Asn Asp Pro Glu 
65 70 75 80 

Gly Val Arg Val Arg Leu Val His Gly Gly Gly Glu Arg Ala Asp Ser 
85 90 95 

Val Trp Ala Gly Leu Gin Ala lie Ser Leu Asp Asp Ala Thr Pro Asp 
100 105 110 

Ala He Val Leu He His Asp Ser Ala Arg Ala Leu Thr Pro Pro Gly 
115 120 125 

Met He Ala Arg Val Val Arg Lys Val His Glu Gly Ala Thr Ala Val 
130 135 140 

He Pro Val Leu Pro Val Ser Asp Thr He Lys Arg Val Ser Pro Asp 
145 150 155 160 

Gly Gly Val Val Val Asp Thr Pro Asn Arg Ala Glu Leu Arg Ala Val 
165 170 175 

Gin Thr Pro Gin Gly Phe Leu Leu Ser Glu Leu Val Ala Ala Asn Glu 
180 185 190 

Lys Phe Phe Ala Asp Pro Asn Pro Gly Phe He Pro Thr Asp Asp Ala 
195 200 205 

Ser Leu Met Glu Trp Tyr Gly Ala Asp Val Val Cys Val Gin Gly Asp 
210 215 220 

Pro Met Ala Phe Lys Val Thr Thr Pro He Asp Met Met Leu Ala Gin 
225 230 235 240 

Arg He Thr Asp Glu Ala Glu Pro Thr He Phe Glu Val Pro Gly Asp 
245 250 255 



<210> 285 
<211> 1056 
<212> DNA 

<213> Corynebacteriura glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1033) 
<223> RXA00825 

<400> 285 
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cccgttcatg ctgggctttg gtgcggtgat ggcaactatt tgtctgatca ttgtgagttt 60 

tagtgcacgc cgattctgag aaacaactaa agtgagccac atg cgc aca gta gtt 115 

Met Arg Thr Val Val 
1 5 

acc ggc ggt gcc ggc ttc ate gga tec cat etc gtt gac ctt ttg ate 163 
Thr Gly Gly Ala Gly Phe lie Gly Ser His Leu Val Asp Leu Leu lie 
10 15 20 

aag gaa ggc cac gag gtc gtt gtg ate gat aac etc tec cgc gga cgc 211 
Lys Glu Gly His Glu Val Val Val He Asp Asn Leu Ser Arg Gly Arg 
25 30 35 

ctg gag aat etc tec gat gcg gaa gcc acc gga aaa etc acc ttt gtg 259 
Leu Glu Asn Leu Ser Asp Ala Glu Ala Thr Gly Lys Leu Thr Phe Val 
40 45 50 

gaa gcc gat ctt etc gac gtt gat ttc aac gag ttt eta gga acc cac 307 
Glu Ala Asp Leu Leu Asp Val Asp Phe Asn Glu Phe Leu Gly Thr His 
55 60 65 

aag cct gag gtt att ttc cac ctg gca gcg caa ate gat gtg cgc cac 355 
Lys Pro Glu Val He Phe His Leu Ala Ala Gin He Asp Val Arg His 
70 75 80 85 

tct gtt gta gat cct ctt cac gac gcc gaa acc aac att ttg tec acc 403 
Ser Val Val Asp Pro Leu His Asp Ala Glu Thr Asn He Leu Ser Thr 
90 95 100 

ate cgc ate get gac get gcc cgc cag cac ggt gtt cgc aag gtt gtc 451 
lie Arg He Ala Asp Ala Ala Arg Gin His Gly Val Arg Lys Val Val 
105 110 115 

ttt acc tec tea ggc ggt tee att tac ggt gag cct teg gaa ttc cca 499 
Phe Thr Ser Ser Gly Gly Ser He Tyr Gly Glu Pro Ser Glu Phe Pro 
120 125 130 

gtt gat gaa acc gtg cca gtg gat cca cat tec cct tat gcg gca tec 547 
Val Asp Glu Thr Val Pro Val Asp Pro His Ser Pro Tyr Ala Ala Ser 
135 140 145 

aag gtg tec ggt gaa att tac ctg aac acc ttc cgc cac ctg tac ggc 595 
Lys Val Ser Gly Glu He Tyr Leu Asn Thr Phe Arg His Leu Tyr Gly 
150 155 160 165 

tta gac tgt tct cac ate gca ccg gca aat gtt tac ggc cca cgc caa 643 
Leu Asp Cys Ser His He Ala Pro Ala Asn Val Tyr Gly Pro Arg Gin 
170 175 180 

gat cca cac ggt gaa gca gga gtt gtg gcc att ttc gcg ctg cga ctt 691 
Asp Pro His Gly Glu Ala Gly Val Val Ala He Phe Ala Leu Arg Leu 
185 190 195 

c "tg gga ggc ctg gac acc aag gta ttc ggc gac ggc gga aac acc cgc 739 
Leu Gly Gly Leu Asp Thr Lys Val Phe Gly Asp Gly Gly Asn Thr Arg 
200 205 210 

gac tac gtc tac gtc ggt gac gta gtt cgt get ttc tac ctg get tct 787 
Asp Tyr Val Tyr Val Gly Asp Val Val Arg Ala Phe Tyr Leu Ala Ser 
215 220 225 
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ggg gaa ate ggt ggg gga gag cgc ttc aac att ggc acc tct gtg gaa 
Gly Glu He Gly Gly Gly Glu Arg Phe Asn He Gly Thr Ser Val Glu 
230 235 240 245 

acc tct gac cgc cag ctg cac acc etc gtg gec act gcg gca ggt tec 
Thr Ser Asp Arg Gin Leu His Thr Leu Val Ala Thr Ala Ala Gly Ser 
250 255 260 

aaa gat gat cct gaa tat gca cct gca cgt etc ggc gat gtg cca cgc 
Lys Asp Asp Pro Glu Tyr Ala Pro Ala Arg Leu Gly Asp Val Pro Arg 
265 270 275 

agt gca etc age ttc ggc aag gec aaa gag gtg ctt ggt tgg gag cct 
Ser Ala Leu Ser Phe Gly Lys Ala Lys Glu Val Leu Gly Trp Glu Pro 
280 285 290 

gag gtg aac ate gaa caa ggt gtg gec aag act gtg gag tac ttc cgc 
Glu Val Asn He Glu Gin Gly Val Ala Lys Thr Val Glu Tyr Phe Arg 
295 300 305 

act cac taggggaaaa tccaccacaa ate 

Thr His 

310 



<210> 286 
<211> 311 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 286 

Met Arg Thr Val Val Thr Gly Gly Ala Gly Phe He Gly Ser His Leu 
15 10 15 

Val Asp Leu Leu He Lys Glu Gly His Glu Val Val Val He Asp Asn 
20 25 30 

Leu Ser Arg Gly Arg Leu Glu Asn Leu Ser Asp Ala Glu Ala Thr Gly 
35 40 45 

Lys Leu Thr Phe Val Glu Ala Asp Leu Leu Asp Val Asp Phe Asn Glu 
50 55 60 

Phe Leu Gly Thr His Lys Pro Glu Val He Phe His Leu Ala Ala Gin 
65 70 75 80 

He Asp Val Arg His Ser Val Val Asp Pro Leu His Asp Ala Glu Thr 
85 90 95 

Asn He Leu Ser Thr He Arg He Ala Asp Ala Ala Arg Gin His Gly 
100 105 HO 

Val Arg Lys Val Val Phe Thr Ser Ser Gly Gly Ser He Tyr Gly Glu 
115 120 125 

Pro Ser Glu Phe Pro Val Asp Glu Thr Val Pro Val Asp Pro His Ser 
130 135 140 

Pro Tyr Ala Ala Ser Lys Val Ser Gly Glu He Tyr Leu Asn Thr Phe 
145 150 155 160 



835 



883 



931 



97 9 



1027 



1056 
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Arg His Leu Tyr 



Tyr Gly Pro Arg 

180 



Phe Ala Leu Arg 

195 

Gly Gly Asn Thr 
210 

Phe Tyr Leu Ala 
225 

Gly Thr Ser Val 



Thr Ala Ala Gly 
260 

Gly Asp Val Pro 
275 

Leu Gly Trp Glu 
290 

Val Glu Tyr Phe 
305 



Gly Leu Asp Cys 
165 

Gin Asp Pro His 



Leu Leu Gly Gly 
200 



Arg Asp Tyr Val 
215 

Ser Gly Glu He 
230 

Glu Thr Ser Asp 
245 

Ser Lys Asp Asp 



Arg Ser Ala Leu 
280 

Pro Glu Val Asn 
295 

Arg Thr His 
310 



Ser His He Ala 
170 

Gly Glu Ala Gly 
185 

Leu Asp Thr Lys 



Tyr Val Gly Asp 
220 

Gly Gly Gly Glu 
235 

Arg Gin Leu His 
250 

Pro Glu Tyr Ala 
265 

Ser Phe Gly Lys 



He Glu Gin Gly 
300 



Pro Ala Asn Val 
175 

Val Val Ala He 
190 

Val Phe Gly Asp 
205 

Val Val Arg Ala 



Arg Phe Asn He 
240 

Thr Leu Val Ala 
255 

Pro Ala Arg Leu 
270 

Ala Lys Glu Val 
285 

Val Ala Lys Thr 



<210> 287 
<211> 1134 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (HID 
<223> RXA01887 

catctttaca ggaaacccct tgacggcatc aatgggtggt atctagtatc tactagaacg 60 



ttatagtaga acgttctagt aaaacttgga aggatgaaaa atg tea gtc aaa ctt 

Met Ser Val Lys Leu 
1 5 

gec etc ate ggt get gga cgc ate gga tea aat cac gca cgc ctg ate 
Ala Leu He Gly Ala Gly Arg He Gly Ser Asn His Ala Arg Leu He 
10 15 20 

aca aac cac gtg ate ggc tct gaa ctg gtc gec gtc gtt gac cca act 
Thr Asn His Val He Gly Ser Glu Leu Val Ala Val Val Asp Pro Thr 
25 30 35 

ccc aac gca gaa ace etc get gat gaa ttg ggc gec gtt gcg ttc tct 
Pro Asn Ala Glu Thr Leu Ala Asp Glu Leu Gly Ala Val Ala Phe Ser 
40 45 50 



115 



163 



211 



259 
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aac cca gat gac gtc ctg acc cgc gat gac att gac gcg gtt ttg att 
Asn Pro Asp Asp Val Leu Thr Arg Asp Asp lie Asp Ala Val Leu He 

60 65 



55 



get aca cca gca cga acc cac gcg gat etc gtg gtc aaa gca gcg gca 
Ala Thr Pro Ala Arg Thr His Ala Asp Leu Val Val Lys Ala Ala Ala 



70 7 5 



SO 85 



gcg ggc aag cac gtg ttt gtg gaa aag ccc atg gec gtc acc etc gag 
Ala Gly Lys His Val Phe Val Glu Lys Pro Met Ala Val Thr Leu Glu 
90 95 100 

gac gca gat cgt gec ate aac gca gca cgc gaa gca aac act gtc ctg 
Asp Ala Asp Arg Ala He Asn Ala Ala Arg Glu Ala Asn Thr Val Leu 
105 HO H5 

cag gtg ggc ttc aat cgt cgt ttc gcg gca ggt ttc get gca gca cgc 
Gin Val Gly Phe Asn Arg Arg Phe Ala Ala Gly Phe Ala Ala Ala Arg 
120 125 130 

gca cgc att gac gca ggc gat ate ggc acc cca cag ctg ctt cgt tec 
Ala Arg He Asp Ala Gly Asp He Gly Thr Pro Gin Leu Leu Arg Ser 



135 



140 145 



gtg acc cgc gat cca gga cca ttc acc get gac ccc aac aag ate cct 
Val Thr Arg Asp Pro Gly Pro Phe Thr Ala Asp Pro Asn Lys He Pro 

155 160 165 



150 



cag tgg acc ate ttc ctg gaa acc etc ate cac gat ttc gat gcg ctg 
Gin Trp Thr He Phe Leu Glu Thr Leu He His Asp Phe Asp Ala Leu 
170 175 180 

tgc tac etc aac cca ggc gca acc cca gtg gaa gta acc get cac get 
Cys Tyr Leu Asn Pro Gly Ala Thr Pro Val Glu Val Thr Ala His Ala 



185 



190 195 



gat tgc etc gtc gtt cca gaa get get ggc act ggc ttc etc gac acc 

Asp Cys Leu Val Val Pro Glu Ala Ala Gly Thr Gly Phe Leu Asp Thr 
200 205 210 

gca gtg gtg act gtc cgt ttt gat aac gga gca att ggt act gca gaa 

Ala Val Val Thr Val Arg Phe Asp Asn Gly Ala He Gly Thr Ala Glu 



215 



220 225 



gca age ttc age gca gec tat ggt tat gac gtt cgc ggt gaa gtc ttc 
Ala Ser Phe Ser Ala Ala Tyr Gly Tyr Asp Val Arg Gly Glu Val Phe 
230 235 240 245 

gga tec aag ggc atg atg acc gca ggc gac gcg cgc gca acc aac atg 
Gly Ser Lys Gly Met Met Thr Ala Gly Asp Ala Arg Ala Thr Asn Met 
250 255 260 

act ttc tac ggc get gag ggc ate gcg get gec acc tea cgc gcg gat 
Thr Phe Tyr Gly Ala Glu Gly He Ala Ala Ala Thr Ser Arg Ala Asp 
265 270 275 

acc gat ctg etc tec gat get tac cga get gaa ttc caa get ttc gtc 
Thr Asp Leu Leu Ser Asp Ala Tyr Arg Ala Glu Phe Gin Ala Phe Val 
280 285 290 

gac tec ate cgt acc aac acc cct tec aag gtt cca ggc gaa get gca 



307 



355 



403 



451 



4 99 



54 7 



595 



643 



691 



739 



787 



835 



883 



931 



97 9 



1027 
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Asp Ser He Arg Thr Asn Thr Pro Ser Lys Val Pro Gly Glu Ala Ala 
295 300 305 

cgc acc gca eta etc ate gca etc ggc gec ate cga age gta gaa ace 1075 
Arg Thr Ala Leu Leu He Ala Leu Gly Ala He Arg Ser Val Glu Thr 
310 315 320 325 

ggc gca acc ate aac ctt get gaa age ate gag gtt taaccatgac 1121 
Gly Ala Thr He Asn Leu Ala Glu Ser He Glu Val 
330 335 

ttttaaactc gca 1134 



<210> 288 
<211> 337 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 288 

Met Ser Val Lys Leu Ala Leu He Gly Ala Gly Arg He Gly Ser Asn 
15 10 15 

His Ala Arg Leu He Thr Asn His Val He Gly Ser Glu Leu Val Ala 
20 25 30 

Val Val Asp Pro Thr Pro Asn Ala Glu Thr Leu Ala Asp Glu Leu Gly 
35 40 45 

Ala Val Ala Phe Ser Asn Pro Asp Asp Val Leu Thr Arg Asp Asp He 
50 55 60 

Asp Ala Val Leu He Ala Thr Pro Ala Arg Thr His Ala Asp Leu Val 
65 70 75 80 

Val Lys Ala Ala Ala Ala Gly Lys His Val Phe Val Glu Lys Pro Met 
85 90 95 

Ala Val Thr Leu Glu Asp Ala Asp Arg Ala He Asn Ala Ala Arg Glu 
100 105 110 

Ala Asn Thr Val Leu Gin Val Gly Phe Asn Arg Arg Phe Ala Ala Gly 
115 120 125 

Phe Ala Ala Ala Arg Ala Arg He Asp Ala Gly Asp He Gly Thr Pro 
130 135 140 

Gin Leu Leu Arg Ser Val Thr Arg Asp Pro Gly Pro Phe Thr Ala Asp 
145 150 155 160 

Pro Asn Lys lie Pro Gin Trp Thr He Phe Leu Glu Thr Leu He His 
165 170 175 

Asp Phe Asp Ala Leu Cys Tyr Leu Asn Pro Gly Ala Thr Pro Val Glu 
180 185 190 

Val Thr Ala His Ala Asp Cys Leu Val Val Pro Glu Ala Ala Gly Thr 
195 200 205 



Gly Phe Leu Asp Thr Ala Val Val Thr Val Arg Phe Asp Asn Gly Ala 
210 215 220 
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He Gly Thr Ala 
225 

Arg Gly Glu Val 



Arg Ala Thr Asn 
260 

Thr Ser Arg Ala 
275 

Phe Gin Ala Phe 
290 

Pro Gly Glu Ala 
305 

Arg Ser Val Glu 



Val 



Glu Ala Ser Phe 
230 

Phe Gly Ser Lys 
245 

Met Thr Phe Tyr 



Asp Thr Asp Leu 
280 

Val Asp Ser He 
295 

Ala Arg Thr Ala 
310 

Thr Gly Ala Thr 
325 



Ser Ala Ala Tyr 
235 

Gly Met Met Thr 
250 

Gly Ala Glu Gly 
265 

Leu Ser Asp Ala 



Arg Thr Asn Thr 
300 

Leu Leu He Ala 
315 

He Asn Leu Ala 
330 



Gly Tyr Asp Val 
240 

Ala Gly Asp Ala 
255 

He Ala Ala Ala 
270 

Tyr Arg Ala Glu 
285 

Pro Ser Lys Val 



Leu Gly Ala He 
320 

Glu Ser He Glu 
335 



<210> 289 
<211> 996 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (973) 

<223> RXN00013 



<400> 289 

ctgcagaaaa ttcgggacgc atgattgcac atattacccg 



caccgattgt gattcttaga 60 



acgccacctt attcagcaca cttggccgac ggcatgcaca 



atg gaa ggc atg act 
Met Glu Gly Met Thr 
1 5 



115 



aat cca gag cag aca cat ccc get gca age etc 
Asn Pro Glu Gin Thr His Pro Ala Ala Ser Leu 
10 15 



gaa gac atg ate aaa 
Glu Asp Met He Lys 
20 



163 



acc ate aca aag ace ttc gtg att get cac gat 
Thr He Thr Lys Thr Phe Val He Ala His Asp 
25 30 



cag gat tct gat gag 
Gin Asp Ser Asp Glu 
35 



211 



cat ctt gcg cag gca ctg gtg tac aac get gga 
His Leu Ala Gin Ala Leu Val Tyr Asn Ala Gly 
40 45 



cgt ttg gca tgg cgc 
Arg Leu Ala Trp Arg 
50 



259 



atg cgc gaa aac ggt gtg gat acg gat tac aag 
Met Arg Glu Asn Gly Val Asp Thr Asp Tyr Lys 
55 60 



act tct gtg tct gat 
Thr Ser Val Ser Asp 
65 



307 



gtg gtc acg gat gec gat cgt gcg gec gag gec ttc gtc gca ggc gtt 
Val Val Thr Asp Ala Asp Arg Ala Ala Glu Ala Phe Val Ala Gly Val 



355 
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70 75 80 85 

ctt gaa gcg ttg egg cct gag gac ggc gtg ctt ggc gag gaa ggc gcg 
Leu Glu Ala Leu Arg Pro Glu Asp Gly Val Leu Gly Glu Glu Gly Ala 



403 



90 95 100 



gac egg gcg teg aaa age gga aaa ace tgg gtc ate gac ccg gtt gat 451 
Asp Arg Ala Ser Lys Ser Gly Lys Thr Trp Val lie Asp Pro Val Asp 
105 110 115 

ggc acc tac aac ttc acc cag ggc tea gat tat tgg tgc teg gcg etc 499 
Gly Thr Tyr Asn Phe Thr Gin Gly Ser Asp Tyr Trp Cys Ser Ala Leu 
120 125 130 

gcg ctg gtc gag ggc gat cca tec gcg cca teg cgc gtg ctt ttc ggc 547 
Ala Leu Val Glu Gly Asp Pro Ser Ala Pro Ser Arg Val Leu Phe Gly 
135 140 145 

gec gta cac cgc cca gec atg ggt tat acg tgg ttc ggt ggc ccg gga 595 
Ala Val His Arg Pro Ala Met Gly Tyr Thr Trp Phe Gly Gly Pro Gly 
150 155 160 165 

ate cgc acc acg etc gac ggc aag gag eta gat ttg ctt gtc gac gec 643 
lie Arg Thr Thr Leu Asp Gly Lys Glu Leu Asp Leu Leu Val Asp Ala 
170 175 180 

ccc etc aat caa ate tec ctg gee acc tac ate cac ccg tea cgc ate 691 
Pro Leu Asn Gin lie Ser Leu Ala Thr Tyr lie His Pro Ser Arg lie 
185 190 195 

gcg gaa cct gat att caa aag gcg tgg atg age gtt gec acc cac cct 739 
Ala Glu Pro Asp lie Gin Lys Ala Trp Met Ser Val Ala Thr His Pro 
200 205 210 

gca acg ctg cgc atg ttc ggc gee ggc tec ate gat ttg gee aac ate 787 
Ala Thr Leu Arg Met Phe Gly Ala Gly Ser lie Asp Leu Ala Asn lie 
215 220 225 

gec gac ggc age atg ggc gca tgg gtg cag cac age gtc gca gat tgg 835 
Ala Asp Gly Ser Met Gly Ala Trp Val Gin His Ser Val Ala Asp Trp 
230 235 240 245 

gac tgg eta ccc ggc cgc gca etc ate gaa ggc gtc ggc gga gca tgc 883 
Asp Trp Leu Pro Gly Arg Ala Leu lie Glu Gly Val Gly Gly Ala Cys 
250 255 260 

ate aaa gtg acc gec ggc ggc gtc gaa tgg tec gtt gca gga aac gcg 931 
lie Lys Val Thr Ala Gly Gly Val Glu Trp Ser Val Ala Gly Asn Ala 
265 270 275 

gaa gca gtt agt gag ate tec gaa act tta age gca eta gac 973 
Glu Ala Val Ser Glu lie Ser Glu Thr Leu Ser Ala Leu Asp 
280 285 290 

taacaacaca tgagcaaata tgc 996 



<210> 290 
<211> 291 
<212> PRT 

<213> Corynebacterium glutamicum 
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<400> 290 

Met Glu Gly Met Thr Asn Pro Glu Gin Thr His Pro Ala Ala Ser Leu 
15 10 15 

Glu Asp Met He Lys Thr He Thr Lys Thr Phe Val He Ala His Asp 
20 25 30 

Gin Asp Ser Asp Glu His Leu Ala Gin Ala Leu Val Tyr Asn Ala Gly 
35 40 45 

Arg Leu Ala Trp Arg Met Arg Glu Asn Gly Val Asp Thr Asp Tyr Lys 
50 55 60 

Thr Ser Val Ser Asp Val Val Thr Asp Ala Asp Arg Ala Ala Glu Ala 
65 70 75 80 

Phe Val Ala Gly Val Leu Glu Ala Leu Arg Pro Glu Asp Gly Val Leu 
85 90 95 

Gly Glu Glu Gly Ala Asp Arg Ala Ser Lys Ser Gly Lys Thr Trp Val 
100 105 HO 

He Asp Pro Val Asp Gly Thr Tyr Asn Phe Thr Gin Gly Ser Asp Tyr 
115 120 125 

Trp Cys Ser Ala Leu Ala Leu Val Glu Gly Asp Pro Ser Ala Pro Ser 
130 135 140 

Arg Val Leu Phe Gly Ala Val His Arg Pro Ala Met Gly Tyr Thr Trp 
145 150 155 160 

Phe Gly Gly Pro Gly He Arg Thr Thr Leu Asp Gly Lys Glu Leu Asp 
165 170 175 

Leu Leu Val Asp Ala Pro Leu Asn Gin He Ser Leu Ala Thr Tyr He 
180 185 190 

His Pro Ser Arg He Ala Glu Pro Asp He Gin Lys Ala Trp Met Ser 
195 200 205 

Val Ala Thr His Pro Ala Thr Leu Arg Met Phe Gly Ala Gly Ser He 
210 215 220 

Asp Leu Ala Asn He Ala Asp Gly Ser Met Gly Ala Trp Val Gin His 
225 230 235 240 

Ser Val Ala Asp Trp Asp Trp Leu Pro Gly Arg Ala Leu He Glu Gly 
245 250 255 

Val Gly Gly Ala Cys He Lys Val Thr Ala Gly Gly Val Glu Trp Ser 
260 265 270 

Val Ala Gly Asn Ala Glu Ala Val Ser Glu He Ser Glu Thr Leu Ser 
275 280 285 

Ala Leu Asp 
290 



<210> 291 
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<211> 996 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (973) 

<223> FRXA00013 

<400> 291 

ctgcagaaaa ttcgggacgc atgattgcac atattacccg caccgattgt gattcttaga 60 

acgccacctt attcagcaca cttggccgac ggcatgcaca atg gaa ggc atg act 115 

Met Glu Gly Met Thr 
1 5 

aat cca gag cag aca cat ccc get gca age etc gaa gac atg ate aaa 163 
Asn Pro Glu Gin Thr His Pro Ala Ala Ser Leu Glu Asp Met lie Lys 
10 15 20 

acc ate aca aag acc ttc gtg att get cac gat cag gat tct gat gag 211 
Thr lie Thr Lys Thr Phe Val He Ala His Asp Gin Asp Ser Asp Glu 
25 30 35 

cat ctt gcg cag gca ctg gtg tac aac get gga cgt ttg gca tgg cgc 259 
His Leu Ala Gin Ala Leu Val Tyr Asn Ala Gly Arg Leu Ala Trp Arg 
40 45 50 

atg cgc gaa aac ggt gtg gat acg gat tac aag act tct gtg tct gat 307 
Met Arg Glu Asn Gly Val Asp Thr Asp Tyr Lys Thr Ser Val Ser Asp 
55 60 65 

gtg gtc acg gat gec gat cgt gcg gec gag gec ttc gtc gca ggc gtt 355 
Val Val Thr Asp Ala Asp Arg Ala Ala Glu Ala Phe Val Ala Gly Val 
70 75 80 85 

ctt gaa gcg ttg egg cct gag gac ggc gtg ctt ggc gag gaa ggc gcg 403 
Leu Glu Ala Leu Arg Pro Glu Asp Gly Val Leu Gly Glu Glu Gly Ala 
90 95 100 

gac egg gcg teg aaa age gga aaa acc tgg gtc ate gac ccg gtt gat 451 
Asp Arg Ala Ser Lys Ser Gly Lys Thr Trp Val He Asp Pro Val Asp 
105 110 115 

ggc acc tac aac ttc acc cag ggc tea gat tat tgg tgc teg gcg etc 4 99 
Gly Thr Tyr Asn Phe Thr Gin Gly Ser Asp Tyr Trp Cys Ser Ala Leu 
120 125 130 

gcg ctg gtc gag ggc gat cca tec gcg cca teg cgc gtg ctt ttc ggc 547 
Ala Leu Val Glu Gly Asp Pro Ser Ala Pro Ser Arg Val Leu Phe Gly 
135 140 145 

gec gta cac cgc cca gec atg ggt tat acg tgg ttc ggt ggc ccg gga 595 
Ala Val His Arg Pro Ala Met Gly Tyr Thr Trp Phe Gly Gly Pro Gly 
150 155 160 165 

ate cgc acc acg etc gac ggc aag gag eta gat ttg ctt gtc gac gec 643 
He Arg Thr Thr Leu Asp Gly Lys Glu Leu Asp Leu Leu Val Asp Ala 
170 175 180 



ccc etc aat caa ate tec ctg gee acc tac ate cac ccg tea cgc ate 



691 
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Pro Leu Asn Gin He Ser Leu Ala Thr Tyr He His Pro Ser Arg He 



185 



190 195 



gcg 



gaa cct gat att caa aag gcg tgg atg age gtt gec acc cac cct 
Ala Glu Pro Asp He Gin Lys Ala Trp Met Ser Val Ala Thr His Pro 
200 205 210 

gca acg ctg cgc atg ttc ggc gec ggc tec ate gat ttg gee aac ate 
Ala Thr Leu Arg Met Phe Gly Ala Gly Ser He Asp Leu Ala Asn He 
215 220 225 

gec gac ggc age atg ggc gca tgg gtg cag cac age gtc gca gat tgg 
Ala Asp Gly Ser Met Gly Ala Trp Val Gin His Ser Val Ala Asp Trp 



230 235 



240 245 



gaa gca gtt agt gag ate tec gaa act tta age gca eta gac 

Glu Ala Val Ser Glu He Ser Glu Thr Leu Ser Ala Leu Asp 
280 285 290 

tagcaacaca tgagcaaata tgc 



739 



787 



835 



gac tgg eta ccc ggc cgc gca etc ate gaa ggc gtc ggc gga gcg tgc 883 
Asp Trp Leu Pro Gly Arg Ala Leu He Glu Gly Val Gly Gly Ala Cys 
250 255 260 

ate aaa gtg acc gec ggc ggc gtc gaa tgg tec gtt gca gga aac gcg 931 
He Lys Val Thr Ala Gly Gly Val Glu Trp Ser Val Ala Gly Asn Ala 
265 270 275 



973 



996 



<210> 292 
<211> 291 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 292 

Met Glu Gly Met Thr Asn Pro Glu Gin Thr His Pro Ala Ala Ser Leu 
15 10 15 

Glu Asp Met He Lys Thr He Thr Lys Thr Phe Val He Ala His Asp 
20 25 30 

Gin Asp Ser Asp Glu His Leu Ala Gin Ala Leu Val Tyr Asn Ala Gly 
35 40 45 

Arg Leu Ala Trp Arg Met Arg Glu Asn Gly Val Asp Thr Asp Tyr Lys 
50 55 60 

Thr Ser Val Ser Asp Val Val Thr Asp Ala Asp Arg Ala Ala Glu Ala 
65 70 75 80 

Phe Val Ala Gly Val Leu Glu Ala Leu Arg Pro Glu Asp Gly Val Leu 
85 90 95 

Gly Glu Glu Gly Ala Asp Arg Ala Ser Lys Ser Gly Lys Thr Trp Val 
100 105 HO 

He Asp Pro Val Asp Gly Thr Tyr Asn Phe Thr Gin Gly Ser Asp Tyr 
115 120 125 

Trp Cys Ser Ala Leu Ala Leu Val Glu Gly Asp Pro Ser Ala Pro Ser 
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130 

Arg Val Leu Phe 
145 

Phe Gly Gly Pro 



Leu Leu Val Asp 
180 

His Pro Ser Arg 
195 

Val Ala Thr His 
210 

Asp Leu Ala Asn 
225 

Ser Val Ala Asp 



Val Gly Gly Ala 
260 

Val Ala Gly Asn 
275 



135 

Gly Ala Val His 
150 

Gly lie Arg Thr 
165 

Ala Pro Leu Asn 



lie Ala Glu Pro 
200 

Pro Ala Thr Leu 
215 

lie Ala Asp Gly 
230 

Trp Asp Trp Leu 
245 

Cys lie Lys Val 



Ala Glu Ala Val 
280 



140 

Arg Pro Ala Met 
155 

Thr Leu Asp Gly 
170 

Gin lie Ser Leu 
185 

Asp lie Gin Lys 



Arg Met Phe Gly 

220 

Ser Met Gly Ala 
235 

Pro Gly Arg Ala 
250 

Thr Ala Gly Gly 
265 

Ser Glu He Ser 



Gly Tyr Thr Trp 
160 

Lys Glu Leu Asp 
175 

Ala Thr Tyr He 

190 

Ala Trp Met Ser 
205 

Ala Gly Ser He 



Trp Val Gin His 
240 

Leu He Glu Gly 

255 

Val Glu Trp Ser 
270 

Glu Thr Leu Ser 
285 



Ala Leu Asp 
290 



<210> 293 
<211> 948 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (925) 

<223> RXA01099 



<400> 293 

ggatgagggc attgattccg 
cgaagaggct ttggctgcag 



tcatcattgg caaggcactt 
tagaaaagct cggttaatac 



tatgagcaca agttcaccct 60 

atg gat get cgt ggg 115 
Met Asp Ala Arg Gly 
1 5 



atg ttg gec att gcg gag gec gtt gta gat gat gec gaa gec etc ttc 
Met Leu Ala He Ala Glu Ala Val Val Asp Asp Ala Glu Ala Leu Phe 
10 15 20 



163 



atg cag ggc ttc gga get gca cct gec cat atg aaa tec ccg ggg gat 
Met Gin Gly Phe Gly Ala Ala Pro Ala His Met Lys Ser Pro Gly Asp 
25 30 35 



211 



ttt gec acg gaa gtg gat atg gec ate gaa tec cat atg cgt teg atg 259 
Phe Ala Thr Glu Val Asp Met Ala He Glu Ser His Met Arg Ser Met 
40 45 50 
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ctg aac atg atg aca ggc att get gtc ate ggt gaa gaa ggt ggc ggt 
Leu Asn Met Met Thr Gly He Ala Val He Gly Glu Glu Gly Gly Gly 
55 60 65 

gcg acc tec ggc acg cgc tgg gtg att gat ccc ate gac ggc acc gec 
Ala Thr Ser Gly Thr Arg Trp Val He Asp Pro He Asp Gly Thr Ala 



70 75 



30 85 



aac ttc gcg gcg tec aac ccg atg age gcg ate ctg gtg tct ttg ctt 
Asn Phe Ala Ala Ser Asn Pro Met Ser Ala He Leu Val Ser Leu Leu 



90 



95 100 



gtc gac gac cag ccc gtc ctg ggt att acc tec atg ccc atg ctg ggt 
Val Asp Asp Gin Pro Val Leu Gly He Thr Ser Met Pro Met Leu Gly 
105 HO H5 

aaa cgc etc acc get ttt gaa ggt tea ccg ctg atg ate aac ggt gaa 
Lys Arg Leu Thr Ala Phe Glu Gly Ser Pro Leu Met He Asn Gly Glu 
120 125 130 

cct cag gaa cca ttg caa gaa caa tec agt ttg gta tec cac att ggt 
Pro Gin Glu Pro Leu Gin Glu Gin Ser Ser Leu Val Ser His He Gly 
135 140 145 

ttt agt tec atg gee tec ccg cgc aat aca gcg ttt cct gtg gag ttg 
Phe Ser Ser Met Ala Ser Pro Arg Asn Thr Ala Phe Pro Val Glu Leu 
150 155 160 165 

cgt egg gat ctt ctg acc gag etc acg gaa teg tat ctt cgt ccc cgc 
Ara Ara Asp Leu Leu Thr Glu Leu Thr Glu Ser Tyr Leu Arg Pro Arg 
170 175 180 

att aca ggt teg gtg ggt gtt gat etc gcg ttc act gcg cag ggc att 
He Thr Gly Ser Val Gly Val Asp Leu Ala Phe Thr Ala Gin Gly He 
185 190 1^5 

ttt gga gca tgc gta teg ttt agt cct cat gtt tgg gac aat tec gca 
Phe Gly Ala Cys Val Ser Phe Ser Pro His Val Trp Asp Asn Ser Ala 



200 



205 210 



ggc gtg atg ttg atg cgc get get ggt gca caa gtt act gac acc gaa 
Gly Val Met Leu Met Arg Ala Ala Gly Ala Gin Val Thr Asp Thr Glu 

220 225 



215 



ggc cat ccg tgg gca cca ggt agg gga gtc gtg gec gga aca aaa agg 
Gly His Pro Trp Ala Pro Gly Arg Gly Val Val Ala Gly Thr Lys Arg 



230 235 



240 245 



get cac gat gtg ctg tta agt aag att gaa aaa gtt egg ttg atg cat 

Ala His Asp Val Leu Leu Ser Lys He Glu Lys Val Arg Leu Met His 

250 255 260 

gca gat gca ggt aat gac cag teg tta aat gag gag tac aag 

Ala Asp Ala Gly Asn Asp Gin Ser Leu Asn Glu Glu Tyr Lys 

265 270 275 

taaaatgggc gtggcaattc gag 



307 



355 



403 



451 



499 



547 



595 



643 



691 



739 



787 



835 



883 



925 



948 



<210> 294 
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<211> 275 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 294 

Met Asp Ala Arg Gly Met Leu Ala lie Ala Glu Ala Val Val Asp Asp 
15 10 15 

Ala Glu Ala Leu Phe Met Gin Gly Phe Gly Ala Ala Pro Ala His Met 
20 25 30 

Lys Ser Pro Gly Asp Phe Ala Thr Glu Val Asp Met Ala lie Glu Ser 
35 40 45 

His Met Arg Ser Met Leu Asn Met Met Thr Gly lie Ala Val lie Gly 
50 55 60 

Glu Glu Gly Gly Gly Ala Thr Ser Gly Thr Arg Trp Val lie Asp Pro 
65 70 75 80 

lie Asp Gly Thr Ala Asn Phe Ala Ala Ser Asn Pro Met Ser Ala lie 
85 90 95 

Leu Val Ser Leu Leu Val Asp Asp Gin Pro Val Leu Gly lie Thr Ser 
100 105 110 

Met Pro Met Leu Gly Lys Arg Leu Thr Ala Phe Glu Gly Ser Pro Leu 
115 120 125 

Met lie Asn Gly Glu Pro Gin Glu Pro Leu Gin Glu Gin Ser Ser Leu 
130 135 140 

Val Ser His lie Gly Phe Ser Ser Met Ala Ser Pro Arg Asn Thr Ala 
145 150 155 160 

Phe Pro Val Glu Leu Arg Arg Asp Leu Leu Thr Glu Leu Thr Glu Ser 
165 170 175 

Tyr Leu Arg Pro Arg lie Thr Gly Ser Val Gly Val Asp Leu Ala Phe 
180 185 190 

Thr Ala Gin Gly lie Phe Gly Ala Cys Val Ser Phe Ser Pro His Val 
195 200 205 

Trp Asp Asn Ser Ala Gly Val Met Leu Met Arg Ala Ala Gly Ala Gin 
210 215 220 

Val Thr Asp Thr Glu Gly His Pro Trp Ala Pro Gly Arg Gly Val Val 
225 230 235 240 

Ala Gly Thr Lys Arg Ala His Asp Val Leu Leu Ser Lys lie Glu Lys 
245 250 255 

Val Arg Leu Met His Ala Asp Ala Gly Asn Asp Gin Ser Leu Asn Glu 
260 265 270 

Glu Tyr Lys 
275 



<210> 295 
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<211> 576 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 
<222> (1) . . (576) 
<223> RXN01332 



<400> 295 

cac ate tct gee att att gag ccc gac gca gca cgt gec get gca get 

His He Ser Ala He He Glu Pro Asp Ala Ala Arg Ala Ala Ala Ala 

15 10 15 

gca gaa gac gcg ccg ggt gca cag gec ttc act cgc att gaa gat get 
Ala Glu Asp Ala Pro Gly Ala Gin Ala Phe Thr Arg He Glu Asp Ala 
20 25 30 

ate gca gee gat get gtc gac gca gtg ctg ate gee gta cca ggt cag 
He Ala Ala Asp Ala Val Asp Ala Val Leu He Ala Val Pro Gly Gin 
35 40 45 

ttc cat gag cca gta ctt gtc cca gca eta gaa gca ggc ctt ccc ate 
Phe His Glu Pro Val Leu Val Pro Ala Leu Glu Ala Gly Leu Pro He 
50 55 60 

ctg tgt gaa aag cca ctg acc cca gat tct gaa tec tea ctg cgc ate 
Leu Cys Glu Lys Pro Leu Thr Pro Asp Ser Glu Ser Ser Leu Arg He 
65 70 75 80 

gtc gag ctg gag cag aag ctg gac aag cca cac ate cag gtt ggt ttc 
Val Glu Leu Glu Gin Lys Leu Asp Lys Pro His He Gin Val Gly Phe 
85 90 95 

atg cgc cgc ttc gac cct gag tac aac aac ttg cgc aaa ttg gtg gaa 
Met Arg Arg Phe Asp Pro Glu Tyr Asn Asn Leu Arg Lys Leu Val Glu 
100 105 HO 

tec ggc gaa get ggc gaa ctg etc atg etc cgc ggc ctg cac cgc aac 
Ser Gly Glu Ala Gly Glu Leu Leu Met Leu Arg Gly Leu His Arg Asn 
115 120 125 

cca agt gtt ggt gag age tac acc cag tec atg ctg ate acc gac tec 
Pro Ser Val Gly Glu Ser Tyr Thr Gin Ser Met Leu He Thr Asp Ser 
130 135 140 

gtc gtc cac gaa ttc gat gtc ate cca tgg etc gca ggc tec cga gtt 
Val Val His Glu Phe Asp Val He Pro Trp Leu Ala Gly Ser Arg Val 
145 150 155 160 

gtc tec gtt gaa gtg aag tac cca aag acc tec tea ctg gcg cac tec 
Val Ser Val Glu Val Lys Tyr Pro Lys Thr Ser Ser Leu Ala His Ser 
165 170 175 



48 



144 



192 



240 



288 



336 



384 



432 



480 



528 



ggc etc aag gaa cca ate ctg gtg ate atg gag etc gaa aac ggc gtg 576 
Gly Leu Lys Glu Pro He Leu Val He Met Glu Leu Glu Asn Gly Val 
180 185 190 



<210> 296 
<211> 192 
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<212> PRT 

<213> Corynebacterium glutamicum 
<400> 296 

His lie Ser Ala lie He Glu Pro Asp Ala Ala Arg Ala Ala Ala Ala 
15 10 15 

Ala Glu Asp Ala Pro Gly Ala Gin Ala Phe Thr Arg He Glu Asp Ala 
20 25 30 

He Ala Ala Asp Ala Val Asp Ala Val Leu He Ala Val Pro Gly Gin 
35 40 45 

Phe His Glu Pro Val Leu Val Pro Ala Leu Glu Ala Gly Leu Pro He 
50 55 60 

Leu Cys Glu Lys Pro Leu Thr Pro Asp Ser Glu Ser Ser Leu Arg He 
65 70 75 80 

Val Glu Leu Glu Gin Lys Leu Asp Lys Pro His He Gin Val Gly Phe 
85 90 95 

Met Arg Arg Phe Asp Pro Glu Tyr Asn Asn Leu Arg Lys Leu Val Glu 
100 105 HO 

Ser Gly Glu Ala Gly Glu Leu Leu Met Leu Arg Gly Leu His Arg Asn 
115 120 125 

Pro Ser Val Gly Glu Ser Tyr Thr Gin Ser Met Leu He Thr Asp Ser 
130 135 140 

Val Val His Glu Phe Asp Val He Pro Trp Leu Ala Gly Ser Arg Val 
145 150 155 160 

Val Ser Val Glu Val Lys Tyr Pro Lys Thr Ser Ser Leu Ala His Ser 
165 170 175 

Gly Leu Lys Glu Pro He Leu Val He Met Glu Leu Glu Asn Gly Val 
180 185 190 



<210> 297 
<211> 549 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (549) 
<223> FRXA01332 

<400> 297 

gca gca cgt gcc get gca get gca gaa gac gcg ccg ggt gca cag gec 

Ala Ala Arg Ala Ala Ala Ala Ala Glu Asp Ala Pro Gly Ala Gin Ala 
15 10 15 

ttc act cgc att gaa gat get ate gca gcc gat get gtc gac gca gtg 
Phe Thr Arg He Glu Asp Ala He Ala Ala Asp Ala Val Asp Ala Val 
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20 25 30 

ctg ate gee gta cca ggt cag ttc cat gag cca gta ctt gtc cca gca 
Leu lie Ala Val Pro Gly Gin Phe His Glu Pro Val Leu Val Pro Ala 
35 40 45 

eta gaa gca ggc ctt ccc ate ctg tgt gaa aag cca ctg acc cca gat 
Leu Glu Ala Gly Leu Pro lie Leu Cys Glu Lys Pro Leu Thr Pro Asp 
50 55 60 

tct gaa tec tea ctg cgc ate gtc gag ctg gag cag aag ctg gac aag 
Ser Glu Ser Ser Leu Arg lie Val Glu Leu Glu Gin Lys Leu Asp Lys 
65 70 75 80 

cca cac ate cag gtt ggt ttc atg cgc cgc ttc gac cct gag tac aac 
Pro His He Gin Val Gly Phe Met Arg Arg Phe Asp Pro Glu Tyr Asn 
85 90 95 

aac ttg cgc aaa ttg gtg gaa tec ggc gaa get ggc gaa ctg etc atg 
Asn Leu Arg Lys Leu Val Glu Ser Gly Glu Ala Gly Glu Leu Leu Met 
100 105 HO 

etc cgc ggc ctg cac cgc aac cca agt gtt ggt gag age tac acc cag 
Leu Arg Gly Leu His Arg Asn Pro Ser Val Gly Glu Ser Tyr Thr Gin 
115 120 125 

tec atg ctg ate acc gac tec gtc gtc cac gaa ttc gat gtc ate cca 
Ser Met Leu He Thr Asp Ser Val Val His Glu Phe Asp Val He Pro 
130 135 140 

tgg etc gca ggc tec cga gtt gtc tec gtt gaa gtg aag tac cca aag 
Trp Leu Ala Gly Ser Arg Val Val Ser Val Glu Val Lys Tyr Pro Lys 
145 150 155 160 

acc tec tea ctg gcg cac tec ggc etc aag gaa cca ate ctg gtg ate 
Thr Ser Ser Leu Ala His Ser Gly Leu Lys Glu Pro He Leu Val He 
165 170 175 

atg gag etc gaa aac ggc gtg 
Met Glu Leu Glu Asn Gly Val 
180 



144 



192 



240 



288 



336 



384 



432 



480 



528 



549 



<210> 298 
<211> 183 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 298 

Ala Ala Arg Ala Ala Ala Ala Ala Glu Asp Ala Pro Gly Ala Gin Ala 
15 10 15 

Phe Thr Arg He Glu Asp Ala He Ala Ala Asp Ala Val Asp Ala Val 
20 25 30 

Leu He Ala Val Pro Gly Gin Phe His Glu Pro Val Leu Val Pro Ala 
35 40 45 

Leu Glu Ala Gly Leu Pro He Leu Cys Glu Lys Pro Leu Thr Pro Asp 
50 55 60 
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Ser Glu Ser Ser Leu 
65 

Pro His lie Gin Val 
85 

Asn Leu Arg Lys Leu 
100 

Leu Arg Gly Leu His 
115 

Ser Met Leu He Thr 
130 

Trp Leu Ala Gly Ser 
145 

Thr Ser Ser Leu Ala 
165 

Met Glu Leu Glu Asn 
180 



Arg He Val Glu Leu 
70 

Gly Phe Met Arg Arg 

90 

Val Glu Ser Gly Glu 
105 

Arg Asn Pro Ser Val 
120 

Asp Ser Val Val His 
135 

Arg Val Val Ser Val 
150 

His Ser Gly Leu Lys 
170 

Gly Val 



Glu Gin Lys Leu Asp Lys 
75 80 

Phe Asp Pro Glu Tyr Asn 
95 



Ala Gly Glu Leu Leu Met 
110 

Gly Glu Ser Tyr Thr Gin 
125 

Glu Phe Asp Val He Pro 
140 

Glu Val Lys Tyr Pro Lys 
155 160 

Glu Pro He Leu Val He 
175 



<210> 299 
<211> 1128 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1105) 
<223> RXA01632 



<400> 299 

aagggctgca acgtgctttc gacaccacca tcgcagcgtt tgaacaagct gctcgtctcg 60 

ccccctccac taactgatct ttgaaaggct gaaaaaactc atg act ctt cgt ate 115 

Met Thr Leu Arg He 
1 5 



gec ctt ttc ggc get ggc cgc ate ggt cac gtc cac get gec aac att 
Ala Leu Phe Gly Ala Gly Arg He Gly His Val His Ala Ala Asn He 
10 15 20 



gaa ggc gca cag cgt ttg gca gaa gec aat ggg gca gaa gcg gtt gca 
Glu Gly Ala Gin Arg Leu Ala Glu Ala Asn Gly Ala Glu Ala Val Ala 
40 45 50 

tea cca gat gag gtg ttc gee cgc gat gat ate gat ggc ate gtg ate 
Ser Pro Asp Glu Val Phe Ala Arg Asp Asp He Asp Gly He Val He 
55 60 65 



163 



get gca aac cct gat ctt gaa etc gtt gtt ate gec gat cct ttc att 211 
Ala Ala Asn Pro Asp Leu Glu Leu Val Val He Ala Asp Pro Phe He 
25 30 35 



259 



307 



ggt tea cca ace age acc cac gtt gat ctg ate acc cgc gee gtg gaa 355 
Gly Ser Pro Thr Ser Thr His Val Asp Leu He Thr Arg Ala Val Glu 
70 75 80 85 
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cgt ggc att cct gca ctg tgc gaa aaa ccc att gat tta gac att gaa 
Arg Gly He Pro Ala Leu Cys Glu Lys Pro He Asp Leu Asp He Glu 
90 95 100 



403 



atg gtg cgt gcc tgc aaa gag aag ate ggc gac ggc get tec aag gtg 451 
Met Val Arg Ala Cys Lys Glu Lys He Gly Asp Gly Ala Ser Lys Val 
105 HO 115 



atg ctg ggg ttt aac cga cgc ttc gat cct tct ttc get gcc ate aat 
Met Leu Gly Phe Asn Arg Arg Phe Asp Pro Ser Phe Ala Ala He Asn 
120 125 130 

gcg cga gtg gca aac cag gag ate ggc aac ctg gag cag ttg gtg ate 
Ala Arg Val Ala Asn Gin Glu He Gly Asn- Leu Glu Gin Leu Val He 
135 140 145 

ate age cgc gat cca gcg ccc gca ccg aag gac tac ate gca ggt tec 
He Ser Arg Asp Pro Ala Pro Ala Pro Lys Asp Tyr He Ala Gly Ser 
150 



155 160 165 



ggt gga ate ttc cgc gat atg ace ate cac gat ctg gat atg gcg cgt 
Gly Gly He Phe Arg Asp Met Thr He His Asp Leu Asp Met Ala Arg 
170 175 180 

ttc ttt gtg ccc aat ate gtg gaa gtg act gca ace ggc gcc aat gtt 
Phe Phe Val Pro Asn He Val Glu Val Thr Ala Thr Gly Ala Asn Val 
185 190 195 

ttc age cag gaa ate gcg gag ttc aat gac tac gac cag gtt ate gtc 
Phe Ser Gin Glu He Ala Glu Phe Asn Asp Tyr Asp Gin Val He Val 
200 205 210 



acg 



ctt cgt ggc tea aag ggc gag ttg ate aac ate gtg aac tec cgc 
Thr Leu Arg Gly Ser Lys Gly Glu Leu He Asn He Val Asn Ser Arg 
215 220 225 



cac tgc tec tac ggc tac gac cag cga ctt gag get ttc ggc tct aag 
His Cys Ser Tyr Gly Tyr Asp Gin Arg Leu Glu Ala Phe Gly Ser Lys 
230 235 240 245 

ggc atg etc gcc gcc gac aac ate agg ccc ace acg gtg cgc aag cac 
Gly Met Leu Ala Ala Asp Asn He Arg Pro Thr Thr Val Arg Lys His 
250 255 260 

aat gcg gaa age acc gag cag gca gat ccg att ttc aac ttc ttc etc 
Asn Ala Glu Ser Thr Glu Gin Ala Asp Pro He Phe Asn Phe Phe Leu 
265 270 275 

gag cgc tac gac gcc get tac aag gca gag etc gca act ttt get caa 
Glu Arg Tyr Asp Ala Ala Tyr Lys Ala Glu Leu Ala Thr Phe Ala Gin 
280 285 290 

gga ate cgc gac ggc caa ggc ttc tea cca aac ttc gag gac ggc gtc 
Gly He Arg Asp Gly Gin Gly Phe Ser Pro Asn Phe Glu Asp Gly Val 
295 300 305 

ate gcc ctt gaa eta gcg aat gca tgc ctt gaa tea get caa acc ggc 
He Ala Leu Glu Leu Ala Asn Ala Cys Leu Glu Ser Ala Gin Thr Gly 
310 315 320 325 



499 



547 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1075 
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cgc acc gtc acc etc aac cct gec aac gtt tagtcaacgt ctagttaatg 1125 
Arg Thr Val Thr Leu Asn Pro Ala Asn Val 
330 335 

1128 

cct 



<210> 300 
<211> 335 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 300 

Met Thr Leu Arg He Ala Leu Phe Gly Ala Gly Arg He Gly His Val 
15 10 15 

His Ala Ala Asn He Ala Ala Asn Pro Asp Leu Glu Leu Val Val He 
20 25 30- 

Ala Asp Pro Phe He Glu Gly Ala Gin Arg Leu Ala Glu Ala Asn Gly 
35 40 45 

Ala Glu Ala Val Ala Ser Pro Asp Glu Val Phe Ala Arg Asp Asp He 
50 55 60 

Asp Gly He Val He Gly Ser Pro Thr Ser Thr His Val Asp Leu He 
65 70 75 80 

Thr Arg Ala Val Glu Arg Gly He Pro Ala Leu Cys Glu Lys Pro He 
85 90 95 

Asp Leu Asp He Glu Met Val Arg Ala Cys Lys Glu Lys He Gly Asp 
100 105 HO 

Gly Ala Ser Lys Val Met Leu Gly Phe Asn Arg Arg Phe Asp Pro Ser 
115 120 125 

Phe Ala Ala He Asn Ala Arg Val Ala Asn Gin Glu He Gly Asn Leu 
130 135 140 

Glu Gin Leu Val He He Ser Arg Asp Pro Ala Pro Ala Pro Lys Asp 
145 150 155 160 

Tyr He Ala Gly Ser Gly Gly He Phe Arg Asp Met Thr He His Asp 
165 170 175 

Leu Asp Met Ala Arg Phe Phe Val Pro Asn He Val Glu Val Thr Ala 
180 185 190 

Thr Gly Ala Asn Val Phe Ser Gin Glu He Ala Glu Phe Asn Asp Tyr 
195 200 205 

Asp Gin Val He Val Thr Leu Arg Gly Ser Lys Gly Glu Leu He Asn 

210 215 220 

He Val Asn Ser Arg His Cys Ser Tyr Gly Tyr Asp Gin Arg Leu Glu 
225 230 235 240 

Ala Phe Gly Ser Lys Gly Met Leu Ala Ala Asp Asn He Arg Pro Thr 
245 250 255 
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Thr Val Arg Lys His Asn Ala Glu 
260 

Phe Asn Phe Phe Leu Glu Arg Tyr 
275 280 

Ala Thr Phe Ala Gin Gly He Arg 
290 295 

Phe Glu Asp Gly Val He Ala Leu 
305 310 

Ser Ala Gin Thr Gly Arg Thr Val 
325 



Ser Thr Glu Gin Ala Asp Pro He 
265 270 

Asp Ala Ala Tyr Lys Ala Glu Leu 
285 

Asp Gly Gin Gly Phe Ser Pro Asn 
300 

Glu Leu Ala Asn Ala Cys Leu Glu 
315 320 

Thr Leu Asn Pro Ala Asn Val 
330 335 



<210> 301 
<211> 1206 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1183) 
<223> RXA01633 

<400> 301 

gcgaatgcat gccttgaatc agctcaaacc ggccgcaccg tcaccctcaa ccctgccaac 60 

gtttagtcaa cgtctagtta atgcctaagg agaaaacctc atg aaa aac ate acc 115 

Met Lys Asn He Thr 
1 5 



ate gga atg gtc ggc gtc ggc cgc att ggc cgc atg cac gtc gec aac 
He Gly Met Val Gly Val Gly Arg He Gly Arg Met His Val Ala Asn 
10 15 20 



163 



atg ctt gec gtt get gaa act ttg aag gaa cgc gac etc aac att gag 211 
Met Leu Ala Val Ala Glu Thr Leu Lys Glu Arg Asp Leu Asn He Glu 
25 30 35 

ate gtg etc gca gac gca atg ccc ggt ttt gcg gag cag gtg ggc gcg 259 
He Val Leu Ala Asp Ala Met Pro Gly Phe Ala Glu Gin Val Gly Ala 
40 45 50 

gac atg ggc gtg aag gcg gcg gca age gtc gat aag ctt att gag gac 
Asp Met Gly Val Lys Ala Ala Ala Ser Val Asp Lys Leu He Glu Asp 
55 60 65 

ggg gtg gat gec ctt ttc att gec acc age acc get ggc cac gtc gat 
Gly Val Asp Ala Leu Phe He Ala Thr Ser Thr Ala Gly His Val Asp 
70 75 80 85 

gtt ttg cgc aag ggc ate gcg gca aag ctg ccg atg ttc tgc gag aag 
Val Leu Arg Lys Gly He Ala Ala Lys Leu Pro Met Phe Cys Glu Lys 
90 95 100 

ccg ate gcg teg gat gtg cct gag teg ctg aac ate ate cgc gaa att 451 
Pro He Ala Ser Asp Val Pro Glu Ser Leu Asn He He Arg Glu He 
105 HO H5 



307 



355 



403 
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gat gcg get ggc gcg acg gtt cag gtc ggc cac cag cgc cgt ttt gac 4 99 
Asp Ala Ala Gly Ala Thr Val Gin Val Gly His Gin Arg Arg Phe Asp 
120 125 130 

etc ggt tac cag gaa get aaa cga cgc eta gat gca ggc gac etc ggc 547 
Leu Gly Tyr Gin Glu Ala Lys Arg Arg Leu Asp Ala Gly Asp Leu Gly 
135 140 145 



tgg ctt cat teg etc aag gec gta teg age gat gcg ttt ccg cca ccg 
Trp Leu His Ser Leu Lys Ala Val Ser Ser Asp Ala Phe Pro Pro Pro 
150 155 160 165 



ggt gac ate gat ace gga gcg gee eta etc acg ctt gee gac ggc ace 
Gly Asp He Asp Thr Gly Ala Ala Leu Leu Thr Leu Ala Asp Gly Thr 
215 220 225 

etc gee acc gee ate gee act cgt tac aac ggt gca ggc cac gac gtt 
Leu Ala Thr Ala He Ala Thr Arg Tyr Asn Gly Ala Gly His Asp Val 
230 235 240 245 



595 



643 



691 



gtg tec tac tgc get acc tct ggt gga ctt ttc cgc gat gtg teg ctg 
Val Ser Tyr Cys Ala Thr Ser Gly Gly Leu Phe Arg Asp Val Ser Leu 
170 175 180 

cac gat ttc gac ate att cgc tgg ctg acc ggc cag gat att gtc gag 
His Asp Phe Asp He He Arg Trp Leu Thr Gly Gin Asp He Val Glu 
185 190 195 

gtg tac gee aag ggc age aac aac ggc gac cca gaa ate ggc gca gtc 739 
Val Tyr Ala Lys Gly Ser Asn Asn Gly Asp Pro Glu He Gly Ala Val 
200 205 210 



787 



835 



883 



cgc etc gat gtt atg ggc tct aaa gat tec acg ate gtt ggc ctg gat 
Arg Leu Asp Val Met Gly Ser Lys Asp Ser Thr He Val Gly Leu Asp 
250 255 260 

gaa aag tct gcg ttc get tct gcg gag gag ggc ate gat ttc cca acc 
Glu Lys Ser Ala Phe Ala Ser Ala Glu Glu Gly He Asp Phe Pro Thr 
265 270 275 

ggc gaa teg cac cca acg ttt gee gag cgc ttc gee gac gca tac aag 
Gly Glu Ser His Pro Thr Phe Ala Glu Arg Phe Ala Asp Ala Tyr Lys 
280 285 290 

aat gag tgc att gcg ttc gtg gag ttg ate ctg gga gag egg gaa aac 
Asn Glu Cys He Ala Phe Val Glu Leu He Leu Gly Glu Arg Glu Asn 
295 300 305 

cct tgt acc cct gca gac get gtg get gcg gcg att gtt gee gat gca 
Pro Cys Thr Pro Ala Asp Ala Val Ala Ala Ala He Val Ala Asp Ala 
310 315 320 325 

get cag ctg teg ctg gtc act ggc gag cca gtg aag att cct act gta 1123 
Ala Gin Leu Ser Leu Val Thr Gly Glu Pro Val Lys He Pro Thr Val 
330 335 340 

egg gaa att ctt gaa ggt tct gcg cag cca gtt gag gtg cgt gcg ctg 1171 
Arg Glu He Leu Glu Gly Ser Ala Gin Pro Val Glu Val Arg Ala Leu 
345 350 355 



931 



979 



1027 



1075 



gtt cca tct get taaaacctta ctgettatet aaa 



1206 
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Val Pro Ser Ala 
360 



<210> 302 
<211> 361 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 302 

Met Lys Asn He Thr He Gly Met Val Gly Val Gly Arg He Gly Arg 
15 10 15 

Met His Val Ala Asn Met Leu Ala Val Ala Glu Thr Leu Lys Glu Arg 
20 25 30 

Asp Leu Asn He Glu He Val Leu Ala Asp Ala Met Pro Gly Phe Ala 
35 40 45 

Glu Gin Val Gly Ala Asp Met Gly Val Lys Ala Ala Ala Ser Val Asp 
50 55 60 

Lys Leu He Glu Asp Gly Val Asp Ala Leu Phe He Ala Thr Ser Thr 
65 70 75 80 

Ala Gly His Val Asp Val Leu Arg Lys Gly He Ala Ala Lys Leu Pro 
85 90 95 

Met Phe Cys Glu Lys Pro He Ala Ser Asp Val Pro Glu Ser Leu Asn 
100 105 HO 

He He Arg Glu He Asp Ala Ala Gly Ala Thr Val Gin Val Gly His 
115 120 125 

Gin Arg Arg Phe Asp Leu Gly Tyr Gin Glu Ala Lys Arg Arg Leu Asp 
130 135 140 

Ala Gly Asp Leu Gly Trp Leu His Ser Leu Lys Ala Val Ser Ser Asp 
145 150 155 160 

Ala Phe Pro Pro Pro Val Ser Tyr Cys Ala Thr Ser Gly Gly Leu Phe 
165 170 175 

Arg Asp Val Ser Leu His Asp Phe Asp He He Arg Trp Leu Thr Gly 
180 185 190 

Gin Asp He Val Glu Val Tyr Ala Lys Gly Ser Asn Asn Gly Asp Pro 
195 200 205 

Glu He Gly Ala Val Gly Asp He Asp Thr Gly Ala Ala Leu Leu Thr 
210 215 220 

Leu Ala Asp Gly Thr Leu Ala Thr Ala He Ala Thr Arg Tyr Asn Gly 
225 230 235 240 

Ala Gly His Asp Val Arg Leu Asp Val Met Gly Ser Lys Asp Ser Thr 
245 250 255 

He Val Gly Leu Asp Glu Lys Ser Ala Phe Ala Ser Ala Glu Glu Gly 
260 265 270 
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Ile Asp Phe Pro Thr Gly Glu Ser 
275 280 

Ala Asp Ala Tyr Lys Asn Glu Cys 
290 295 

Gly Glu Arg Glu Asn Pro Cys Thr 
305 310 



His Pro Thr Phe Ala Glu Arg Phe 
285 

lie Ala Phe Val Glu Leu He Leu 
300 

Pro Ala Asp Ala Val Ala Ala Ala 
315 320 



He Val Ala Asp Ala Ala Gin Leu Ser Leu Val Thr Gly Glu Pro Val 
325 330 335 

Lys He Pro Thr Val Arg Glu He Leu Glu Gly Ser Ala Gin Pro Val 
340 345 350 

Glu Val Arg Ala Leu Val Pro Ser Ala 
355 360 



<210> 303 
<211> 1146 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1123) 
<223> RXN01406 

<400> 303 

gttcctcatt cctctaatcg gcgcactatc tttgcctcgc gacggcggtg cccgagcctt 60 

ttcctcctct tagaaaccca cttctgaaag gtataaaaac atg act att cga ate 115 

Met Thr He Arg He 
1 5 

gga etc gtt ggc tac ggt gtc ggc ggc agg etc ttt cac acc cct tac 163 
Gly Leu Val Gly Tyr Gly Val Gly Gly Arg Leu Phe His Thr Pro Tyr 
10 15 20 

ate caa get tct acg cac tgc gaa tta gta ggc gta gtt get cgt tec 211 
He Gin Ala Ser Thr His Cys Glu Leu Val Gly Val Val Ala Arg Ser 
25 30 35 

gaa ggc acc aaa gca gee gtt gca gaa gat ctt cca gat gtt gee ate 259 
Glu Gly Thr Lys Ala Ala Val Ala Glu Asp Leu Pro Asp Val Ala He 
40 45 50 

gtg gga teg ctg aca gaa etc etc gaa ctg ggc gtc gat gca gtg gtg 307 
Val Gly Ser Leu Thr Glu Leu Leu Glu Leu Gly Val Asp Ala Val Val 
55 60 65 

ate tec acc cct cca gec acg cgc egg gaa ctg gee ttg gaa gca ate 355 
He Ser Thr Pro Pro Ala Thr Arg Arg Glu Leu Ala Leu Glu Ala He 
70 75 80 85 

aac gca ggt gtc gca gtg gtt gee gat aaa ccg ttt gca cca tea gee 4 03 
Asn Ala Gly Val Ala Val Val Ala Asp Lys Pro Phe Ala Pro Ser Ala 
90 95 100 



gca gat gec atg gaa ctt gtc gaa gee gee gaa aag get gga gtg ctg 



451 
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Ala Asp Ala Met Glu Leu Val Glu Ala Ala Glu Lys Ala Gly Val Leu 
105 HO 115 

etc aac gtc ttc cac aac agg cgc aac gac acc cac att gtc acg gca 
Leu Asn Val Phe His Asn Arg Arg Asn Asp Thr His He Val Thr Ala 
120 125 130 

ctg gga ate caa gaa gaa ctt ggt gcg atg cgt gga ctg gac ctg cga 
Leu Gly He Gin Glu Glu Leu Gly Ala Met Arg Gly Leu Asp Leu Arg 
135 140 145 

eta gac ctg ate gaa cct gat tec ttg gag gca ggt cct gaa ggt ggt 
Leu Asp Leu He Glu Pro Asp Ser Leu Glu Ala Gly Pro Glu Gly Gly 
150 155 160 165 

ttg ctg cgc gat ctg ggc tea cac gta gtc gat cag acc ctg gtt etc 
Leu Leu Arg Asp Leu Gly Ser His Val Val Asp Gin Thr Leu Val Leu 
170 175 180 

atg ggg ccg get acc tct gtc acc gec caa ctt gga tec ate gac ctt 
Met Gly Pro Ala Thr Ser Val Thr Ala Gin Leu Gly Ser He Asp Leu 
185 190 195 

cca gaa ggc cca acc aac gca agg ttc cgc ate gtg ttg gaa cat gaa 
Pro Glu Gly Pro Thr Asn Ala Arg Phe Arg lie Val Leu Glu His Glu 
200 205 210 

teg ggc gee gta teg cac att tct gee age aag att gac cgc ttg gag 
Ser Gly Ala Val Ser His He Ser Ala Ser Lys He Asp Arg Leu Glu 
215 220 225 

tec tgg gaa ate cgc ttg gtg ggc gag cgc ggc tec tac gta tec aac 
Ser Trp Glu He Arg Leu Val Gly Glu Arg Gly Ser Tyr Val Ser Asn 
230 235 240 245 

tac acc gac gtg cag acc gtg gcg ate aaa cag gga ctt cga cca acc 
Tyr Thr Asp Val Gin Thr Val Ala He Lys Gin Gly Leu Arg Pro Thr 
250 255 260 



ttg gtt acc gat gaa ggc tea aag gtg att cct tea gca caa ggc gat 
Leu Val Thr Asp Glu Gly Ser Lys Val He Pro Ser Ala Gin Gly Asp 
280 285 290 

tac acc cgc ttc tac gat gee ttt gee ttg get gtg gaa aac ggt ggc 
Tyr Thr Arg Phe Tyr Asp Ala Phe Ala Leu Ala Val Glu Asn Gly Gly 
295 300 305 

gca ggg ccg gtg cct gca cgt gaa ggt gtt gca gtg etc aag gtg ttg 
Ala Gly Pro Val Pro Ala Arg Glu Gly Val Ala Val Leu Lys Val Leu 
310 315 320 325 



499 



547 



595 



643 



691 



739 



787 



835 



883 



aat gac cgc gaa cac tgg ggc tac gaa teg gag gag egg tgg ggc acc 931 
Asn Asp Arg Glu His Trp Gly Tyr Glu Ser Glu Glu Arg Trp Gly Thr 
265 270 275 



979 



1027 



1075 



gat get gta gec cag age get gcg gaa aaa cgc acc att gag ttg age 1123 
Asp Ala Val Ala Gin Ser Ala Ala Glu Lys Arg Thr He Glu Leu Ser 
330 335 340 

taaggagaag tgctgctggc tgc 1146 
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<210> 304 
<211> 341 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 304 

Met Thr He Arg He Gly Leu Val Gly Tyr Gly Val Gly Gly Arg Leu 
15 10 15 

Phe His Thr Pro Tyr He Gin Ala Ser Thr His Cys Glu Leu Val Gly 
20 25 30 

Val Val Ala Arg Ser Glu Gly Thr Lys Ala Ala Val Ala Glu Asp Leu 
35 40 45 

Pro Asp Val Ala He Val Gly Ser Leu Thr Glu Leu Leu Glu Leu Gly 
50 55 60 

Val Asp Ala Val Val He Ser Thr Pro Pro Ala Thr Arg Arg Glu Leu 
65 70 75 80 

Ala Leu Glu Ala He Asn Ala Gly Val Ala Val Val Ala Asp Lys Pro 
85 90 95 

Phe Ala Pro Ser Ala Ala Asp Ala Met Glu Leu Val Glu Ala Ala Glu 
100 105 HO 

Lys Ala Gly Val Leu Leu Asn Val Phe His Asn Arg Arg Asn Asp Thr 
115 120 125 

His He Val Thr Ala Leu Gly He Gin Glu Glu Leu Gly Ala Met Arg 
130 135 140 

Gly Leu Asp Leu Arg Leu Asp Leu He Glu Pro Asp Ser Leu Glu Ala 
145 150 155 160 

Gly Pro Glu Gly Gly Leu Leu Arg Asp Leu Gly Ser His Val Val Asp 
165 170 175 

Gin Thr Leu Val Leu Met Gly Pro Ala Thr Ser Val Thr Ala Gin Leu 
180 185 190 

Gly Ser He Asp Leu Pro Glu Gly Pro Thr Asn Ala Arg Phe Arg He 
195 200 205 

Val Leu Glu His Glu Ser Gly Ala Val Ser His He Ser Ala Ser Lys 
210 215 220 

He Asp Arg Leu Glu Ser Trp Glu He Arg Leu Val Gly Glu Arg Gly 
225 230 235 240 

Ser Tyr Val Ser Asn Tyr Thr Asp Val Gin Thr Val Ala He Lys Gin 
245 250 255 

Gly Leu Arg Pro Thr Asn Asp Arg Glu His Trp Gly Tyr Glu Ser Glu 
260 265 270 



Glu Arg Trp Gly Thr Leu Val Thr Asp Glu Gly Ser Lys Val He Pro 
275 280 285 
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Ser Ala Gin Gly Asp Tyr Thr Arg Phe Tyr Asp Ala Phe Ala Leu Ala 
290 295 300 

Val Glu Asn Gly Gly Ala Gly Pro Val Pro Ala Arg Glu Gly Val Ala 
305 310 315 320 

Val Leu Lys Val Leu Asp Ala Val Ala Gin Ser Ala Ala Glu Lys Arg 
325 330 335 

Thr lie Glu Leu Ser 
340 



<210> 305 
<211> 1200 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1177) 
<223> RXN01630 

<400> 305 

gtaggtgagt cttcgtgaga tacccccggc cagtcataca gttcaaccaa gctccaccac 60 

ccagataaaa acctgcgggt tgcgttttag gagaattccc atg agt gat caa aaa 115 

Met Ser Asp Gin Lys 
1 5 

att gtt gtt ggc ctg eta ggc ate acc cac ccg cat gcg teg gcg egg 163 

He Val Val Gly Leu Leu Gly He Thr His Pro His Ala Ser Ala Arg 
10 15 20 

gtg cgt gee etc cgt gaa att gat ggg gta gag gtc gtc gec gec gcg 211 
Val Arg Ala Leu Arg Glu He Asp Gly Val Glu Val Val Ala Ala Ala 
25 30 35 

gat act gat tec cgc etc cag tac ttc acc gac aaa tat gat gtt gaa 259 
Asp Thr Asp Ser Arg Leu Gin Tyr Phe Thr Asp Lys Tyr Asp Val Glu 
40 45 50 

ccc cgc gag ate gat gac gtc ttg aac gac gat cgc ate aac gec ate 
Pro Arg Glu He Asp Asp Val Leu Asn Asp Asp Arg He Asn Ala He 
55 60 65 

atg gtt cac tec aag age aag gac atg gtc cct cac gec aag cgc gcg 
Met Val His Ser Lys Ser Lys Asp Met Val Pro His Ala Lys Arg Ala 
70 75 80 85 

etc gcg gec gga aaa tec gtc gtc gtg gag aag ccc ggc ggg gga aca 
Leu Ala Ala Gly Lys Ser Val Val Val Glu Lys Pro Gly Gly Gly Thr 
90 95 100 

gtg gcg gat ctt gag gag etc ctg gec etc aaa gaa get gec gat cct 4 51 
Val Ala Asp Leu Glu Glu Leu Leu Ala Leu Lys Glu Ala Ala Asp Pro 
105 HO H5 



307 



355 



403 



cag cga ate gtg cag gtc ggg tac aac gtc cgc ctg tct gaa teg gtt 
Gin Arg He Val Gin Val Gly Tyr Asn Val Arg Leu Ser Glu Ser Val 
120 125 130 



499 
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cag aga tta aaa gag ctt etc gac gec ggc etc ate ggc gaa gtc gtc 547 
Gin Arg Leu Lys Glu Leu Leu Asp Ala Gly Leu He Gly Glu Val Val 
135 140 145 

age gtg caa gca cgc ggc gee gca aaa gta ggt gag cat ate acc gag 595 
Ser Val Gin Ala Arg Gly Ala Ala Lys Val Gly Glu His He Thr Glu 
150 155 160 165 

cac etc aac caa ccc gca gac atg ggc ggt gtg ttg tgg att ctt ggc 643 
His Leu Asn Gin Pro Ala Asp Met Gly Gly Val Leu Trp He Leu Gly 
170 175 180 



tgc cac atg etc gat gca ttg gtg gaa gtc ttc gga get cca gaa tec 
Cys His Met Leu Asp Ala Leu Val Glu Val Phe Gly Ala Pro Glu Ser 
185 190 195 

gtg aac gee cga gtg cat aag acc gca aaa etc tct gac gac acc age 
Val Asn Ala Arg Val His Lys Thr Ala Lys Leu Ser Asp Asp Thr Ser 
200 205 210 

cgc gaa gac tea gee tec gca ctg ctg tac tac cca gat ttc tec gtc 
Arg Glu Asp Ser Ala Ser Ala Leu Leu Tyr Tyr Pro Asp Phe Ser Val 
215 220 225 

age ttc age ttc gac ggc cac gat gat ctg gaa tgg ttc gaa age tec 
Ser Phe Ser Phe Asp Gly His Asp Asp Leu Glu Trp Phe Glu Ser Ser 
230 235 240 245 

cga etc acg gtc tat gga acc aag ggc atg ate gaa gee gga ate etc 
Arg Leu Thr Val Tyr Gly Thr Lys Gly Met He Glu Ala Gly He Leu 
250 255 260 

cct cag aca ctg cgc gta tac etc aat gag tea cgc cag ggc tgg cca 
Pro Gin Thr Leu Arg Val Tyr Leu Asn Glu Ser Arg Gin Gly Trp Pro 
265 270 275 

cag ggt tgg acc gag tgg acc cag age tac ttc acc cca ccg ttt get 
Gin Gly Trp Thr Glu Trp Thr Gin Ser Tyr Phe Thr Pro Pro Phe Ala 
280 285 290 

cgc aca gaa tec aac aaa ttc tea gag ctt cca gag eta gaa aac ate 
Arg Thr Glu Ser Asn Lys Phe Ser Glu Leu Pro Glu Leu Glu Asn He 
295 300 305 

age aac ttc cgc aca gaa atg cag ggg tgg gtg aat tec att cgc act 
Ser Asn Phe Arg Thr Glu Met Gin Gly Trp Val Asn Ser He Arg Thr 
310 315 320 325 

gga tec cgc aat gtg gcg cca g-tt gag gat get etc aca gtc get cgc 1123 
Gly Ser Arg Asn Val Ala Pro Val Glu Asp Ala Leu Thr Val Ala Arg 
330 335 340 

att gtc agt gca tgc tac gaa tec gac aac aac cag ggc att tec gta 1171 
He Val Ser Ala Cys Tyr Glu Ser Asp Asn Asn Gin Gly He Ser Val 
345 350 355 



691 



739 



787 



835 



883 



931 



979 



1027 



1075 



aac ate taagaggagc actccatgaa acc 
Asn He 



1200 
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<210> 306 
<211> 359 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 306 

Met Ser Asp Gin Lys He Val Val Gly Leu Leu Gly He Thr His Pro 
15 10 15 

His Ala Ser Ala Arg Val Arg Ala Leu Arg Glu He Asp Gly Val Glu 
20 25 30 

Val Val Ala Ala Ala Asp Thr Asp Ser Arg Leu Gin Tyr Phe Thr Asp 
35 40 45 

Lys Tyr Asp Val Glu Pro Arg Glu He Asp Asp Val Leu Asn Asp Asp 
50 55 60 

Arq He Asn Ala He Met Val His Ser Lys Ser Lys Asp Met Val Pro 
65 70 75 80 

His Ala Lys Arg Ala Leu Ala Ala Gly Lys Ser Val Val Val Glu Lys 
85 90 95 

Pro Gly Gly Gly Thr Val Ala Asp Leu Glu Glu Leu Leu Ala Leu Lys 
100 105 HO 

Glu Ala Ala Asp Pro Gin Arg He Val Gin Val Gly Tyr Asn Val Arg 
115 120 125 

Leu Ser Glu Ser Val Gin Arg Leu Lys Glu Leu Leu Asp Ala Gly Leu 
130 135 140 

He Gly Glu Val Val Ser Val Gin Ala Arg Gly Ala Ala Lys Val Gly 
145 150 155 160 

Glu His He Thr Glu His Leu Asn Gin Pro Ala Asp Met Gly Gly Val 
165 170 175 

Leu Trp He Leu Gly Cys His Met Leu Asp Ala Leu Val Glu Val Phe 
180 185 190 

Gly Ala Pro Glu Ser Val Asn Ala Arg Val His Lys Thr Ala Lys Leu 
195 200 205 

Ser Asp Asp Thr Ser Arg Glu Asp Ser Ala Ser Ala Leu Leu Tyr Tyr 
210 215 220 

Pro Asp Phe Ser Val Ser Phe Ser Phe Asp Gly His Asp Asp Leu Glu 
225 230 235 240 

Trp Phe Glu Ser Ser Arg Leu Thr Val Tyr Gly Thr Lys Gly Met He 
245 250 255 

Glu Ala Gly He Leu Pro Gin Thr Leu Arg Val Tyr Leu Asn Glu Ser 
260 265 270 

Arg Gin Gly Trp Pro Gin Gly Trp Thr Glu Trp Thr Gin Ser Tyr Phe 
275 280 285 
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Thr Pro Pro Phe 
290 

Glu Leu Glu Asn 
305 

Asn Ser lie Arg 



Leu Thr Val Ala 
340 

Gin Gly lie Ser 
355 



Ala Arg Thr Glu 
295 

lie Ser Asn Phe 
310 

Thr Gly Ser Arg 
325 

Arg lie Val Ser 



Val Asn He 



Ser Asn Lys Phe 
300 

Arg Thr Glu Met 
315 

Asn Val Ala Pro 
330 

Ala Cys Tyr Glu 
345 



Ser Glu Leu Pro 



Gin Gly Trp Val 
320 

Val Glu Asp Ala 
335 

Ser Asp Asn Asn 
350 



<210> 307 
<211> 1212 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1189) 
<223> RXN00528 

<400> 307 

ttctgctggg aatccccaca ttttggaacg tagcgtcgat aagcgtgcgg cgaagctttt 60 

tcggtcgcgg ccgttatctt tttaagagga gaaattttag atg age acg tec acc 115 

Met Ser Thr Ser Thr 
1 5 

ate agg gtt gec att gec gga gtc gga aac tgc gcg acc tec etc att 163 
He Arg Val Ala He Ala Gly Val Gly Asn Cys Ala Thr Ser Leu He 
10 15 20 

cag ggt gtg gaa tat tac cga aat gcg gat cct tec gaa act gtc ccg 211 
Gin Gly Val Glu Tyr Tyr Arg Asn Ala Asp Pro Ser Glu Thr Val Pro 
25 30 35 

ggt ttg atg cac gtc aaa ttc ggt gat tac cac gtt ggc gac att gaa 259 
Gly Leu Met His Val Lys Phe Gly Asp Tyr His Val Gly Asp lie Glu 
40 45 50 

ttc gtg gec gcg ttc gac gtc gac gec gaa aaa gta ggc ate gat ctt 307 
Phe Val Ala Ala Phe Asp Val Asp Ala Glu Lys Val Gly He Asp Leu 
55 60 65 

gec gac gec acc gag get tea caa aac tgc act ate aaa ate gee gat 355 
Ala Asp Ala Thr Glu Ala Ser Gin Asn Cys Thr He Lys He Ala Asp 
70 75 80 85 

gtc cca cag acc ggc ate aac gtg ctg cgt ggc ccg act etc gac ggc 403 
Val Pro Gin Thr Gly He Asn Val Leu Arg Gly Pro Thr Leu Asp Gly 
90 95 100 



°tg ggc gat cat tac cgc gcg acc ate gac gag tec acc gee gag cca 
Leu Gly Asp His Tyr Arg Ala Thr He Asp Glu Ser Thr Ala Glu Pro 
105 110 115 



451 
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gtc gac gtt gtc cag gcg ctt ate gac gca aaa gec gat gtt ttg gtg 
Val Asp Val Val Gin Ala Leu lie Asp Ala Lys Ala Asp Val Leu Val 
120 125 130 

tec tac etc cca gtg ggc tec gaa gaa gee gac aaa ttc tac gca caa 
Ser Tyr Leu Pro Val Gly Ser Glu Glu Ala Asp Lys Phe Tyr Ala Gin 
135 140 145 

gec gec ate gat gca ggc tgc gee ttt gtc aac get etc cca gta ttc 
Ala Ala He Asp Ala Gly Cys Ala Phe Val Asn Ala Leu Pro Val Phe 
150 155 160 165 

ate gee tec gac cct gag tgg get aag aag ttc act gac get ggc ate 
He Ala Ser Asp Pro Glu Trp Ala Lys Lys Phe Thr Asp Ala Gly He 
170 175 180 

cca att gtt ggc gat gac ate aaa tec cag ate ggt gca acc ate acc 
Pro He Val Gly Asp Asp He Lys Ser Gin He Gly Ala Thr He Thr 
185 190 195 

cac cgt gtc etc gca cgc ctt ttt gaa gaa cgt ggc gtt cgc gta gat 
His Arg Val Leu Ala Arg Leu Phe Glu Glu Arg Gly Val Arg Val Asp 
200 205 210 

cgc acc atg cag etc aac gtc ggc ggc aac atg gac ttc aaa aac atg 
Arg Thr Met Gin Leu Asn Val Gly Gly Asn Met Asp Phe Lys Asn Met 
215 220 225 

ctt gac cgc aat cgc ttg gaa tec aag aag gtc tec aaa acc caa gca 
Leu Asp Arg Asn Arg Leu Glu Ser Lys Lys Val Ser Lys Thr Gin Ala 
230 235 240 245 

gtg acc tec aac att cca gat ggt cca ctg tct gga aag gtg gaa gac 
Val Thr Ser Asn He Pro Asp Gly Pro Leu Ser Gly Lys Val Glu Asp 
250 255 260 

cgc aac gtc cac ate gga cca tec gac cac gtc caa tgg etc gat gac 
Arg Asn Val His He Gly Pro Ser Asp His Val Gin Trp Leu Asp Asp 
265 270 275 

cgc aag tgg get tat gtc cgc etc gaa ggc acc gca ttc ggt gga gtt 
Arq Lys Trp Ala Tyr Val Arg Leu Glu Gly Thr Ala Phe Gly Gly Val 
280 285 290 

ccc etc aac ctt gag tac aaa etc gag gtg tgg gat tea ccc aac tct 
Pro Leu Asn Leu Glu Tyr Lys Leu Glu Val Trp Asp Ser Pro Asn Ser 
295 300 305 

gee ggc ate ate ate gac get gtt cgc gec gec aag ate gec etc gat 
Ala Gly He He He Asp Ala Val Arg Ala Ala Lys He Ala Leu Asp 
310 315 320 325 

cgc ggt ate ggc gga ccg ate atg cca gca age tec tac ctg atg aag 
Ara Glv He Gly Gly Pro He Met Pro Ala Ser Ser Tyr Leu Met Lys 
330 335 340 

tec cca cct gag cag ctt cca gac gat gtt get tgt gaa cgc eta gag 
Ser Pro Pro Glu Gin Leu Pro Asp Asp Val Ala Cys Glu Arg Leu Glu 
345 350 355 

gca ttc ate ate gag gcg taaaattagg ctaaaaattt ggg 



499 



547 



595 



643 



691 



739 



787 



835 



883 



931 



97 9 



1027 



1075 



1123 



1171 



1212 
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Ala Phe lie lie Glu Ala 
360 



<210> 308 
<211> 363 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 308 

Met Ser Thr Ser Thr He Arg Val Ala He Ala Gly Val Gly Asn Cys 
15 10 15 

Ala Thr Ser Leu He Gin Gly Val Glu Tyr Tyr Arg Asn Ala Asp Pro 
20 25 30 

Ser Glu Thr Val Pro Gly Leu Met His Val Lys Phe Gly Asp Tyr His 
35 40 45 

Val Gly Asp He Glu Phe Val Ala Ala Phe Asp Val Asp Ala Glu Lys 
50 55 60 

Val Gly He Asp Leu Ala Asp Ala Thr Glu Ala Ser Gin Asn Cys Thr 
65 70 75 80 

He Lys He Ala Asp Val Pro Gin Thr Gly He Asn Val Leu Arg Gly 
85 90 95 

Pro Thr Leu Asp Gly Leu Gly Asp His Tyr Arg Ala Thr He Asp Glu 
100 105 HO 

Ser Thr Ala Glu Pro Val Asp Val Val Gin Ala Leu He Asp Ala Lys 
115 120 125 

Ala Asp Val Leu Val Ser Tyr Leu Pro Val Gly Ser Glu Glu Ala Asp 
130 135 140 

Lys Phe Tyr Ala Gin Ala Ala He Asp Ala Gly Cys Ala Phe Val Asn 
145 150 155 160 

Ala Leu Pro Val Phe He Ala Ser Asp Pro Glu Trp Ala Lys Lys Phe 
165 170 175 

Thr Asp Ala Gly He Pro He Val Gly Asp Asp He Lys Ser Gin He 
180 185 190 

Gly Ala Thr He Thr His Arg Val Leu Ala Arg Leu Phe Glu Glu Arg 
195 200 205 

Gly Val Arg Val Asp Arg Thr Met Gin Leu Asn Val Gly Gly Asn Met 
210 215 220 

Asp Phe Lys Asn Met Leu Asp Arg Asn Arg Leu Glu Ser Lys Lys Val 
225 230 235 240 

Ser Lys Thr Gin Ala Val Thr Ser Asn He Pro Asp Gly Pro Leu Ser 
245 250 255 

Gly Lys Val Glu Asp Arg Asn Val His He Gly Pro Ser Asp His Val 
260 265 270 
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Gln Trp Leu Asp 
275 

Ala Phe Gly Gly 
290 

Asp Ser Pro Asn 
305 

Lys lie Ala Leu 



Ser Tyr Leu Met 
340 

Cys Glu Arg Leu 
355 



Asp Arg Lys Trp 
280 

Val Pro Leu Asn 
295 

Ser Ala Gly lie 

310 

Asp Arg Gly lie 
325 

Lys Ser Pro Pro 



Glu Ala Phe lie 
360 



Ala Tyr Val Arg 



Leu Glu Tyr Lys 
300 

lie lie Asp Ala 
315 

Gly Gly Pro lie 
330 

Glu Gin Leu Pro 
345 

lie Glu Ala 



Leu Glu Gly Thr 
285 

Leu Glu Val Trp 



Val Arg Ala Ala 
320 

Met Pro Ala Ser 
335 

Asp Asp Val Ala 
350 



<210> 309 
<211> 795 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (772) 
<223> RXN03057 

<400> 309 

catcaacgcc gagtacaact aaggacaact gataatgaca aatgctgcaa ttgtcggatg 60 

aggagacgtc gcaaccgttc atacagaagc gctggaagct ttg get tec gat ctt 115 

Leu Ala Ser Asp Leu 
1 5 

ggt att aag ttc gtc gca gtg gtg gat aaa gat eta gag act get gag 163 
Gly lie Lys Phe Val Ala Val Val Asp Lys Asp Leu Glu Thr Ala Glu 
10 15 20 

aaa ttt gcg acg gga ctt gga get get ggc gat tct tea gaa age age 211 
Lys Phe Ala Thr Gly Leu Gly Ala Ala Gly Asp Ser Ser Glu Ser Ser 
25 30 35 

gtc aag gee cac ggc age ctg ccg get ttg ttc tec aaa aag aag ate 
Val Lys Ala His Gly Ser Leu Pro Ala Leu Phe Ser Lys Lys Lys lie 
40 45 50 

gat gtt eta cac ate ace acc ccc cac gac caa cac att ggt ttg get 
Asp Val Leu His lie Thr Thr Pro His Asp Gin His lie Gly Leu Ala 
55 60 65 

etc gaa gcg eta cac cac ggt gta aat gtc ate ctg gaa aag ccg ttg 355 
Leu Glu Ala Leu His His Gly Val Asn Val He Leu Glu Lys Pro Leu 
70 75 80 85 



get aat gag ttg gac cag gcg cag cgt etc ate gac tac ttg gat gaa 
Ala Asn Glu Leu Asp Gin Ala Gin Arg Leu He Asp Tyr Leu Asp Glu 
90 95 100 



259 



307 



403 



aac ccc gat ggt cca aag att gca gtg tgc tat cag aac cgt tac aac 



451 
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Asn Pro Asp Gly Pro Lys He Ala Val Cys Tyr Gin Asn Arg Tyr Asn 
105 HO H5 

gtt tec tec cag gaa ctg cgt cgt ctg etc gat tea ggt gac etc ggt 
Val Ser Ser Gin Glu Leu Arg Arg Leu Leu Asp Ser Gly Asp Leu Gly 
120 125 130 

gec ate aat ggt gca tat tec tct gtg gtg tgg ace cgc ace cca ggc 
Ala He Asn Gly Ala Tyr Ser Ser Val Val Trp Thr Arg Thr Pro Gly 
135 140 145 

tac tac acc cag aaa cct tgg cgt ggc cag caa gca cac tec ggt ggt 
Tyr Tyr Thr Gin Lys Pro Trp Arg Gly Gin Gin Ala His Ser Gly Gly 
150 155 160 165 

ggc ctg ctg atg aac caa gca att cac acc ctg gat ctg ctg cag tgg 
Gly Leu Leu Met Asn Gin Ala He His Thr Leu Asp Leu Leu Gin Trp 
170 175 180 

ttc ctt gga aag gca aca gaa gtc aag ggc act gtc tec acc gat aag 
Phe Leu Gly Lys Ala Thr Glu Val Lys Gly Thr Val Ser Thr Asp Lys 
185 190 195 

tat gec gat gtc ate gat. gtt gaa gac acc gca cac gca tac ate ggt 
Tyr Ala Asp Val Tie Asp Val Glu Asp Thr Ala His Ala Tyr He Gly 
200 205 210 



499 



547 



595 



643 



691 



739 



cac gag tec gga gtc cac acc agt gaa gtg agt tgaaccatgc tattggtgat 792 
His Glu Ser Gly Val His Thr Ser Glu Val Ser 



215 220 



795 



<210> 310 
<211> 224 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 310 

Leu Ala Ser Asp Leu Gly He Lys Phe Val Ala Val Val Asp Lys Asp 
15 10 15 

Leu Glu Thr Ala Glu Lys Phe Ala Thr Gly Leu Gly Ala Ala Gly Asp 
20 25 30 

Ser Ser Glu Ser Ser Val Lys Ala His Gly Ser Leu Pro Ala Leu Phe 
35 40 45 

Ser Lys Lys Lys He Asp Val Leu His He Thr Thr Pro His Asp Gin 
50 55 60 

His He Gly Leu Ala Leu Glu Ala Leu His His Gly Val Asn Val He 
65 70 75 80 

Leu Glu Lys Pro Leu Ala Asn Glu Leu Asp Gin Ala Gin Arg Leu He 
85 90 95 



Asp Tyr Leu Asp Glu Asn Pro Asp Gly Pro Lys He Ala Val Cys Tyr 
100 105 HO 
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Gln Asn Arg Tyr 
115 

Ser Gly Asp Leu 
130 

Thr Arg Thr Pro 
145 

Ala His Ser Gly 



Asp Leu Leu Gin 
180 

Val Ser Thr Asp 
195 

His Ala Tyr lie 
210 



Asn Val Ser Ser 
120 

Gly Ala lie Asn 
135 

Gly Tyr Tyr Thr 
150 

Gly Gly Leu Leu 
165 

Trp Phe Leu Gly 



Lys Tyr Ala Asp 
200 

Gly His Glu Ser 
215 



Gin Glu Leu Arg 



Gly Ala Tyr Ser 
140 

Gin Lys Pro Trp 
155 

Met Asn Gin Ala 
170 

Lys Ala Thr Glu 
185 

Val lie Asp Val 



Gly Val His Thr 
220 



Arg Leu Leu Asp 
125 

Ser Val Val Trp 



Arg Gly Gin Gin 
160 

lie His Thr Leu 
175 

Val Lys Gly Thr 
190 

Glu Asp Thr Ala 
205 

Ser Glu Val Ser 



<210> 311 
<211> 795 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (772) 

<223> FRXA02902 

<400> 311 

catcaacgcc gagtacaact aaggacaact gataatgaca aatgctgcaa ttgtcggatg 60 

aggagacgtc gcaaccgttc atacagaagc gctggaagct ttg get tec gat ctt 115 

Leu Ala Ser Asp Leu 
1 5 

ggt att aag ttc gtc gca gtg gtg gat aaa gat eta gag act get gag 163 
Gly He Lys Phe Val Ala Val Val Asp Lys Asp Leu Glu Thr Ala Glu 
10 15 20 

aaa ttt gcg acg gga ctt gga get get ggc gat tct tea gaa age age 211 
Lys Phe Ala Thr Gly Leu Gly Ala Ala Gly Asp Ser Ser Glu Ser Ser 
25 30 35 

gtc aag gee cac ggc age ctg ccg get ttg ttc tec aaa aag aag ate 259 
Val Lys Ala His Gly Ser Leu Pro Ala Leu Phe Ser Lys Lys Lys He 
40 45 50 

gat gtt eta cac ate acc ace ccc cac gac caa cac att ggt ttg get 307 
Asp Val Leu His He Thr Thr Pro His Asp Gin His He Gly Leu Ala 
55 60 65 



etc gaa gcg eta cac cac ggt gta aat gtc ate ctg gaa aag ccg ttg 
Leu Glu Ala Leu His His Gly Val Asn Val He Leu Glu Lys Pro Leu 
70 75 80 85 



355 
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gct aat gag ttg gac cag gcg cag cgt etc ate gac tac ttg gat gaa 
Ala Asn Glu Leu Asp Gin Ala Gin Arg Leu He Asp Tyr Leu Asp Glu 
90 95 100 

aac ccc gat ggt cca aag att gca gtg tgc tat cag aac cgt tac aac 
Asn Pro Asp Gly Pro Lys He Ala Val Cys Tyr Gin Asn Arg Tyr Asn 
105 HO H5 

gtt tec tec cag gaa ctg cgt cgt ctg etc gat tea ggt gac etc ggt 
Val Ser Ser Gin Glu Leu Arg Arg Leu Leu Asp Ser Gly Asp Leu Gly 
120 125 130 

gec ate aat ggt gca tat tec tct gtg gtg tgg acc cgc acc cca ggc 
Ala lie Asn Gly Ala Tyr Ser Ser Val Val Trp Thr Arg Thr Pro Gly 
135 140 145 

tac tac acc cag aaa cct tgg cgt ggc cag caa gca cac tec ggt ggt 
Tyr Tyr Thr Gin Lys Pro Trp Arg Gly Gin Gin Ala His Ser Gly Gly 
150 155 160 165 

ggc ctg ctg atg aac caa gca att cac acc ctg gat ctg ctg cag tgg 

Glv Leu Leu Met Asn Gin Ala He His Thr Leu Asp Leu Leu Gin Trp 

r- -ion 



170 



175 180 



403 



451 



499 



547 



595 



643 



ttc ctt gga aag gca aca gaa gtc aag ggc act gtc tec acc gat aag 691 
Phe Leu Gly Lys Ala Thr Glu Val Lys Gly Thr Val Ser Thr Asp Lys 
185 190 195 

tat gee gat gtc ate gat gtt gaa gac acc gca cac gca tac ate ggt 739 
Tyr Ala Asp Val He Asp Val Glu Asp Thr Ala His Ala Tyr He Gly 
200 205 210 

cac gag tec gga gtc cac acc agt gaa gtg agt tgaaccatgc tattggtgat 792 
His Glu Ser Gly Val His Thr Ser Glu Val Ser 
215 220 



aca 



795 



<210> 312 
<211> 224 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 312 

Leu Ala Ser Asp Leu Gly He Lys Phe Val Ala Val Val Asp Lys Asp 
15 10 15 

Leu Glu Thr Ala Glu Lys Phe Ala Thr Gly Leu Gly Ala Ala Gly Asp 
20 25 30 

Ser Ser Glu Ser Ser Val Lys Ala His Gly Ser Leu Pro Ala Leu Phe 
35 40 45 

Ser Lys Lys Lys He Asp Val Leu His He Thr Thr Pro His Asp Gin 
50 55 60 

His He Gly Leu Ala Leu Glu Ala Leu His His Gly Val Asn Val He 
65 70 75 80 
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Leu Glu Lys Pro 



Asp Tyr Leu Asp 
100 

Gin Asn Arg Tyr 
115 

Ser Gly Asp Leu 

130 

Thr Arg Thr Pro 
145 

Ala His Ser Gly 



Asp Leu Leu Gin 
180 

Val Ser Thr Asp 
195 

His Ala Tyr lie 
210 



Leu Ala Asn Glu 
85 

Glu Asn Pro Asp 



Asn Val Ser Ser 
120 

Gly Ala lie Asn 
135 

Gly Tyr Tyr Thr 
150 

Gly Gly Leu Leu 
165 

Trp Phe Leu Gly 



Lys Tyr Ala Asp 
200 

Gly His Glu Ser 
215 



Leu Asp Gin Ala 
90 

Gly Pro Lys lie 

105 

Gin Glu Leu Arg 



Gly Ala Tyr Ser 
140 

Gin Lys Pro Trp 
155 

Met Asn Gin Ala 
170 

Lys Ala Thr Glu 
185 

Val lie Asp Val 



Gly Val His Thr 
220 



Gin Arg Leu lie 
95 

Ala Val Cys Tyr 
110 

Arg Leu Leu Asp 
125 

Ser Val Val Trp 



Arg Gly Gin Gin 
160 

lie His Thr Leu 
175 

Val Lys Gly Thr 
190 

Glu Asp Thr Ala 
205 

Ser Glu Val Ser 



<210> 313 
<211> 831 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (808) 

<223> RXA00251 

<400> 313 

aaccagcgtt ttcagcgaga tactggacat atcaactaaa atccctgaat aaaacatcta 60 

acatgggttt tatacagaaa attcatacga aaggttgatc atg aag aag aag att 115 

Met Lys Lys Lys lie 
1 5 

gcg gtc gtt acc gga gcg acc gga ggc atg gga att gag ate gtc aaa 163 
Ala Val Val Thr Gly Ala Thr Gly Gly Met Gly He Glu He Val Lys 
10 15 20 

gac etc tec cgc gac cac att gtc tac gec ttg ggc cga aat cca gag 211 
Asp Leu Ser Arg Asp His He Val Tyr Ala Leu Gly Arg Asn Pro Glu 
25 30 35 



cat ctg gca get etc gca gag ate gag gga gta gag cct ate gag tec 
His Leu Ala Ala Leu Ala Glu He Glu Gly Val Glu Pro He Glu Ser 
40 45 50 



259 



gat ate gtg aag gaa gtg ttg gaa gag gga ggc gtc gac aag eta aaa 



307 
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Asp lie Val Lys Glu Val Leu Glu Glu Gly Gly Val Asp Lys Leu Lys 
55 60 65 

aac etc gac cac gtg gat acg ctg gtg cac gec gcg gcg gtg gcg cgt 355 
Asn Leu Asp His Val Asp Thr Leu Val His Ala Ala Ala Val Ala Arg 
70 75 80 85 



gac acg acc ate gaa gec ggc agt gtg gec gaa tgg cac gca cac ctt 
Asp Thr Thr lie Glu Ala Gly Ser Val Ala Glu Trp His Ala His Leu 
90 95 100 

gat etc aac gtc att gtc ccg gec gag ttg agt cgc caa etc ttg ccc 
Asp Leu Asn Val lie Val Pro Ala Glu Leu Ser Arg Gin Leu Leu Pro 
105 HO 115 

gee etc cgc gcg gca tec ggc tgc gtc ate tac ate aac tec ggc gec 
Ala Leu Arg Ala Ala Ser Gly Cys Val He Tyr He Asn Ser Gly Ala 
120 125 130 

ggc aac gga cca cac ccc ggc aac acc ate tac gec gec age aaa cac 
Gly Asn Gly Pro His Pro Gly Asn Thr He Tyr Ala Ala Ser Lys His 
135 140 145 

gee etc cgc gga etc gee gac gee ttc cgc aaa gaa gaa gee aac aac 
Ala Leu Arg Gly Leu Ala Asp Ala Phe Arg Lys Glu Glu Ala Asn Asn 
150 155 160 165 

ggc ate cgc gtc age act gtc age ccc ggc ccc acc aac acc ccc atg 
Gly He Arg Val Ser Thr Val Ser Pro Gly Pro Thr Asn Thr Pro Met 
170 175 180 

ctg caa ggc etc atg gac tea caa ggc acc aac ttc cgc cca gag ate 
Leu Gin Gly Leu Met Asp Ser Gin Gly Thr Asn Phe Arg Pro Glu He 
185 190 195 

tac ate gaa cca aaa gaa ate gec aac gca ate aga ttc gtg att gac 
Tyr He Glu Pro Lys Glu He Ala Asn Ala He Arg Phe Val He Asp 
200 205 210 



403 



451 



4 99 



547 



595 



691 



739 



get ggc gaa acc acc cag ate acc aac gtg gac gta cga cca cgt ate 787 
Ala Gly Glu Thr Thr Gin He Thr Asn Val Asp Val Arg Pro Arg He 
215 220 225 

gaa ctg gcg gac egg aaa gat tagttctggg gggcttcctg ggc 831 
Glu Leu Ala Asp Arg Lys Asp 
230 235 



<210> 314 
<211> 236 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 314 

Met Lys Lys Lys He Ala Val Val Thr Gly Ala Thr Gly Gly Met Gly 
15 10 15 

He Glu He Val Lys Asp Leu Ser Arg Asp His He Val Tyr Ala Leu 
20 25 30 

Gly Arg Asn Pro Glu His Leu Ala Ala Leu Ala Glu He Glu Gly Val 
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35 40 45 

Glu Pro lie Glu Ser Asp lie Val Lys Glu Val Leu Glu Glu Gly Gly 
50 55 60 

Val Asp Lys Leu Lys Asn Leu Asp His Val Asp Thr Leu Val His Ala 
65 70 75 80 

Ala Ala Val Ala Arg Asp Thr Thr He Glu Ala Gly Ser Val Ala Glu 
85 90 95 

Trp His Ala His Leu Asp Leu Asn Val He Val Pro Ala Glu Leu Ser 
100 105 HO 

Arg Gin Leu Leu Pro Ala Leu Arg Ala Ala Ser Gly Cys Val He Tyr 
115 120 125 

He Asn Ser Gly Ala Gly Asn Gly Pro His Pro Gly Asn Thr He Tyr 
130 135 140 

Ala Ala Ser Lys His Ala Leu Arg Gly Leu Ala Asp Ala Phe Arg Lys 
145 150 155 160 

Glu Glu Ala Asn Asn Gly He Arg Val Ser Thr Val Ser Pro Gly Pro 
165 170 175 

Thr Asn Thr Pro Met Leu Gin Gly Leu Met Asp Ser Gin Gly Thr Asn 
180 185 190 

Phe Arg Pro Glu He Tyr He Glu Pro Lys Glu He Ala Asn Ala He 
195 200 205 

Arg Phe Val He Asp Ala Gly Glu Thr Thr Gin He Thr Asn Val Asp 
210 215 220 

Val Arg Pro Arg He Glu Leu Ala Asp Arg Lys Asp 
225 230 235 



<210> 315 
<211> 1008 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (985) 

<223> RXN02654 



<400> 315 

tattttcgga aatttataca gcaatcctcg aaatcctaat aaagatccct tatcgtggga 60 

gaggtacggt agttcgttcg aggacaacgt cgagaaaggc atg att tea ttg eta 11 

Met He Ser Leu Leu 
1 5 



aat gat cca cgt acg eta ttc ccg aaa gtc gat ccc cca aag caa age 163 

Asn Asp Pro Arg Thr Leu Phe Pro Lys Val Asp Pro Pro Lys Gin Ser 

10 15 20 

cag ccg gaa cca ggc eta gat ata aaa ctt tec ccc caa gec gat att 211 
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Gln Pro Glu Pro Gly Leu Asp lie Lys Leu Ser Pro Gin Ala Asp lie 
25 30 35 

ggt etc tec age tat caa gga agt gga agg ctt aag ggc cgc aag get 
Gly Leu Ser Ser Tyr Gin Gly Ser Gly Arg Leu Lys Gly Arg Lys Ala 
40 45 50 

ctt att act ggt ggc gat tct ggg att gga get gec gta gca ate get 
Leu He Thr Gly Gly Asp Ser Gly He Gly Ala Ala Val Ala He Ala 
55 60 65 

tat get cgc gag ggg gca gat gtt gcg ate get tac ttg ccc gaa gaa 355 
Tyr Ala Arg Glu Gly Ala Asp Val Ala He Ala Tyr Leu Pro Glu Glu 
70 75 80 85 



caa gec gat get gac aga gtg etc caa gca ate gag gaa aca ggt caa 
Gin Ala Asp Ala Asp Arg Val Leu Gin Ala He Glu Glu Thr Gly Gin 
90 95 100 

aaa get ttt tct ttc cct ggt gat etc cgt gat cca gaa tac tgt cgc 
Lys Ala Phe Ser Phe Pro Gly Asp Leu Arg Asp Pro Glu Tyr Cys Arg 
105 HO H5 

teg ctg gtc caa gag acg gtg aac get tta ggt ggc eta gac ate ttg 
Ser Leu Val Gin Glu Thr Val Asn Ala Leu Gly Gly Leu Asp He Leu 
120 125 130 

gtc aac aac gcg tea cgt cag gtg tgg gca cct ggt ttg ace gaa att 
Val Asn Asn Ala Ser Arg Gin Val Trp Ala Pro Gly Leu Thr Glu He 
135 140 145 

ace gac gaa aac ttc gac cag act ttg cag gtt aac etc tat ggt agt 
Thr Asp Glu Asn Phe Asp Gin Thr Leu Gin Val Asn Leu Tyr Gly Ser 
150 155 160 165 

ttt egg gtt acc aaa gca get ata cct cat ctg aag ccc gga tea teg 
Phe Arg Val Thr Lys Ala Ala He Pro His Leu Lys Pro Gly Ser Ser 
170 175 180 

ata ate ttt aca teg tec att cag gcg tac caa cct teg gaa acc etc 
He He Phe Thr Ser Ser He Gin Ala Tyr Gin Pro Ser Glu Thr Leu 
185 190 195 

ttg gat tac gee atg act aag gcg gca ttg aac aat ttg tea aag ggc 
Leu Asp Tyr Ala Met Thr Lys Ala Ala Leu Asn Asn Leu Ser Lys Gly 
200 205 210 

ttg gca agt agt ctg ata ggc gat ggc att egg gta aat tct gta gee 
Leu Ala Ser Ser Leu He Gly Asp Gly He Arg Val Asn Ser Val Ala 
215 220 225 

cca ggt cct ttc tgg acg ccg ttg caa ccc age cat ggt cag cca caa 
Pro Gly Pro Phe Trp Thr Pro Leu Gin Pro Ser His Gly Gin Pro Gin 
230 235 240 245 

gag aaa ata gaa gga ttt ggc cag cac get ccg att gga aga gcg ggt 
Glu Lys He Glu Gly Phe Gly Gin His Ala Pro He Gly Arg Ala Gly 
250 255 260 

cac cct gtt gag ttg gca ggt gcg tac gtt ttt etc get tct gac gaa 
His Pro Val Glu Leu Ala Gly Ala Tyr Val Phe Leu Ala Ser Asp Glu 



259 



307 



403 



451 



499 



547 



595 



643 



691 



739 



787 



835 



883 



931 
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265 270 275 

gcc age tat gtg gta gga gaa acc ctg gga gtc aca ggt ggg acg ccc 
Ala Ser Tyr Val Val Gly Glu Thr Leu Gly Val Thr Gly Gly Thr Pro 
280 285 290 

acc cca tagteggtae aageggaate act 
Thr Pro 
295 



<210> 316 
<211> 295 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 316 

Met lie Ser Leu Leu Asn Asp Pro Arg Thr Leu Phe Pro Lys Val Asp 
15 10 15 

Pro Pro Lys Gin Ser Gin Pro Glu Pro Gly Leu Asp lie Lys Leu Ser 
20 25 30 

Pro Gin Ala Asp He Gly Leu Ser Ser Tyr Gin Gly Ser Gly Arg Leu 
35 40 45 

Lys Gly Arg Lys Ala Leu He Thr Gly Gly Asp Ser Gly He Gly Ala 
50 55 60 

Ala Val Ala He Ala Tyr Ala Arg Glu Gly Ala Asp Val Ala He Ala 
65 70 75 80 

Tyr Leu Pro Glu Glu Gin Ala Asp Ala Asp Arg Val Leu Gin Ala He 
85 90 95 

Glu Glu Thr Gly Gin Lys Ala Phe Ser Phe Pro Gly Asp Leu Arg Asp 
100 105 HO 

Pro Glu Tyr Cys Arg Ser Leu Val Gin Glu Thr Val Asn Ala Leu Gly 
115 120 125 

Gly Leu Asp He Leu Val Asn Asn Ala Ser Arg Gin Val Trp Ala Pro 
130 135 140 

Gly Leu Thr Glu He Thr Asp Glu Asn Phe Asp Gin Thr Leu Gin Val 
145 150 155 160 

Asn Leu Tyr Gly Ser Phe Arg Val Thr Lys Ala Ala He Pro His Leu 
165 170 175 

Lys Pro Gly Ser Ser He He Phe Thr Ser Ser He Gin Ala Tyr Gin 
180 185 190 

Pro Ser Glu Thr Leu Leu Asp Tyr Ala Met Thr Lys Ala Ala Leu Asn 
195 200 205 

Asn Leu Ser Lys Gly Leu Ala Ser Ser Leu He Gly Asp Gly He Arg 
210 215 220 



Val Asn Ser Val Ala Pro Gly Pro Phe Trp Thr Pro Leu Gin Pro Ser 
225 230 235 240 
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His Gly Gin Pro Gin Glu Lys He Glu Gly Phe Gly Gin His Ala Pro 
245 250 255 

He Gly Arg Ala Gly His Pro Val Glu Leu Ala Gly Ala Tyr Val Phe 
260 265 270 

Leu Ala Ser Asp Glu Ala Ser Tyr Val Val Gly Glu Thr Leu Gly Val 
275 280 285 

Thr Gly Gly Thr Pro Thr Pro 
290 295 



<210> 317 
<211> 1008 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (985) 

<223> FRXA02654 

<400> 317 

tattttcgga aatttataca gcaatcctcg aaatcctaat aaagatccct tatcgtggga bU 



gaggtacggt agttcgttcg aggacaacgt cgagaaaggc atg att tea ttg eta 

Met He Ser Leu Leu 
1 5 

aat gat cca cgt acg eta ttc ccg aaa gtc gat ccc cca aag caa age 
Asn Asp Pro Arg Thr Leu Phe Pro Lys Val Asp Pro Pro Lys Gin Ser 
10 15 20 

cag ccg gaa cca ggc eta gat ata aaa ctt tec ccc caa gec gat att 
Gin Pro Glu Pro Gly Leu Asp He Lys Leu Ser Pro Gin Ala Asp He 
25 30 35 

ggt etc tec age tat caa gga agt gga agg ctt aag ggc cgc aag get 
Gly Leu Ser Ser Tyr Gin Gly Ser Gly Arg Leu Lys Gly Arg Lys Ala 
40 45 50 

ctt att act ggt ggc gat tct ggg att gga get gee gta gca ate get 
Leu He Thr Gly Gly Asp Ser Gly He Gly Ala Ala Val Ala He Ala 
55 60 65 

tat get cgc gag ggg gca gat gtt gcg ate get tac ttg ccc gaa gaa 
Tyr Ala Arg Glu Gly Ala Asp Val Ala He Ala Tyr Leu Pro Glu Glu 
70 75 80 85 

caa gee gat get gac aga gtg etc caa gca ate gag gaa aca ggt caa 
Gin Ala Asp Ala Asp Arg Val Leu Gin Ala He Glu Glu Thr Gly Gin 
90 95 100 

aaa get ttt tct ttc cct ggt gat etc cgt gat cca gaa tac tgt cgc 
Lys Ala Phe Ser Phe Pro Gly Asp Leu Arg Asp Pro Glu Tyr Cys Arg 
105 HO H5 

teg ctg gtc caa gag acg gtg aac get tta ggt ggc eta gac ate ttg 
Ser Leu Val Gin Glu Thr Val Asn Ala Leu Gly Gly Leu Asp He Leu 



115 



163 



211 



259 



307 



355 



403 



451 



499 
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120 125 130 

gtc aac aac gcg tea cgt cag gtg tgg gca cct ggt ttg acc gaa att 547 
Val Asn Asn Ala Ser Arg Gin Val Trp Ala Pro Gly Leu Thr Glu lie 
135 140 145 

acc gac gaa aac ttc gac cag act ttg cag gtt aac etc tat ggt agt 595 
Thr Asp Glu Asn Phe Asp Gin Thr Leu Gin Val Asn Leu Tyr Gly Ser 
150 155 160 165 

ttt egg gtt acc aaa gca get ata cct cat ctg aag ccc gga tea teg 643 
Phe Arg Val Thr Lys Ala Ala lie Pro His Leu Lys Pro Gly Ser Ser 
170 175 180 

ata ate ttt aca teg tec att cag gcg tac caa cct teg gaa acc etc 691 
lie lie Phe Thr Ser Ser lie Gin Ala Tyr Gin Pro Ser Glu Thr Leu 
185 190 195 

ttg gat tac gee atg act aag gcg gca ttg aac aat ttg tea aag ggc 739 
Leu Asp Tyr Ala Met Thr Lys Ala Ala Leu Asn Asn Leu Ser Lys Gly 
200 205 210 

ttg gca agt agt ctg ata ggc gat ggc att egg gta aat tct gta gec 787 
Leu Ala Ser Ser Leu lie Gly Asp Gly lie Arg Val Asn Ser Val Ala 
215 220 225 

cca ggt cct ttc tgg acg ccg ttg caa ccc age cat ggt cag cca caa 835 
Pro Gly Pro Phe Trp Thr Pro Leu Gin Pro Ser His Gly Gin Pro Gin 
230 235 240 245 

gag aaa ata gaa gga ttt ggc cag cac get ccg att gga aga gcg ggt 883 
Glu Lys lie Glu Gly Phe Gly Gin His Ala Pro lie Gly Arg Ala Gly 
250 255 260 

cac cct gtt gag ttg gca ggt gcg tac gtt ttt etc get tct gac gaa 931 
His Pro Val Glu Leu Ala Gly Ala Tyr Val Phe Leu Ala Ser Asp Glu 
265 270 275 

gee age tat gtg gta gga gaa acc ctg gga gtc aca ggt ggg acg ccc 979 
Ala Ser Tyr Val Val Gly Glu Thr Leu Gly Val Thr Gly Gly Thr Pro 
280 285 290 

acc cca tagteggtae aageggaate act 1008 
Thr Pro 
295 



<210> 318 
<211> 295 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 318 

Met lie Ser Leu Leu Asn Asp Pro Arg Thr Leu Phe Pro Lys Val Asp 
15 10 15 

Pro Pro Lys Gin Ser Gin Pro Glu Pro Gly Leu Asp lie Lys Leu Ser 
20 25 30 



Pro Gin Ala Asp lie Gly Leu Ser Ser Tyr Gin Gly Ser Gly Arg Leu 
35 40 45 
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Lys Gly Arg Lys Ala Leu He Thr Gly Gly Asp Ser Gly He Gly Ala 
50 55 60 

Ala Val Ala He Ala Tyr Ala Arg Glu Gly Ala Asp Val Ala He Ala 
65 70 75 80 

Tyr Leu Pro Glu Glu Gin Ala Asp Ala Asp Arg Val Leu Gin Ala He 
85 90 95 

Glu Glu Thr Gly Gin Lys Ala Phe Ser Phe Pro Gly Asp Leu Arg Asp 
100 105 HO 

Pro Glu Tyr Cys Arg Ser Leu Val Gin Glu Thr Val Asn Ala Leu Gly 
115 120 125 

Gly Leu Asp He Leu Val Asn Asn Ala Ser Arg Gin Val Trp Ala Pro 
130 135 140 

Gly Leu Thr Glu He Thr Asp Glu Asn Phe Asp Gin Thr Leu Gin Val 
145 150 155 160 

Asn Leu Tyr Gly Ser Phe Arg Val Thr Lys Ala Ala He Pro His Leu 
165 170 175 

Lys Pro Gly Ser Ser He He Phe Thr Ser Ser He Gin Ala Tyr Gin 
180 185 190 

Pro Ser Glu Thr Leu Leu Asp Tyr Ala Met Thr Lys Ala Ala Leu Asn 
195 200 205 

Asn Leu Ser Lys Gly Leu Ala Ser Ser Leu He Gly Asp Gly He Arg 
210 215 220 

Val Asn Ser Val Ala Pro Gly Pro Phe Trp Thr Pro Leu Gin Pro Ser 
225 230 235 240 

His Gly Gin Pro Gin Glu Lys He Glu Gly Phe Gly Gin His Ala Pro 
245 250 255 

He Gly Arg Ala Gly His Pro Val Glu Leu Ala Gly Ala Tyr Val Phe 
260 265 270 

Leu Ala Ser Asp Glu Ala Ser Tyr Val Val Gly Glu Thr Leu Gly Val 
275 280 285 

Thr Gly Gly Thr Pro Thr Pro 
290 295 



<210> 319 
<211> 1605 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1582) 
<223> RXN01049 



<400> 319 
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aagcacagca attgagcaat actcccatgc atgttttcgc gtgatcacgc tatatcctta 60 

aagaatattc tttattagtc agacctttaa aggaaacctt atg gga tea att cca 115 

Met Gly Ser lie Pro 



1 5 

aca atg tec ate cct ttt gat gac tea cgt gga cct tat gtc ctt get 
Thr Met Ser lie Pro Phe Asp Asp Ser Arg Gly Pro Tyr Val Leu Ala 
10 15 20 

atg gat att ggt tec act gca tea cga ggt gga ctt tat gat get tec 
Met Asp lie Gly Ser Thr Ala Ser Arg Gly Gly Leu Tyr Asp Ala Ser 
25 30 35 

ggc tgc cca ate aaa ggc acc aag cag cgc gaa tec cat gaa ttc acc 
Gly Cys Pro He Lys Gly Thr Lys Gin Arg Glu Ser His Glu Phe Thr 
40 45 50 

acc ggt gag ggc gtt tec acc att gat get gac cag gtg gtt teg gag 
Thr Gly Glu Gly Val Ser Thr He Asp Ala Asp Gin Val Val Ser Glu 
55 60 65 

ate acc tea gtt att aat ggc att ttg aac gcg get gat cat cac aac 
He Thr Ser Val He Asn Gly He Leu Asn Ala Ala Asp His His Asn 
70 75 80 85 

ate aaa gat cag ate gee get gtc gcg eta gat tct ttt gca tec tea 
He Lys Asp Gin He Ala Ala Val Ala Leu Asp Ser Phe Ala Ser Ser 
90 95 100 

tta ate ttg gtc gat ggt gaa ggc aat gcg etc acc ccg tgc att acc 
Leu He Leu Val Asp Gly Glu Gly Asn Ala Leu Thr Pro Cys He Thr 
105 HO H5 

tac gcg gat tct cgt tct gca cag tat gtg gag cag ctg cgc gcg gaa 
Tyr Ala Asp Ser Arg Ser Ala Gin Tyr Val Glu Gin Leu Arg Ala Glu 
120 125 130 

ate gat gag aag gec tac cac ggc cgc acc ggc gtc tgc ttg cac acc 
He Asp Glu Lys Ala Tyr His Gly Arg Thr Gly Val Cys Leu His Thr 
135 140 145 

tec tac cac cca teg cgc ttg ctg tgg ctg aaa act gag ttc gag aaa 
Ser Tyr His Pro Ser Arg Leu Leu Trp Leu Lys Thr Glu Phe Glu Lys 
150 155 160 165 

gag ttc aac aaa gee aag tat gtg atg acc ate ggt gag tac gtc tac 
Glu Phe Asn Lys Ala Lys Tyr Val Met Thr He Gly Glu Tyr Val Tyr 
170 175 180 

ttc aaa ctt gca ggc ate acc gga atg get act teg att gee gcg tgg 
Phe Lys Leu Ala Gly He Thr Gly Met Ala Thr Ser He Ala Ala Trp 
185 190 195 

agt ggc att ttg gac gee cat acc ggc gaa ctt gat ctg act ate ttg 
Ser Gly He Leu Asp Ala His Thr Gly Glu Leu Asp Leu Thr He Leu 
200 205 210 

gag cac ate ggt gtt gat ccg get ctg ttc ggt gag ate aga aac cct 
Glu His He Gly Val Asp Pro Ala Leu Phe Gly Glu He Arg Asn Pro 
215 220 225 



163 



211 



259 



307 



355 



403 



451 



499 



547 



595 



643 



691 



739 



787 



BGI-126CP 



-450- 



gat gaa cca gcc acc gat gcc aaa gtt gtc gac aaa aag tgg aag cac 
Asp Glu Pro Ala Thr Asp Ala Lys Val Val Asp Lys Lys Trp Lys His 
230 



235 240 245 



ctg gaa gaa ate cct tgg ttc cat gcc att cca gac ggc tgg cct tec 
Leu Glu Glu He Pro Trp Phe His Ala He Pro Asp Gly Trp Pro Ser 
250 255 260 

aac att ggc cca ggc gcc gtg gat tct aaa acc gtc gca gtc gcc gcc 
Asn He Gly Pro Gly Ala Val Asp Ser Lys Thr Val Ala Val Ala Ala 
265 270 275 

get aca tec ggc gcc atg cgc gtg ate ctt ccg age gtt ccc gaa cag 
Ala Thr Ser Gly Ala Met Arg Val He Leu Pro Ser Val Pro Glu Gin 
280 285 290 

ate ccc tct ggc ctg tgg tgt tac cgc gtt tec cgc gac cag tgc ate 
He Pro Ser Gly Leu Trp Cys Tyr Arg Val Ser Arg Asp Gin Cys He 
295 300 305 

gtt ggt ggc gca etc aac gac gtc gga cgc gcc gtc acc tgg ctg gaa 
Val Gly Gly Ala Leu Asn Asp Val Gly Arg Ala Val Thr Trp Leu Glu 
310 315 320 325 



gca etc tec tac cag cgc gtt tgg gaa cac atg ggg aaa gcc ggc gca 
Ala Leu Ser Tyr Gin Arg Val Trp Glu His Met Gly Lys Ala Gly Ala 
390 395 400 405 

gcc cct gaa egg gtc ate gca tea gga cga gtc tec acc gac cac cca 
Ala Pro Glu Arg Val He Ala Ser Gly Arg Val Ser Thr Asp His Pro 
410 415 420 

gaa ttc etc gcg atg ctt tec gac gcc etc gac acc cca gtc ate cct 
Glu Phe Leu Ala Met Leu Ser Asp Ala Leu Asp Thr Pro Val He Pro 
425 430 435 

ctg gaa atg aag cgc gcc acc etc cgc ggc acc gca ctt ate gtc ctt 
Leu Glu Met Lys Arg Ala Thr Leu Arg Gly Thr Ala Leu He Val Leu 
440 445 450 

gag cag etc gaa cca ggc ggc acg cgc gcg acg cca cca ttc ggc acg 
Glu Gin Leu Glu Pro Gly Gly Thr Arg Ala Thr Pro Pro Phe Gly Thr 
455 460 465 



835 



883 



931 



979 



1027 



1075 



1123 



cgc acc att ate aag cct gaa aac etc gac gaa gtg ctg ate cgc gaa 
Arq Thr He He Lys Pro Glu Asn Leu Asp Glu Val Leu He Arg Glu 
330 335 340 

ccc etc gaa ggc acc cca get gtc ctg ccg ttc ttc tec ggg gaa cgc 1171 
Pro Leu Glu Gly Thr Pro Ala Val Leu Pro Phe Phe Ser Gly Glu Arg 
345 350 355 

tec ate ggc tgg gca gcc tea gcg cag gcc acg ate acc aac att cag 1219 
Ser He Gly Trp Ala Ala Ser Ala Gin Ala Thr He Thr Asn He Gin 
360 365 370 

gaa caa acc ggc cct gaa cac ttg tgg cgc ggc gtt ttc gaa gcc etc 1267 
Glu Gin Thr Gly Pro Glu His Leu Trp Arg Gly Val Phe Glu Ala Leu 
375 380 385 



1315 



1363 



1411 



1459 



1507 
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acg cat cag ccg cgc ttt gcg cac cat tac tec aag gca aga gag ctt 1555 
Thr His Gin Pro Arg Phe Ala His His Tyr Ser Lys Ala Arg Glu Leu 
470 475 480 485 



ttc gac gec etc tac etc aag ttg gtc tagcttttcg cagtggaacg 
Phe Asp Ala Leu Tyr Leu Lys Leu Val 
490 

cgc 



<210> 320 
<211> 494 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 320 

Met Gly Ser lie Pro Thr Met Ser He Pro Phe Asp Asp Ser Arg Gly 
15 10 15 

Pro Tyr Val Leu Ala Met Asp He Gly Ser Thr Ala Ser Arg Gly Gly 
20 25 30 

Leu Tyr Asp Ala Ser Gly Cys Pro He Lys Gly Thr Lys Gin Arg Glu 
35 40 45 

Ser His Glu Phe Thr Thr Gly Glu Gly Val Ser Thr He Asp Ala Asp 
50 55 60 

Gin Val Val Ser Glu He Thr Ser Val He Asn Gly He Leu Asn Ala 
65 70 75 80 

Ala Asp His His Asn He Lys Asp Gin He Ala Ala Val Ala Leu Asp 
85 90 95 

Ser Phe Ala Ser Ser Leu He Leu Val Asp Gly Glu Gly Asn Ala Leu 
100 105 HO 

Thr Pro Cys He Thr Tyr Ala Asp Ser Arg Ser Ala Gin Tyr Val Glu 
115 120 125 

Gin Leu Arg Ala Glu He Asp Glu Lys Ala Tyr His Gly Arg Thr Gly 
130 135 140 

Val Cys Leu His Thr Ser Tyr His Pro Ser Arg Leu Leu Trp Leu Lys 
145 150 155 160 

Thr Glu Phe Glu Lys Glu Phe Asn Lys Ala Lys Tyr Val Met Thr He 
165 170 175 

Gly Glu Tyr Val Tyr Phe Lys Leu Ala Gly He Thr Gly Met Ala Thr 
180 185 190 

Ser He Ala Ala Trp Ser Gly He Leu Asp Ala His Thr Gly Glu Leu 
195 200 205 

Asp Leu Thr He Leu Glu His He Gly Val Asp Pro Ala Leu Phe Gly 
210 215 220 

Glu He Arg Asn Pro Asp Glu Pro Ala Thr Asp Ala Lys Val Val Asp 
225 230 235 240 



1602 



1605 
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Lvs Lys Trp Lys His Leu Glu Glu He Pro Trp Phe His Ala He Pro 
245 250 255 

Asp Gly Trp Pro Ser Asn He Gly Pro Gly Ala Val Asp Ser Lys Thr 
260 265 270 

Val Ala Val Ala Ala Ala Thr Ser Gly Ala Met Arg Val He Leu Pro 
275 280 285 

Ser Val Pro Glu Gin He Pro Ser Gly Leu Trp Cys Tyr Arg Val Ser 
290 295 300 

Arg Asp Gin Cys He Val Gly Gly Ala Leu Asn Asp Val Gly Arg Ala 
305 310 315 320 

Val Thr Trp Leu Glu Arg Thr He He Lys Pro Glu Asn Leu Asp Glu 
325 330 335 

Val Leu He Arg Glu Pro Leu Glu Gly Thr Pro Ala Val Leu Pro Phe 
340 345 350 

Phe Ser Gly Glu Arg Ser He Gly Trp Ala Ala Ser Ala Gin Ala Thr 
355 360 365 

He Thr Asn He Gin Glu Gin Thr Gly Pro Glu His Leu Trp Arg Gly 
370 375 380 

Val Phe Glu Ala Leu Ala Leu Ser Tyr Gin Arg Val Trp Glu His Met 
385 390 395 400 

Gly Lys Ala Gly Ala Ala Pro Glu Arg Val He Ala Ser Gly Arg Val 
405 410 415 

Ser Thr Asp His Pro Glu Phe Leu Ala Met Leu Ser Asp Ala Leu Asp 
420 425 430 

Thr Pro Val He Pro Leu Glu Met Lys Arg Ala Thr Leu Arg Gly Thr 
435 440 445 

Ala Leu He Val Leu Glu Gin Leu Glu Pro Gly Gly Thr Arg Ala Thr 
450 455 460 

Pro Pro Phe Gly Thr Thr His Gin Pro Arg Phe Ala His His Tyr Ser 
465 470 475 480 

Lys Ala Arg Glu Leu Phe Asp Ala Leu Tyr Leu Lys Leu Val 
485 490 



<210> 321 
<211> 1134 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1111) 

<22 3> FRXA0104 9 

<400> 321 
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cacagtatgt ggagcagctg cgcgcggaaa tcgatgagaa ggcctaccac ggccgcaccg 60 

gcgtctgctt gcacacctcc taccacccat cgcgcttgct gtg gtg aaa act gag 115 

Val Val Lys Thr Glu 
1 5 



ttc gag aaa gag ttc aac aaa gcc aag tat gtg atg acc ate ggt gag 
Phe Glu Lys Glu Phe Asn Lys Ala Lys Tyr Val Met Thr lie Gly Glu 
10 15 20 



163 



tac gtc tac ttc aaa ctt gca ggc ate acc gga atg get act teg att 
Tyr Val Tyr Phe Lys Leu Ala Gly lie Thr Gly Met Ala Thr Ser lie 
25 30 35 



211 



gcc gcg tgg agt ggc att ttg gac gcc cat acc ggc gaa ctt gat ctg 
Ala Ala Trp Ser Gly lie Leu Asp Ala His Thr Gly Glu Leu Asp Leu 
40 45 50 



259 



act ate ttg gag cac ate ggt gtt gat ccg get ctg ttc ggt gag ate 
Thr lie Leu Glu His lie Gly Val Asp Pro Ala Leu Phe Gly Glu lie 
55 60 65 



307 



aga aac cct gat gaa cca gcc acc gat gcc aaa gtt gtc gac aaa aag 
Arg Asn Pro Asp Glu Pro Ala Thr Asp Ala Lys Val Val Asp Lys Lys 
70 75 80 85 



355 



tgg aag cac ctg gaa gaa ate cct tgg ttc cat gcc att cca gac ggc 
Trp Lys His Leu Glu Glu lie Pro Trp Phe His Ala lie Pro Asp Gly 
90 95 100 



403 



tgg cct tec aac att ggc cca ggc gcc gtg gat tct aaa acc gtc gca 
Trp Pro Ser Asn lie Gly Pro Gly Ala Val Asp Ser Lys Thr Val Ala 
105 110 115 



451 



gtc gcc gcc get aca tec ggc gcc atg cgc gtg ate ctt ccg age gtt 
Val Ala Ala Ala Thr Ser Gly Ala Met Arg Val lie Leu Pro Ser Val 
120 125 130 



499 



ccc gaa cag ate ccc tct ggc ctg tgg tgt tac cgc gtt tec cgc gac 
Pro Glu Gin He Pro Ser Gly Leu Trp Cys Tyr Arg Val Ser Arg Asp 
135 140 145 



547 



cag tgc ate gtt ggt ggc gca etc aac gac gtc gga cgc gcc gtc acc 
Gin Cys He Val Gly Gly Ala Leu Asn Asp Val Gly Arg Ala Val Thr 
150 155 160 165 



595 



tgg ctg gaa cgc acc att ate aag cct gaa aac etc gac gaa gtg ctg 
Trp Leu Glu Arg Thr He He Lys Pro Glu Asn Leu Asp Glu Val Leu 
170 175 180 



643 



ate cgc gaa ccc etc gaa ggc acc cca get gtc ctg ccg ttc ttc tec 
He Arg Glu Pro Leu Glu Gly Thr Pro Ala Val Leu Pro Phe Phe Ser 
185 190 195 



691 



ggg gaa cgc tec ate ggc tgg gca gcc tea gcg cag gcc acg ate acc 
Gly Glu Arg Ser He Gly Trp Ala Ala Ser Ala Gin Ala Thr He Thr 
200 205 210 



739 



aac att cag gaa caa acc ggc cct gaa cac ttg tgg cgc ggc gtt ttc 787 
Asn He Gin Glu Gin Thr Gly Pro Glu His Leu Trp Arg Gly Val Phe 
215 220 225 
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gaa gcc etc gca etc tec tac cag cgc gtt tgg gaa cac atg ggg aaa 835 
Glu Ala Leu Ala Leu Ser Tyr Gin Arg Val Trp Glu His Met Gly Lys 
230 235 240 245 

gcc ggc gca gcc cct gaa egg gtc ate gca tea gga cga gtc tec acc 
Ala Gly Ala Ala Pro Glu Arg Val He Ala Ser Gly Arg Val Ser Thr 
250 255 260 

gac cac cca gaa ttc etc gcg atg ctt tec gac gcc etc gac acc cca 
Asp His Pro Glu Phe Leu Ala Met Leu Ser Asp Ala Leu Asp Thr Pro 
265 270 275 

gtc ate cct ctg gaa atg aag cgc gcc acc etc cgc ggc acc gca ctt 97 9 
Val He Pro Leu Glu Met Lys Arg Ala Thr Leu Arg Gly Thr Ala Leu 
280 285 290 



ate gtc ctt gag cag etc gaa cca ggc ggc acg cgc gcg acg cca cca 
He Val Leu Glu Gin Leu Glu Pro Gly Gly Thr Arg Ala Thr Pro Pro 
295 300 305 

ttc ggc acg acg cat cag ccg cgc ttt gcg cac cat tac tec aag gca 
Phe Gly Thr Thr His Gin Pro Arg Phe Ala His His Tyr Ser Lys Ala 
310 



315 320 325 



aga gag ctt ttc gac gcc etc tac etc aag ttg gtc tagcttttcg 
Arg Glu Leu Phe Asp Ala Leu Tyr Leu Lys Leu Val 
330 335 

cagtggaacg cgc 



883 



931 



1027 



1075 



1121 



1134 



<210> 322 
<211> 337 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 322 

Val Val Lys Thr Glu Phe Glu Lys Glu Phe Asn Lys Ala Lys Tyr Val 
15 10 15 

Met Thr He Gly Glu Tyr Val Tyr Phe Lys Leu Ala Gly He Thr Gly 
20 25 30 

Met Ala Thr Ser He Ala Ala Trp Ser Gly He Leu Asp Ala His Thr 
35 40 45 

Gly Glu Leu Asp Leu Thr He Leu Glu His He Gly Val Asp Pro Ala 
50 55 60 

Leu Phe Gly Glu He Arg Asn Pro Asp Glu Pro Ala Thr Asp Ala Lys 
65 70 75 80 

Val Val Asp Lys Lys Trp Lys His Leu Glu Glu He Pro Trp Phe His 
85 90 95 

Ala He Pro Asp Gly Trp Pro Ser Asn He Gly Pro Gly Ala Val Asp 
100 105 HO 

Ser Lys Thr Val Ala Val Ala Ala Ala Thr Ser Gly Ala Met Arg Val 
115 120 125 
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He Leu Pro Ser Val Pro Glu Gin He Pro Ser Gly Leu Trp Cys Tyr 
130 135 140 

Arg Val Ser Arg Asp Gin Cys He Val Gly Gly Ala Leu Asn Asp Val 
145 150 155 160 

Gly Arg Ala Val Thr Trp Leu Glu Arg Thr He He Lys Pro Glu Asn 
165 170 175 

Leu Asp Glu Val Leu He Arg Glu Pro Leu Glu Gly Thr Pro Ala Val 
180 185 190 

Leu Pro Phe Phe Ser Gly Glu Arg Ser He Gly Trp Ala Ala Ser Ala 
195 200 205 

Gin Ala Thr He Thr Asn He Gin Glu Gin Thr Gly Pro Glu His Leu 
210 215 220 

Trp Arq Gly Val Phe Glu Ala Leu Ala Leu Ser Tyr Gin Arg Val Trp 
225 230 235 240 

Glu His Met Gly Lys Ala Gly Ala Ala Pro Glu Arg Val He Ala Ser 
245 250 255 

Gly Arg Val Ser Thr Asp His Pro Glu Phe Leu Ala Met Leu Ser Asp 
260 265 270 

Ala Leu Asp Thr Pro Val He Pro Leu Glu Met Lys Arg Ala Thr Leu 
275 280 285 

Arg Gly Thr Ala Leu He Val Leu Glu Gin Leu Glu Pro Gly Gly Thr 
290 295 300 

Arg Ala Thr Pro Pro Phe Gly Thr Thr His Gin Pro Arg Phe Ala His 
305 310 315 320 

His Tyr Ser Lys Ala Arg Glu Leu Phe Asp Ala Leu Tyr Leu Lys Leu 
325 330 335 

Val 



<210> 323 
<211> 597 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (574) 

<223> FRXA01050 

<400> 323 

aagcacagca attgagcaat actcccatgc 
aagaatattc tttattagtc agacctttaa 



atgttttcgc gtgatcacgc tatatcctta 60 

aggaaacctt atg gga tea att cca 11 
Met Gly Ser He Pro 
1 5 
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aca atg tec ate cct ttt gat gac tea cgt gga cct tat gtc ctt get 
Thr Met Ser He Pro Phe Asp Asp Ser Arg Gly Pro Tyr Val Leu Ala 
10 15 20 

atg gat att ggt tec act gca tea cga ggt gga ctt tat gat get tec 
Met Asp He Gly Ser Thr Ala Ser Arg Gly Gly Leu Tyr Asp Ala Ser 
25 30 35 

ggc tgc cca ate aaa ggc acc aag cag cgc gaa tec cat gaa ttc acc 
Gly Cys Pro He Lys Gly Thr Lys Gin Arg Glu Ser His Glu Phe Thr 
40 45 50 

acc ggt gag ggc gtt tec acc att gat get gac cag gtg gtt teg gag 
Thr Gly Glu Gly Val Ser Thr He Asp Ala Asp Gin Val Val Ser Glu 
55 60 ^5 

ate acc tea gtt att aat ggc att ttg aac gcg get gat cat cac aac 
He Thr Ser Val He Asn Gly He Leu Asn Ala Ala Asp His His Asn 
70 75 80 85 

ate aaa gat cag ate gee get gtc gcg eta gat tct ttt gca tec tea 
He Lys Asp Gin He Ala Ala Val Ala Leu Asp Ser Phe Ala Ser Ser 
90 95 100 

tta ate ttg gtc gat ggt gaa ggc aat gcg etc acc ccg tgc att acc 
Leu He Leu Val Asp Gly Glu Gly Asn Ala Leu Thr Pro Cys He Thr 
105 HO H5 

tac gcg gat tct cgt tct gca cag tat gtg gag cag ctg cgc gcg gaa 
Tyr Ala Asp Ser Arg Ser Ala Gin Tyr Val Glu Gin Leu Arg Ala Glu 
120 125 130 

ate gat gag aag gec tac cac ggc cgc acc ggc gtc tgc ttg cac acc 
He Asp Glu Lys Ala Tyr His Gly Arg Thr Gly Val Cys Leu His Thr 
135 140 145 

tec tac cac cca teg cgc ttg ctg tgg tgaaaactga gttcgagaaa 
Ser Tyr His Pro Ser Arg Leu Leu Trp 
150 155 

gag 



163 



211 



259 



307 



355 



403 



451 



499 



547 



594 



597 



<210> 324 
<211> 158 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 324 

Met Gly Ser He Pro Thr Met Ser He Pro Phe Asp Asp Ser Arg Gly 
15 10 15 

Pro Tyr Val Leu Ala Met Asp He Gly Ser Thr Ala Ser Arg Gly Gly 
20 25 30 

Leu Tyr Asp Ala Ser Gly Cys Pro He Lys Gly Thr Lys Gin Arg Glu 
35 40 45 

Ser His Glu Phe Thr Thr Gly Glu Gly Val Ser Thr He Asp Ala Asp 
50 55 60 
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Gln Val Val Ser Glu lie Thr Ser 
65 70 

Ala Asp His His Asn lie Lys Asp 
85 

Ser Phe Ala Ser Ser Leu lie Leu 
100 

Thr Pro Cys lie Thr Tyr Ala Asp 
115 120 

Gin Leu Arg Ala Glu lie Asp Glu 
130 135 

Val Cys Leu His Thr Ser Tyr His 
145 150 



Val lie Asn Gly lie Leu Asn Ala 
75 80 

Gin lie Ala Ala Val Ala Leu Asp 
90 95 

Val Asp Gly Glu Gly Asn Ala Leu 
105 HO 

Ser Arg Ser Ala Gin Tyr Val Glu 
125 

Lys Ala Tyr His Gly Arg Thr Gly 
140 

Pro Ser Arg Leu Leu Trp 
155 



<210> 325 
<211> 1065 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (1042) 

<223> RXA00202 

<400> 325 

ctggcagcag attgtcatcg gttgtgtcat cgcgcttgcg gtgggcttcg atgtcatccg 60 

aaacaaaacc tctaagtaat tcctgaaagg aaattttcac atg tac get cgt aaa 115 

Met Tyr Ala Arg Lys 
1 5 



ctt att get ctg tec get tct gtc gtt ttg get ttc age ttg tct get 
Leu He Ala Leu Ser Ala Ser Val Val Leu Ala Phe Ser Leu Ser Ala 
10 15 20 

tgc aac cgt gaa tct tct ggc ace age gca gac ggc ggt tct gcg gat 
Cys Asn Arg Glu Ser Ser Gly Thr Ser Ala Asp Gly Gly Ser Ala Asp 
25 30 35 

ggg teg ate ace ttg get ctg tct ace cag acc aac ccg ttc ttt gtg 
Gly Ser He Thr Leu Ala Leu Ser Thr Gin Thr Asn Pro Phe Phe Val 
40 45 50 

cag ctt cgt gat ggt gee cag gaa aag get gat gaa ttg ggc gtg acc 
Gin Leu Arg Asp Gly Ala Gin Glu Lys Ala Asp Glu Leu Gly Val Thr 
55 60 65 

etc aat gtt cag gat get tec gat gac get gca acg cag gec aac cag 
Leu Asn Val Gin Asp Ala Ser Asp Asp Ala Ala Thr Gin Ala Asn Gin 
70 75 80 85 

etc aac aac get gtc acc acc ggt get ggc gtg gtg att gtc aac cca 
Leu Asn Asn Ala Val Thr Thr Gly Ala Gly Val Val He Val Asn Pro 
90 95 100 

act gat tct gat get gtg gtg ccg teg gtg gaa get etc aac cag get 



163 



211 



259 



307 



355 



403 



451 
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Thr Asp Ser Asp Ala Val Val Pro Ser Val Glu Ala Leu Asn Gin Ala 
105 110 115 

gac att cct gtt gtg get gtc gac cgt tec tec aat ggt ggc gag gtg 4 99 
Asp He Pro Val Val Ala Val Asp Arg Ser Ser Asn Gly Gly Glu Val 
120 125 130 

gcg tec ttc gtg gca tct gac aac gtt get ggc ggc gcg cag get get 547 
Ala Ser Phe Val Ala Ser Asp Asn Val Ala Gly Gly Ala Gin Ala Ala 
135 140 145 

gca gec ctg gca gag gcg ate ggt ggc gaa ggt gaa ate etc atg ctg 595 
Ala Ala Leu Ala Glu Ala He Gly Gly Glu Gly Glu He Leu Met Leu 
150 155 160 165 

caa ggc att gcg gga tec tct gca tea cgt gat cgt gga cag gga ttt 64 3 
Gin Gly He Ala Gly Ser Ser Ala Ser Arg Asp Arg Gly Gin Gly Phe 
170 175 180 

gaa gag gag ate get aag cat gag ggc att tec att gtg get aag cag 691 
Glu Glu Glu He Ala Lys His Glu Gly He Ser He Val Ala Lys Gin 
185 190 195 

acc gee aac ttt gac cgc ggt gag ggc ctg gac gtg gca act aac ctg 739 
Thr Ala Asn Phe Asp Arg Gly Glu Gly Leu Asp Val Ala Thr Asn Leu 
200 205 210 

ctg cag gca cac ccc aat gtg aag gcg ate ttc gcg gaa aac gat gag 787 
Leu Gin Ala His Pro Asn Val Lys Ala He Phe Ala Glu Asn Asp Glu 
215 220 225 

atg gcg ttg ggc gca ate gaa gee ctg ggt get cgt get ggt gaa gat 835 
Met Ala Leu Gly Ala He Glu Ala Leu Gly Ala Arg Ala Gly Glu Asp 
230 235 240 245 

gtc ate gtt gtc ggt ttc gat ggc acc aat gat ggt ctg gca gcg gtt 883 
Val He Val Val Gly Phe Asp Gly Thr Asn Asp Gly Leu Ala Ala Val 
250 255 260 

gaa gat gga cgc atg ttg gee acc gtt get cag cag cca gaa gag ctg 931 
Glu Asp Gly Arg Met Leu Ala Thr Val Ala Gin Gin Pro Glu Glu Leu 
265 270 275 

gga gca aag get gtg gaa gaa gca get aag etc ctg cgc ggt gag gac 97 9 
Gly Ala Lys Ala Val Glu Glu Ala Ala Lys Leu Leu Arg Gly Glu Asp 
280 285 290 

get gaa aca gag gta cca gtt gag gtt gtc act gtg aag etc gac aac 1027 
Ala Glu Thr Glu Val Pro Val Glu Val Val Thr Val Lys Leu Asp Asn 
295 300 305 

gtc gcg gac ttc aag tagteggega tgaaaaagtc cgt 1065 

Val Ala Asp Phe Lys 

310 



<210> 326 
<211> 314 
<212> PRT 

<213> Corynebacterium glutamicum 
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<400> 326 

Met Tyr Ala Arg Lys Leu lie Ala Leu Ser Ala Ser Val Val Leu Ala 
15 10 15 

Phe Ser Leu Ser Ala Cys Asn Arg Glu Ser Ser Gly Thr Ser Ala Asp 
20 25 30 

Gly Gly Ser Ala Asp Gly Ser lie Thr Leu Ala Leu Ser Thr Gin Thr 
35 40 45 

Asn Pro Phe Phe Val Gin Leu Arg Asp Gly Ala Gin Glu Lys Ala Asp 
50 55 60 

Glu Leu Gly Val Thr Leu Asn Val Gin Asp Ala Ser Asp Asp Ala Ala 
65 70 75 80 

Thr Gin Ala Asn Gin Leu Asn Asn Ala Val Thr Thr Gly Ala Gly Val 
85 90 95 

Val lie Val Asn Pro Thr Asp Ser Asp Ala Val Val Pro Ser Val Glu 
100 105 110 

Ala Leu Asn Gin Ala Asp lie Pro Val Val Ala Val Asp Arg Ser Ser 
115 120 125 

Asn Gly Gly Glu Val Ala Ser Phe Val Ala Ser Asp Asn Val Ala Gly 
130 135 140 

Gly Ala Gin Ala Ala Ala Ala Leu Ala Glu Ala He Gly Gly Glu Gly 
145 150 155 160 

Glu He Leu Met Leu Gin Gly He Ala Gly Ser Ser Ala Ser Arg Asp 
165 170 175 

Arg Gly Gin Gly Phe Glu Glu Glu He Ala Lys His Glu Gly He Ser 
180 185 190 

He Val Ala Lys Gin Thr Ala Asn Phe Asp Arg Gly Glu Gly Leu Asp 
195 200 205 

Val Ala Thr Asn Leu Leu Gin Ala His Pro Asn Val Lys Ala He Phe 
210 215 220 

Ala Glu Asn Asp Glu Met Ala Leu Gly Ala He Glu Ala Leu Gly Ala 
225 230 235 240 

Arg Ala Gly Glu Asp Val He Val Val Gly Phe Asp Gly Thr Asn Asp 
245 250 255 

Gly Leu Ala Ala Val Glu Asp Gly Arg Met Leu Ala Thr Val Ala Gin 
260 265 270 

Gin Pro Glu Glu Leu Gly Ala Lys Ala Val Glu Glu Ala Ala Lys Leu 
275 280 285 

Leu Arg Gly Glu Asp Ala Glu Thr Glu Val Pro Val Glu Val Val Thr 
290 295 300 

Val Lys Leu Asp Asn Val Ala Asp Phe Lys 
305 310 
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<210> 327 
<211> 1077 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1054) 
<223> RXN00872 

<400> 327 

gaaatgtatt gctttgtcag gacaatgtgt tattgtcatg acatgcgatc gtgagggtcg 60 

ccacattcca tcaaaaatga gtgaagggtt gcatcgccac atg act aac ttg acg 115 

Met Thr Asn Leu Thr 
1 5 

age act cac gaa gtc eta get ate ggc cgc ttg ggc gta gat att tae 163 
Ser Thr His Glu Val Leu Ala lie Gly Arg Leu Gly Val Asp lie Tyr 
10 15 20 

cca ctt caa agt gga gta gga ctg gee gat gtt caa tct ttc ggc aag 211 
Pro Leu Gin Ser Gly Val Gly Leu Ala Asp Val Gin Ser Phe Gly Lys 
25 30 35 

tac etc ggc gga age gca gca aac gtt tct gtt gca gec gec cgc cat 259 
Tyr Leu Gly Gly Ser Ala Ala Asn Val Ser Val Ala Ala Ala Arg His 
40 45 50 

gga cac aat tec gca ctg ctg tec cgt gtg gga aat gat cct ttc ggc 307 
Gly His Asn Ser Ala Leu Leu Ser Arg Val Gly Asn Asp Pro Phe Gly 
55 60 65 

gag tac ctg ctt get gag ctg gag cgt ttg ggc gtg gac aac cag tac 355 
Glu Tyr Leu Leu Ala Glu Leu Glu Arg Leu Gly Val Asp Asn Gin Tyr 
70 75 80 85 

gtt gec acc gat cag act ttt aag acc cca gtg acc ttc tgt gaa att 403 
Val Ala Thr Asp Gin Thr Phe Lys Thr Pro Val Thr Phe Cys Glu lie 
90 95 100 

ttc cca ccg gat gat ttc cca ctg tac ttc tac cgc gaa cca aag get 451 
Phe Pro Pro Asp Asp Phe Pro Leu Tyr Phe Tyr Arg Glu Pro Lys Ala 
105 110 115 

ccg gat etc aat att gaa tec gca gac gtc age ctg gac gat gtg cgc 4 99 
Pro Asp Leu Asn lie Glu Ser Ala Asp Val Ser Leu Asp Asp Val Arg 
120 125 130 

gaa gec gat att ttg tgg ttc aca etc act ggt ttc agt gaa gag cca 547 
Glu Ala Asp lie Leu Trp Phe Thr Leu Thr Gly Phe Ser Glu Glu Pro 
135 140 145 

age cgc ggc aca cac cgc gag ate ttg act act cgt gcg aac cgt cge 595 
Ser Arg Gly Thr His Arg Glu He Leu Thr Thr Arg Ala Asn Arg Arg 
150 155 160 165 

cac acc ate ttt gat ctg gac tac cga cca atg ttc tgg gaa tec cca 643 
His Thr He Phe Asp Leu Asp Tyr Arg Pro Met Phe Trp Glu Ser Pro 
170 175 180 
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gaa gag gcc acc aag cag gcg gaa tgg gcg ttg cag cat tec acg gtg 691 
Glu Glu Ala Thr Lys Gin Ala Glu Trp Ala Leu Gin His Ser Thr Val 
185 190 195 

gcg gtt ggc aac aag gaa gaa tgc gaa ate gca gtg ggc gag acc gag 739 
Ala Val Gly Asn Lys Glu Glu Cys Glu lie Ala Val Gly Glu Thr Glu 
200 205 210 

cca gag cgc gcg ggc cga gca ctg ttg gaa cgc ggt gtg gag ttg gcc 787 
Pro Glu Arg Ala Gly Arg Ala Leu Leu Glu Arg Gly Val Glu Leu Ala 
215 220 225 

ate gtc aag cag gga cct aag ggt gtc atg gcg atg acc aag gac gaa 835 
lie Val Lys Gin Gly Pro Lys Gly Val Met Ala Met Thr Lys Asp Glu 
230 235 240 245 

acc gta gaa gtt cct ccg ttc ttc gtc gat gtc ate aac ggt ctt ggt 883 
Thr Val Glu Val Pro Pro Phe Phe Val Asp Val lie Asn Gly Leu Gly 
250 255 260 

gcc ggc gat gca ttc ggc ggc gcg ctg tgc cac ggt ctg etc tct gaa 931 
Ala Gly Asp Ala Phe Gly Gly Ala Leu Cys His Gly Leu Leu Ser Glu 
265 270 275 

tgg ccg ttg gaa aag gtt etc cgt ttt gcc aac acc gcg ggt gcg ctt 97 9 
Trp Pro Leu Glu Lys Val Leu Arg Phe Ala Asn Thr Ala Gly Ala Leu 
280 285 290 

gtg gcg tec cgt ctt gaa tgc tec acc gca atg cct act acc gat gag 1027 
Val Ala Ser Arg Leu Glu Cys Ser Thr Ala Met Pro Thr Thr Asp Glu 
295 300 305 

gtg gaa gcc tec etc aac cag aaa gtc tgatatgact cctccgatta 1074 

Val Glu Ala Ser Leu Asn Gin Lys Val 
310 315 

tct 1077 



<210> 328 
<211> 318 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 328 

Met Thr Asn Leu Thr Ser Thr His Glu Val Leu Ala lie Gly Arg Leu 
15 10 15 

Gly Val Asp lie Tyr Pro Leu Gin Ser Gly Val Gly Leu Ala Asp Val 
20 25 30 

Gin Ser Phe Gly Lys Tyr Leu Gly Gly Ser Ala Ala Asn Val Ser Val 
35 40 45 

Ala Ala Ala Arg His Gly His Asn Ser Ala Leu Leu Ser Arg Val Gly 
50 55 60 

Asn Asp Pro Phe Gly Glu Tyr Leu Leu Ala Glu Leu Glu Arg Leu Gly 
65 70 75 80 
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Val Asp Asn Gin Tyr Val Ala Thr Asp Gin Thr Phe Lys Thr Pro Val 
85 90 95 

Thr Phe Cys Glu He Phe Pro Pro Asp Asp Phe Pro Leu Tyr Phe Tyr 
100 105 HO 

Arg Glu Pro Lys Ala Pro Asp Leu Asn He Glu Ser Ala Asp Val Ser 
115 120 125 

Leu Asp Asp Val Arg Glu Ala Asp He Leu Trp Phe Thr Leu Thr Gly 
130 135 140 

Phe Ser Glu Glu Pro Ser Arg Gly Thr His Arg Glu He Leu Thr Thr 
145 150 155 160 

Arg Ala Asn Arg Arg His Thr He Phe Asp Leu Asp Tyr Arg Pro Met 
165 1^0 175 

Phe Trp Glu Ser Pro Glu Glu Ala Thr Lys Gin Ala Glu Trp Ala Leu 
180 185 190 

Gin His Ser Thr Val Ala Val Gly Asn Lys Glu Glu Cys Glu He Ala 
195 200 205 

Val Gly Glu Thr Glu Pro Glu Arg Ala Gly Arg Ala Leu Leu Glu Arg 
210 215 220 

Gly Val Glu Leu Ala He Val Lys Gin Gly Pro Lys Gly Val Met Ala 
225 230 235 240 

Met Thr Lys Asp Glu Thr Val Glu Val Pro Pro Phe Phe Val Asp Val 
245 250 255 

He Asn Gly Leu Gly Ala Gly Asp Ala Phe Gly Gly Ala Leu Cys His 
260 265 270 

Gly Leu Leu Ser Glu Trp Pro Leu Glu Lys Val Leu Arg Phe Ala Asn 
275 280 285 

Thr Ala Gly Ala Leu Val Ala Ser Arg Leu Glu Cys Ser Thr Ala Met 
290 295 300 

Pro Thr Thr Asp Glu Val Glu Ala Ser Leu Asn Gin Lys Val 
305 310 315 



<210> 329 
<211> 622 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (622) 

<223> FRXA00872 

<400> 329 

gaaatgtatt gctttgtcag gacaatgtgt tattgtcatg acatgcgatc gtgagggtcg 

ccacattcca tcaaaaatga gtgaagggtt gcatcgccac atg act aac ttg acg 

Met Thr Asn Leu Thr 
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agc act cac gaa gtc eta get ate ggc cgc ttg ggc gta gat att tac 163 
Ser Thr His Glu Val Leu Ala lie Gly Arg Leu Gly Val Asp He Tyr 
10 15 20 

cca ctt caa agt gga gta gga ctg gee gat gtt caa tct ttc ggc aag 211 
Pro Leu Gin Ser Gly Val Gly Leu Ala Asp Val Gin Ser Phe Gly Lys 
25 30 35 

tac etc ggc gga age gca gca aac gtt tct gtt gca gee gec cgc cat 259 
Tyr Leu Gly Gly Ser Ala Ala Asn Val Ser Val Ala Ala Ala Arg His 
40 45 50 

gga cac aat tec gca ctg ctg tec cgt gtg gga aat gat cct ttc ggc 307 
Gly His Asn Ser Ala Leu Leu Ser Arg Val Gly Asn Asp Pro Phe Gly 
55 60 65 

gag tac ctg ctt get gag ctg gag cgt ttg ggc gtg gac aac cag tac 355 
Glu Tyr Leu Leu Ala Glu Leu Glu Arg Leu Gly Val Asp Asn Gin Tyr 
70 75 80 85 

gtt gec acc gat cag act ttt aag ace cca gtg acc ttc tgt gaa att 403 
Val Ala Thr Asp Gin Thr Phe Lys Thr Pro Val Thr Phe Cys Glu He 
90 95 100 

ttc cca ccg gat gat ttc cca ctg tac ttc tac cgc gaa cca aag get 451 
Phe Pro Pro Asp Asp Phe Pro Leu Tyr Phe Tyr Arg Glu Pro Lys Ala 
105 110 115 



ccg gat etc aat att gaa tec gca gac gtc age ctg gac gat gtg cgc 
Pro Asp Leu Asn He Glu Ser Ala Asp Val Ser Leu Asp Asp Val Arg 
120 125 130 



499 



gaa gec gat att ttg tgg ttc aca etc act ggt ttc agt gaa gag cca 547 
Glu Ala Asp He Leu Trp Phe Thr Leu Thr Gly Phe Ser Glu Glu Pro 
135 140 145 

age cgc ggc aca cac cgc gag ate ttg act act cgt gcg aac cgt cgc 595 
Ser Arg Gly Thr His Arg Glu He Leu Thr Thr Arg Ala Asn Arg Arg 
150 155 160 165 

cac acc ate ttt gat ctg gac tac cga 622 
His Thr He Phe Asp Leu Asp Tyr Arg 
170 



<210> 330 
<211> 174 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 330 

Met Thr Asn Leu Thr Ser Thr His Glu Val Leu Ala lie Gly Arg Leu 
15 10 15 

Gly Val Asp He Tyr Pro Leu Gin Ser Gly Val Gly Leu Ala Asp Val 
20 25 30 



Gin Ser Phe Gly Lys Tyr Leu Gly Gly Ser Ala Ala Asn Val Ser Val 
35 40 45 
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Ala Ala Ala Arg 
50 

Asn Asp Pro Phe 
65 

Val Asp Asn Gin 



Thr Phe Cys Glu 
100 

Arg Glu Pro Lys 
115 

Leu Asp Asp Val 
130 

Phe Ser Glu Glu 
145 

Arg Ala Asn Arg 



His Gly His Asn 
55 

Gly Glu Tyr Leu 
70 

Tyr Val Ala Thr 
85 

lie Phe Pro Pro 



Ala Pro Asp Leu 
120 

Arg Glu Ala Asp 
135 

Pro Ser Arg Gly 
150 

Arg His Thr lie 
165 



Ser Ala Leu Leu 
60 

Leu Ala Glu Leu 
75 

Asp Gin Thr Phe 
90 

Asp Asp Phe Pro 
105 

Asn lie Glu Ser 



lie Leu Trp Phe 
140 

Thr His Arg Glu 
155 

Phe Asp Leu Asp 
170 



Ser Arg Val Gly 



Glu Arg Leu Gly 
80 

Lys Thr Pro Val 
95 

Leu Tyr Phe Tyr 
110 

Ala Asp Val Ser 
125 

Thr Leu Thr Gly 



lie Leu Thr Thr 
160 

Tyr Arg 



<210> 331 
<211> 1767 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1744) 
<223> RXN00799 

<400> 331 

ttgtctaacc ccgtataggt gagaaatgtt ggacaagtgt ctgttttttg tgggggaaat 60 

ctgactacga tggtaagaaa taaggaaaga gattaccatt atg tct caa gag egg 115 

Met Ser Gin Glu Arg 
1 5 

cct caa ate ggc tec cgc etc tct cgt gtc att gaa caa gac ggc eta 163 
Pro Gin lie Gly Ser Arg Leu Ser Arg Val lie Glu Gin Asp Gly Leu 
10 15 20 

caa ttc cgc gat etc gac ggc gac ggc gta ctt gca cct tat gaa gat 211 
Gin Phe Arg Asp Leu Asp Gly Asp Gly Val Leu Ala Pro Tyr Glu Asp 
25 30 35 

tgg cgt eta acc cca gca gag cgt gee get gac ctg gtg aaa cgt atg 259 
Trp Arg Leu Thr Pro Ala Glu Arg Ala Ala Asp Leu Val Lys Arg Met 
40 45 50 

aat gtg gaa gaa aaa gcg ggc ctg atg ate ate ggt teg cac tac ccc 307 
Asn Val Glu Glu Lys Ala Gly Leu Met lie lie Gly Ser His Tyr Pro 
55 60 65 



gga tac teg cct ttg gcg ccg gag agt gaa ggc aaa gac gcg gaa aag 
Gly Tyr Ser Pro Leu Ala Pro Glu Ser Glu Gly Lys Asp Ala Glu Lys 



355 
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70 75 80 85 

tgc gag cct ttg ctg aac cct gtc gat atg tgg cgt gag gat aac ccg 403 
Cys Glu Pro Leu Leu Asn Pro Val Asp Met Trp Arg Glu Asp Asn Pro 
90 95 100 

ate acg ggt gtt cct ttc acc gag cct gtg ctg gca act tct tec act 451 
lie Thr Gly Val Pro Phe Thr Glu Pro Val Leu Ala Thr Ser Ser Thr 
105 110 115 

gaa aat gec att aac ctg cgc aat cag cgt tac tta att gtt cgt gac 4 99 
Glu Asn Ala He Asn Leu Arg Asn Gin Arg Tyr Leu He Val Arg Asp 
120 125 130 

aac ctg cca get cgt ggg ctt get act tgg acc aat get gtt cag gaa 547 
Asn Leu Pro Ala Arg Gly Leu Ala Thr Trp Thr Asn Ala Val Gin Glu 
135 140 145 

gtc gcg gag cga tec cgt ttg ggt att cct gtt gcg ttt gcg teg aat 595 
Val Ala Glu Arg Ser Arg Leu Gly He Pro Val Ala Phe Ala Ser Asn 
150 155 160 165 

cct cgt aac cac gtc gcg etc gtt gcg cag ttc ggt gtg aac gag tec 643 
Pro Arg Asn His Val Ala Leu Val Ala Gin Phe Gly Val Asn Glu Ser 
170 175 180 

gcg ggt gtg ttc tct gag tgg cct ggc gag ctg ggt ctt get gcg ctt 691 
Ala Gly Val Phe Ser Glu Trp Pro Gly Glu Leu Gly Leu Ala Ala Leu 
185 190 195 

cgc gat get gaa ctg atg gag act ttc ggt acc gag get get aaa gaa 739 
Arg Asp Ala Glu Leu Met Glu Thr Phe Gly Thr Glu Ala Ala Lys Glu 
200 205 210 

tgg cgt gee ggt ggt gtg cac aag ctg tac ggt tac atg get gac etc 787 
Trp Arg Ala Gly Gly Val His Lys Leu Tyr Gly Tyr Met Ala Asp Leu 
215 220 225 

get tct gag cct cgt tgg tec cgc ttc aac ggt act ttt ggt gag gat 835 
Ala Ser Glu Pro Arg Trp Ser Arg Phe Asn Gly Thr Phe Gly Glu Asp 
230 235 240 245 

ccg gag ttg ate tct gat tac ate get get gtt gtg cgt ggt ttg cag 883 
Pro Glu Leu He Ser Asp Tyr He Ala Ala Val Val Arg Gly Leu Gin 
250 255 260 

ggc cct gag ctg tec aag aat tec gtg teg acc acc att aag cac ttc 931 
Gly Pro Glu Leu Ser Lys Asn Ser Val Ser Thr Thr He Lys His Phe 
265 270 275 

cca ggt ggc ggc gtg cgc etc gac ggc cac gat cct cac ttc cac tgg 97 9 
Pro Gly Gly Gly Val Arg Leu Asp Gly His Asp Pro His Phe His Trp 
280 285 290 

ggt cag acc aat gag tac cca acc gaa gat gcg ctg ggc aag tac cat 1027 
Gly Gin Thr Asn Glu Tyr Pro Thr Glu Asp Ala Leu Gly Lys Tyr His 
295 300 305 



ctg cct cct ttc cag gca get ate gac get ggc tgc gee teg ate atg 
Leu Pro Pro Phe Gin Ala Ala He Asp Ala Gly Cys Ala Ser He Met 
310 315 320 325 



1075 
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cct tac tac gca egg cca atg aac aac tec gec aac cag etc gat cag 1123 
Pro Tyr Tyr Ala Arg Pro Met Asn Asn Ser Ala Asn Gin Leu Asp Gin 
330 335 340 

cag ctg tgg caa aac ccg acc acg cag ttc gaa gag gtt gcg ttt gec 1171 
Gin Leu Trp Gin Asn Pro Thr Thr Gin Phe Glu Glu Val Ala Phe Ala 
345 350 355 

tac aac cgc acc ttc att cag gat ttg ctt cgc gac gec atg ggc cac 1219 
Tyr Asn Arg Thr Phe lie Gin Asp Leu Leu Arg Asp Ala Met Gly His 
360 365 370 

cgt ggg tac gtc aac tec gac tec ggc gtc ate gac gee atg atg tgg 1267 
Arg Gly Tyr Val Asn Ser Asp Ser Gly Val lie Asp Ala Met Met Trp 
375 380 385 

ggc gtg gag gaa etc age gag cca gaa cgc ttc gec gca gca gtg cgt 1315 
Gly Val Glu Glu Leu Ser Glu Pro Glu Arg Phe Ala Ala Ala Val Arg 
390 395 400 405 

gca ggc acc gac att ttc tec gac atg get aac cca cgt cga ctg etc 1363 
Ala Gly Thr Asp lie Phe Ser Asp Met Ala Asn Pro Arg Arg Leu Leu 
410 415 420 

gaa gca gtt get gag gga cac ctt gat gag tea gag ctg aat cag cca 1411 
Glu Ala Val Ala Glu Gly His Leu Asp Glu Ser Glu Leu Asn Gin Pro 
425 430 435 

gtc cag cga etc ctg gag gaa ate ttc cag ctt ggt ctg ttt gag aac 1459 
Val Gin Arg Leu Leu Glu Glu lie Phe Gin Leu Gly Leu Phe Glu Asn 
440 445 450 

cca tat gtc tct gaa gat gaa gca gaa aag ate att ggt gcg cca gag 1507 
Pro Tyr Val Ser Glu Asp Glu Ala Glu Lys lie lie Gly Ala Pro Glu 
455 460 465 

gtt tct gca ttg ggc aac aaa gca cag ctt gat tec gtc acc ttg ctg 1555 
Val Ser Ala Leu Gly Asn Lys Ala Gin Leu Asp Ser Val Thr Leu Leu 
470 475 480 485 

cgt aac aac ccc ate cgt get gec act gga tec tgc age aag cct gaa 1603 
Arg Asn Asn Pro He Arg Ala Ala Thr Gly Ser Cys Ser Lys Pro Glu 
490 495 500 

gat eta ccc att ggt tac tgg ccg tac caa gat cga cga ggt tea act 1651 
Asp Leu Pro He Gly Tyr Trp Pro Tyr Gin Asp Arg Arg Gly Ser Thr 
505 510 515 

aca get gga age age cat teg cgc aga act ccc agg ggt aac ctt ggt 1699 
Thr Ala Gly Ser Ser His Ser Arg Arg Thr Pro Arg Gly Asn Leu Gly 
520 525 530 

gtc ttc cga gtc aga age aga tct tgc aat cgt gtg ggc teg ccc 1744 
Val Phe Arg Val Arg Ser Arg Ser Cys Asn Arg Val Gly Ser Pro 
535 540 545 

tgaaattgea ctgtttgaag atg 1767 
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<211> 548 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 332 

Met Ser Gin Glu Arg Pro Gin lie Gly Ser Arg Leu Ser Arg Val lie 
15 10 15 

Glu Gin Asp Gly Leu Gin Phe Arg Asp Leu Asp Gly Asp Gly Val Leu 
20 25 30 

Ala Pro Tyr Glu Asp Trp Arg Leu Thr Pro Ala Glu Arg Ala Ala Asp 
35 40 45 

Leu Val Lys Arg Met Asn Val Glu Glu Lys Ala Gly Leu Met He He 
50 55 60 

Gly Ser His Tyr Pro Gly Tyr Ser Pro Leu Ala Pro Glu Ser Glu Gly 
65 70 75 80 

Lys Asp Ala Glu Lys Cys Glu Pro Leu Leu Asn Pro Val Asp Met Trp 
85 90 95 

Arg Glu Asp Asn Pro He Thr Gly Val Pro Phe Thr Glu Pro Val Leu 
100 105 110 

Ala Thr Ser Ser Thr Glu Asn Ala He Asn Leu Arg Asn Gin Arg Tyr 
115 120 125 

Leu He Val Arg Asp Asn Leu Pro Ala Arg Gly Leu Ala Thr Trp Thr 
130 135 140 

Asn Ala Val Gin Glu Val Ala Glu Arg Ser Arg Leu Gly He Pro Val 
145 150 155 160 

Ala Phe Ala Ser Asn Pro Arg Asn His Val Ala Leu Val Ala Gin Phe 
165 170 175 

Gly Val Asn Glu Ser Ala Gly Val Phe Ser Glu Trp Pro Gly Glu Leu 
180 185 190 

Gly Leu Ala Ala Leu Arg Asp Ala Glu Leu Met Glu Thr Phe Gly Thr 
195 200 205 

Glu Ala Ala Lys Glu Trp Arg Ala Gly Gly Val His Lys Leu Tyr Gly 
210 215 220 

Tyr Met Ala Asp Leu Ala Ser Glu Pro Arg Trp Ser Arg Phe Asn Gly 
225 230 235 240 

Thr Phe Gly Glu Asp Pro Glu Leu He Ser Asp Tyr He Ala Ala Val 
245 250 255 

Val Arg Gly Leu Gin Gly Pro Glu Leu Ser Lys Asn Ser Val Ser Thr 
260 265 270 

Thr He Lys His Phe Pro Gly Gly Gly Val Arg Leu Asp Gly His Asp 
275 280 285 

Pro His Phe His Trp Gly Gin Thr Asn Glu Tyr Pro Thr Glu Asp Ala 
290 295 300 
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Leu Gly Lys Tyr His Leu Pro Pro Phe Gin Ala Ala lie Asp Ala Gly 
305 310 315 320 

Cys Ala Ser lie Met Pro Tyr Tyr Ala Arg Pro Met Asn Asn Ser Ala 
325 330 335 

Asn Gin Leu Asp Gin Gin Leu Trp Gin Asn Pro Thr Thr Gin Phe Glu 
340 345 350 

Glu Val Ala Phe Ala Tyr Asn Arg Thr Phe lie Gin Asp Leu Leu Arg 
355 360 365 

Asp Ala Met Gly His Arg Gly Tyr Val Asn Ser Asp Ser Gly Val lie 
370 375 380 

Asp Ala Met Met Trp Gly Val Glu Glu Leu Ser Glu Pro Glu Arg Phe 
385 390 395 400 

Ala Ala Ala Val Arg Ala Gly Thr Asp lie Phe Ser Asp Met Ala Asn 
405 410 415 

Pro Arg Arg Leu Leu Glu Ala Val Ala Glu Gly His Leu Asp Glu Ser 
420 425 430 

Glu Leu Asn Gin Pro Val Gin Arg Leu Leu Glu Glu lie Phe Gin Leu 
435 440 445 

Gly Leu Phe Glu Asn Pro Tyr Val Ser Glu Asp Glu Ala Glu Lys lie 
450 455 460 

Tie Gly Ala Pro Glu Val Ser Ala Leu Gly Asn Lys Ala Gin Leu Asp 
465 470 475 480 

Ser Val Thr Leu Leu Arg Asn Asn Pro lie Arg Ala Ala Thr Gly Ser 
485 490 495 

Cys Ser Lys Pro Glu Asp Leu Pro lie Gly Tyr Trp Pro Tyr Gin Asp 
500 505 510 

Arg Arg Gly Ser Thr Thr Ala Gly Ser Ser His Ser Arg Arg Thr Pro 
515 520 525 

Arg Gly Asn Leu Gly Val Phe Arg Val Arg Ser Arg Ser Cys Asn Arg 
530 535 540 

Val Gly Ser Pro 
545 



<210> 333 
<211> 1607 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (1584) 
<223> FRXA007 99 



<400> 333 
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cta caa ttc cgc gat etc gac ggc gac ggc gta ctt gca cct tat gaa 48 
Leu Gin Phe Arg Asp Leu Asp Gly Asp Gly Val Leu Ala Pro Tyr Glu 
15 10 15 

gat tgg cgt eta acc cca gca gag cgt gec get gac ctg gtg aaa cgt 96 
Asp Trp Arg Leu Thr Pro Ala Glu Arg Ala Ala Asp Leu Val Lys Arg 
20 25 30 

atg aat gtg gaa gaa aaa gcg ggc ctg atg ate ate ggt teg cac tac 144 
Met Asn Val Glu Glu Lys Ala Gly Leu Met lie lie Gly Ser His Tyr 
35 40 45 

ccc gga tac teg cct ttg gcg ccg gag agt gaa ggc aaa gac gcg gaa 192 
Pro Gly Tyr Ser Pro Leu Ala Pro Glu Ser Glu Gly Lys Asp Ala Glu 
50 55 60 



aag tgc gag cct ttg ctg aac cct gtc gat atg tgg cgt gag gat aac 
Lys Cys Glu Pro Leu Leu Asn Pro Val Asp Met Trp Arg Glu Asp Asn 
65 70 75 80 



gaa gtc gcg gag cga tec cgt ttg ggt att cct gtt gcg ttt gcg teg 
Glu Val Ala Glu Arg Ser Arg Leu Gly lie Pro Val Ala Phe Ala Ser 



130 135 140 



240 



ccg ate acg ggt gtt cct ttc acc gag cct gtg ctg gca act tct tec 288 

Pro lie Thr Gly Val Pro Phe Thr Glu Pro Val Leu Ala Thr Ser Ser 
85 90 95 

act gaa aat gee att aac ctg cgc aat cag cgt tac tta att gtt cgt 336 

Thr Glu Asn Ala lie Asn Leu Arg Asn Gin Arg Tyr Leu lie Val Arg 
100 105 110 

gac aac ctg cca get cgt ggg ctt get act tgg acc aat get gtt cag 384 

Asp Asn Leu Pro Ala Arg Gly Leu Ala Thr Trp Thr Asn Ala Val Gin 
115 120 125 



432 



aat cct cgt aac cac gtc gcg etc gtt gcg cag ttc ggt gtg aac gag 480 
Asn Pro Arg Asn His Val Ala Leu Val Ala Gin Phe Gly Val Asn Glu 
145 150 155 160 

tec gcg ggt gtg ttc tct gag tgg cct ggc gag ctg ggt ctt get gcg 528 
Ser Ala Gly Val Phe Ser Glu Trp Pro Gly Glu Leu Gly Leu Ala Ala 
165 170 175 

ctt cgc gat get gaa ctg atg gag act ttc ggt acc gag get get aaa 576 
Leu Arg Asp Ala Glu Leu Met Glu Thr Phe Gly Thr Glu Ala Ala Lys 
180 185 190 

gaa tgg cgt gec ggt ggt gtg cac aag ctg tac ggt tac atg get gac 624 
Glu Trp Arg Ala Gly Gly Val His Lys Leu Tyr Gly Tyr Met Ala Asp 
195 200 205 

etc get tct gag cct cgt tgg tec cgc ttc aac ggt act ttt ggt gag 672 
Leu Ala Ser Glu Pro Arg Trp Ser Arg Phe Asn Gly Thr Phe Gly Glu 
210 215 220 

gat ccg gag ttg ate tct gat tac ate get get gtt gtg cgt ggt ttg 720 
Asp Pro Glu Leu lie Ser Asp Tyr lie Ala Ala Val Val Arg Gly Leu 
225 230 235 240 



cag ggc cct gag ctg tec aag aat tec gtg teg acc acc att aag cac 
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Gln Gly Pro Glu Leu Ser Lys Asn Ser Val Ser Thr Thr lie Lys His 
245 250 255 

ttc cca ggt ggc ggc gtg cgc etc gac ggc cac gat cct cac ttc cac 816 
Phe Pro Gly Gly Gly Val Arg Leu Asp Gly His Asp Pro His Phe His 
260 265 270 

tgg ggt cag acc aat gag tac cca acc gaa gat gcg ctg ggc aag tac 864 
Trp Gly Gin Thr Asn Glu Tyr Pro Thr Glu Asp Ala Leu Gly Lys Tyr 
275 280 285 

cat ctg cct cct ttc cag gca get ate gac get ggc tgc gee teg ate 912 
His Leu Pro Pro Phe Gin Ala Ala lie Asp Ala Gly Cys Ala Ser lie 
290 295 300 

atg cct tac tac gca egg cca atg aac aac tec gec aac cag etc gat 960 
Met Pro Tyr Tyr Ala Arg Pro Met Asn Asn Ser Ala Asn Gin Leu Asp 
305 310 315 320 

cag cag ctg tgg caa aac ccg acc acg cag ttc gaa gag gtt gcg ttt 1008 
Gin Gin Leu Trp Gin Asn Pro Thr Thr Gin Phe Glu Glu Val Ala Phe 
325 330 335 

gec tac aac cgc acc ttc att cag gat ttg ctt cgc gac gee atg ggc 1056 
Ala Tyr Asn Arg Thr Phe lie Gin Asp Leu Leu Arg Asp Ala Met Gly 
340 345 350 

cac cgt ggg tac gtc aac tec gac tec ggc gtc ate gac gee atg atg 1104 
His Arg Gly Tyr Val Asn Ser Asp Ser Gly Val lie Asp Ala Met Met 
355 360 365 

tgg gg c gtg gag gaa etc age gag cca gaa cgc ttc gee gca gca gtg 1152 
Trp Gly Val Glu Glu Leu Ser Glu Pro Glu Arg Phe Ala Ala Ala Val 
370 375 380 

cgt gca ggc acc gac att ttc tec gac atg get aac cca cgt cga ctg 1200 
Arg Ala Gly Thr Asp lie Phe Ser Asp Met Ala Asn Pro Arg Arg Leu 
385 390 395 400 

etc gaa gca gtt get gag gga cac ctt gat gag tea gag ctg aat cag 1248 
Leu Glu Ala Val Ala Glu Gly His Leu Asp Glu Ser Glu Leu Asn Gin 
405 410 415 

cca gtc cag cga etc ctg gag gaa ate ttc cag ctt ggt ctg ttt gag 1296 
Pro Val Gin Arg Leu Leu Glu Glu lie Phe Gin Leu Gly Leu Phe Glu 
420 425 430 

aac cca tat gtc tct gaa gat gaa gca gaa aag ate att ggt gcg cca 1344 
Asn Pro Tyr Val Ser Glu Asp Glu Ala Glu Lys lie lie Gly Ala Pro 
435 440 445 

gag gtt tct gca ttg ggc aac aaa gca cag ctt gat tec gtc acc ttg 1392 
Glu Val Ser Ala Leu Gly Asn Lys Ala Gin Leu Asp Ser Val Thr Leu 
450 455 460 

ctg cgt aac aac ccc ate cgt get gec act gga tec tgc age aag cct 1440 
Leu Arg Asn Asn Pro lie Arg Ala Ala Thr Gly Ser Cys Ser Lys Pro 
465 470 475 480 



gaa gat eta ccc att ggt tac tgg ccg tac caa gat cga cga ggt tea 
Glu Asp Leu Pro lie Gly Tyr Trp Pro Tyr Gin Asp Arg Arg Gly Ser 
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485 490 495 

act aca get gga age age cat teg cgc aga act ccc agg ggt aac ctt 1536 
Thr Thr Ala Gly Ser Ser His Ser Arg Arg Thr Pro Arg Gly Asn Leu 
500 505 510 

ggt gtc ttc cga gtc aga age aga tct tgc aat cgt gtg ggc teg ccc 1584 
Gly Val Phe Arg Val Arg Ser Arg Ser Cys Asn Arg Val Gly Ser Pro 
515 520 525 

tgaaattgea ctgtttgaag atg 1607 



<210> 334 
<211> 528 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 334 

Leu Gin Phe Arg Asp Leu Asp Gly Asp Gly Val Leu Ala Pro Tyr Glu 
15 10 15 

Asp Trp Arg Leu Thr Pro Ala Glu Arg Ala Ala Asp Leu Val Lys Arg 
20 25 30 

Met Asn Val Glu Glu Lys Ala Gly Leu Met He He Gly Ser His Tyr 
35 40 45 

Pro Gly Tyr Ser Pro Leu Ala Pro Glu Ser Glu Gly Lys Asp Ala Glu 
50 55 60 

Lys Cys Glu Pro Leu Leu Asn Pro Val Asp Met Trp Arg Glu Asp Asn 
65 70 75 80 

Pro He Thr Gly Val Pro Phe Thr Glu Pro Val Leu Ala Thr Ser Ser 
85 90 95 

Thr Glu Asn Ala He Asn Leu Arg Asn Gin Arg Tyr Leu He Val Arg 
100 105 110 

Asp Asn Leu Pro Ala Arg Gly Leu Ala Thr Trp Thr Asn Ala Val Gin 
115 120 125 

Glu Val Ala Glu Arg Ser Arg Leu Gly He Pro Val Ala Phe Ala Ser 
130 135 140 

Asn Pro Arg Asn His Val Ala Leu Val Ala Gin Phe Gly Val Asn Glu 
145 150 155 160 

Ser Ala Gly Val Phe Ser Glu Trp Pro Gly Glu Leu Gly Leu Ala Ala 
165 170 175 

Leu Arg Asp Ala Glu Leu Met Glu Thr Phe Gly Thr Glu Ala Ala Lys 
180 185 190 

Glu Trp Arg Ala Gly Gly Val His Lys Leu Tyr Gly Tyr Met Ala Asp 
195 200 205 



Leu Ala Ser Glu Pro Arg Trp Ser Arg Phe Asn Gly Thr Phe Gly Glu 
210 215 220 
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Asp Pro Glu Leu lie Ser Asp Tyr lie Ala Ala Val Val Arg Gly Leu 
225 230 235 240 

Gin Gly Pro Glu Leu Ser Lys Asn Ser Val Ser Thr Thr lie Lys His 
245 250 255 

Phe Pro Gly Gly Gly Val Arg Leu Asp Gly His Asp Pro His Phe His 
260 265 270 

Trp Gly Gin Thr Asn Glu Tyr Pro Thr Glu Asp Ala Leu Gly Lys Tyr 
275 280 285 

His Leu Pro Pro Phe Gin Ala Ala lie Asp Ala Gly Cys Ala Ser lie 
290 295 300 

Met Pro Tyr Tyr Ala Arg Pro Met Asn Asn Ser Ala Asn Gin Leu Asp 
305 310 315 320 

Gin Gin Leu Trp Gin Asn Pro Thr Thr Gin Phe Glu Glu Val Ala Phe 
325 330 335 

Ala Tyr Asn Arg Thr Phe lie Gin Asp Leu Leu Arg Asp Ala Met Gly 
340 345 350 

His Arg Gly Tyr Val Asn Ser Asp Ser Gly Val lie Asp Ala Met Met 
355 360 365 

Trp Gly Val Glu Glu Leu Ser Glu Pro Glu Arg Phe Ala Ala Ala Val 
370 375 380 

Arg Ala Gly Thr Asp lie Phe Ser Asp Met Ala Asn Pro Arg Arg Leu 
385 390 395 400 

Leu Glu Ala Val Ala Glu Gly His Leu Asp Glu Ser Glu Leu Asn Gin 
405 410 415 

Pro Val Gin Arg Leu Leu Glu Glu lie Phe Gin Leu Gly Leu Phe Glu 
420 425 430 

Asn Pro Tyr Val Ser Glu Asp Glu Ala Glu Lys lie lie Gly Ala Pro 
435 440 445 

Glu Val Ser Ala Leu Gly Asn Lys Ala Gin Leu Asp Ser Val Thr Leu 
450 455 460 

Leu Arg Asn Asn Pro lie Arg Ala Ala Thr Gly Ser Cys Ser Lys Pro 
465 470 475 480 

Glu Asp Leu Pro lie Gly Tyr Trp Pro Tyr Gin Asp Arg Arg Gly Ser 
485 490 495 

Thr Thr Ala Gly Ser Ser His Ser Arg Arg Thr Pro Arg Gly Asn Leu 
500 505 510 



Gly Val Phe Arg Val Arg Ser Arg Ser Cys Asn Arg Val Gly Ser Pro 
515 520 525 
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-473 - 



<210> 335 
<211> 1632 
<212> DNA 

<213> Corynebacteriurrt glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1609) 
<223> RXA00032 

<400> 335 

cacttgctga agacgcccac atcgaagacc ttgcagatgt aaacgcaaac gcctaactgt 60 



ttttcgagct aaacccatcc ttgaaaggat cttttccacc atg aac acc cca etc 

Met Asn Thr Pro Leu 
1 5 



115 



cag etc aac act gaa aac ctg cag gaa ate get teg act tec gga gtg 
Gin Leu Asn Thr Glu Asn Leu Gin Glu lie Ala Ser Thr Ser Gly Val 
10 15 20 



163 



cag ate cca gcg ttc aac cgc get gac gtc gee ccg ggc att gtc cac 
Gin lie Pro Ala Phe Asn Arg Ala Asp Val Ala Pro Gly lie Val His 
25 30 35 



211 



ttc ggt gtt ggc gga ttc cat cgc get cac caa gcg atg tac etc aat 
Phe Gly Val Gly Gly Phe His Arg Ala His Gin Ala Met Tyr Leu Asn 
40 45 50 



259 



gaa ttg atg aat gag ggc aag gec ttg gat tgg ggc ate ate ggc atg 
Glu Leu Met Asn Glu Gly Lys Ala Leu Asp Trp Gly lie lie Gly Met 
55 60 65 



307 



ggt gtc atg cct tec gat gtg cgc atg cgc gat gec ctg gec age caa 
Gly Val Met Pro Ser Asp Val Arg Met Arg Asp Ala Leu Ala Ser Gin 
70 75 80 85 



355 



gat cac ctt tat acc ctg acc act aaa get cct gat gga act ctt gat 
Asp His Leu Tyr Thr Leu Thr Thr Lys Ala Pro Asp Gly Thr Leu Asp 
90 95 100 



403 



caa aaa ate ate gga tec ate att gac tac gtg ttc get ccc gag gac 
Gin Lys He He Gly Ser He He Asp Tyr Val Phe Ala Pro Glu Asp 
105 110 115 



451 



cca gca egg gec gtt gca acc etc gcg cag gac tec ate cgc att gtt 
Pro Ala Arg Ala Val Ala Thr Leu Ala Gin Asp Ser He Arg He Val 
120 125 130 



499 



tec etc acg gtg act gaa ggc gga tac aac ate gat ccg gcg aca gaa 
Ser Leu Thr Val Thr Glu Gly Gly Tyr Asn He Asp Pro Ala Thr Glu 
135 140 145 



547 



gat ttc gac cac acc aac cct cga ate gtt get gac cgc gaa gee ctg 
Asp Phe Asp His Thr Asn Pro Arg He Val Ala Asp Arg Glu Ala Leu 
150 155 160 165 



595 



cag gcg ggc gat act tec act ttg cag acc ttc ttt ggg ttg ate act 
Gin Ala Gly Asp Thr Ser Thr Leu Gin Thr Phe Phe Gly Leu He Thr 
170 175 180 
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gcc gca ttg att tec cga aaa gaa tea gga tct acg cca ttt acc ate 691 
Ala Ala Leu lie Ser Arg Lys Glu Ser Gly Ser Thr Pro Phe Thr lie 
185 190 195 

atg age tgc gat aac ate caa ggc aac ggc gat ctg get aag cgt ttc 739 
Met Ser Cys Asp Asn lie Gin Gly Asn Gly Asp Leu Ala Lys Arg Phe 
200 205 210 

ttc etc gee ttc gca cat tec gtg tct tct gag etc ggc gaa tgg gtg 787 
Phe Leu Ala Phe Ala His Ser Val Ser Ser Glu Leu Gly Glu Trp Val 
215 220 225 

gaa aac aac gtg gec ttc ccc aac tec atg gtg gac cgc ate acc cct 835 
Glu Asn Asn Val Ala Phe Pro Asn Ser Met Val Asp Arg lie Thr Pro 
230 235 240 245 

gaa acc acc gac ggc gac cgc gat gac ate aag gaa ate ggc tac ate 883 
Glu Thr Thr Asp Gly Asp Arg Asp Asp He Lys Glu He Gly Tyr He 
250 255 260 

gat gcg tgg cca gtg gtt tct gaa gat ttc acc caa tgg gtc etc gag 931 
Asp Ala Trp Pro Val Val Ser Glu Asp Phe Thr Gin Trp Val Leu Glu 
265 270 275 

gat gec ttc acc cag ggc cgc ccc gcg tac gag gag gtt ggc gtg cag 979 
Asp Ala Phe Thr Gin Gly Arg Pro Ala Tyr Glu Glu Val Gly Val Gin 
280 285 290 

gtc gtc tec gac gtg gag cct tat gaa tta atg aag ctg cgc ctg etc 1027 
Val Val Ser Asp Val Glu Pro Tyr Glu Leu Met Lys Leu Arg Leu Leu 
295 300 305 

aac gec tec cac cag gga ctt tgc tac ttc ggc cac ttg get ggc cac 1075 
Asn Ala Ser His Gin Gly Leu Cys Tyr Phe Gly His Leu Ala Gly His 
310 315 320 325 

cac atg gtc cac gac gtc atg gcg gat acc cgc ttc cag gat ttc etc 1123 
His Met Val His Asp Val Met Ala Asp Thr Arg Phe Gin Asp Phe Leu 
330 335 340 

ctg get tac atg gag cgc gaa gee acc cct acc etc aag gaa ctt cca 1171 
Leu Ala Tyr Met Glu Arg Glu Ala Thr Pro Thr Leu Lys Glu Leu Pro 
345 350 355 

ggt gtc gat eta gat get tat cga cgc caa etc ate gcg cga ttc ggc 1219 
Gly Val Asp Leu Asp Ala Tyr Arg Arg Gin Leu He Ala Arg Phe Gly 
360 365 370 

aac gec gca gtc aaa gac acc gta ccg cgc ctg tgt gcg gaa tec tec 1267 
Asn Ala Ala Val Lys Asp Thr Val Pro Arg Leu Cys Ala Glu Ser Ser 
375 380 385 

gac cgc att cca aag tgg ctg ttg cca gtc gta cgc gaa aac etc gca 1315 
Asp Arg He Pro Lys Trp Leu Leu Pro Val Val Arg Glu Asn Leu Ala 
390 395 400 405 

gca ggc cgc gac gtc aca ctt tct gca gec ate gtc gca tec tgg gcg 1363 
Ala Gly Arg Asp Val Thr Leu Ser Ala Ala He Val Ala Ser Trp Ala 
410 415 420 



cgc tac gca gaa ggc acc gac gag cag ggc aac cca ata aag att gtt 
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Arg Tyr Ala 



gac cgt ttg 
Asp Arg Leu 
440 

gat att ttg 
Asp lie Leu 
455 

gat get gaa 
Asp Ala Glu 
470 

cat gac cgt 
His Asp Arg 



act gtc taa 
Thr Val 



Glu Gly Thr 
425 

agt gag cgc 
Ser Glu Arg 



tea ttc ate 
Ser Phe lie 



cca ttc acc 
Pro Phe Thr 
475 

ggc gcg gaa 
Gly Ala Glu 
490 

teegtt gego 



Asp Glu Gin 
430 

gtc caa gaa 
Val Gin Glu 
445 

cgc gac cgt 
Arg Asp Arg 
460 

aag gca tac 
Lys Ala Tyr 



gca acc ate 
Ala Thr lie 



agg gtt 



Gly Asn Pro 



aac gca tea 
Asn Ala Ser 



gga ate ttc 
Gly He Phe 
465 

tec gag aca 
Ser Glu Thr 
480 

gat gca ctt 
Asp Ala Leu 
4 95 



He Lys He 
435 

gga aat cgc 
Gly Asn Arg 
450 

gga gac ttg 
Gly Asp Leu 



ctg tec tec 
Leu Ser Ser 



ctt acg cag 
Leu Thr Gin 
500 



Val 



acc 1459 
Thr 



gtc 1507 
Val 



ctt 1555 

Leu 

485 

gta 1603 
Val 



1632 



<210> 336 
<211> 503 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 336 

Met Asn Thr Pro Leu Gin Leu Asn Thr Glu Asn Leu Gin Glu He Ala 
15 10 15 

Ser Thr Ser Gly Val Gin He Pro Ala Phe Asn Arg Ala Asp Val Ala 
20 25 30 

Pro Gly He Val His Phe Gly Val Gly Gly Phe His Arg Ala His Gin 
35 40 45 

Ala Met Tyr Leu Asn Glu Leu Met Asn Glu Gly Lys Ala Leu Asp Trp 
50 55 60 

Gly He He Gly Met Gly Val Met Pro Ser Asp Val Arg Met Arg Asp 
65 70 75 80 

Ala Leu Ala Ser Gin Asp His Leu Tyr Thr Leu Thr Thr Lys Ala Pro 
85 90 95 

Asp Gly Thr Leu Asp Gin Lys He He Gly Ser He He Asp Tyr Val 
100 105 110 

Phe Ala Pro Glu Asp Pro Ala Arg Ala Val Ala Thr Leu Ala Gin Asp 
115 120 125 

Ser He Arg He Val Ser Leu Thr Val Thr Glu Gly Gly Tyr Asn He 
130 135 140 

Asp Pro Ala Thr Glu Asp Phe Asp His Thr Asn Pro Arg He Val Ala 
145 150 155 160 



Asp Arg Glu Ala Leu Gin Ala Gly Asp Thr Ser Thr Leu Gin Thr Phe 
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165 170 175 

Phe Gly Leu lie Thr Ala Ala Leu lie Ser Arg Lys Glu Ser Gly Ser 
180 185 190 

Thr Pro Phe Thr lie Met Ser Cys Asp Asn lie Gin Gly Asn Gly Asp 
195 200 205 

Leu Ala Lys Arg Phe Phe Leu Ala Phe Ala His Ser Val Ser Ser Glu 
210 215 220 

Leu Gly Glu Trp Val Glu Asn Asn Val Ala Phe Pro Asn Ser Met Val 
225 230 235 240 

Asp Arg lie Thr Pro Glu Thr Thr Asp Gly Asp Arg Asp Asp lie Lys 
245 250 255 

Glu lie Gly Tyr lie Asp Ala Trp Pro Val Val Ser Glu Asp Phe Thr 
260 265 270 

Gin Trp Val Leu Glu Asp Ala Phe Thr Gin Gly Arg Pro Ala Tyr Glu 
275 280 285 

Glu Val Gly Val Gin Val Val Ser Asp Val Glu Pro Tyr Glu Leu Met 
290 295 300 

Lys Leu Arg Leu Leu Asn Ala Ser His Gin Gly Leu Cys Tyr Phe Gly 
305 310 315 320 

His Leu Ala Gly His His Met Val His Asp Val Met Ala Asp Thr Arg 
325 330 335 

Phe Gin Asp Phe Leu Leu Ala Tyr Met Glu Arg Glu Ala Thr Pro Thr 
340 345 350 

Leu Lys Glu Leu Pro Gly Val Asp Leu Asp Ala Tyr Arg Arg Gin Leu 
355 360 365 

He Ala Arg Phe Gly Asn Ala Ala Val Lys Asp Thr Val Pro Arg Leu 
370 375 380 

Cys Ala Glu Ser Ser Asp Arg He Pro Lys Trp Leu Leu Pro Val Val 
385 390 395 400 

Arg Glu Asn Leu Ala Ala Gly Arg Asp Val Thr Leu Ser Ala Ala He 
405 410 415 

Val Ala Ser Trp Ala Arg Tyr Ala Glu Gly Thr Asp Glu Gin Gly Asn 
420 425 430 

Pro He Lys He Val Asp Arg Leu Ser Glu Arg Val Gin Glu Asn Ala 
435 440 445 

Ser Gly Asn Arg Thr Asp He Leu Ser Phe He Arg Asp Arg Gly He 
450 455 460 

Phe Gly Asp Leu Val Asp Ala Glu Pro Phe Thr Lys Ala Tyr Ser Glu 
465 470 475 480 

Thr Leu Ser Ser Leu His Asp Arg Gly Ala Glu Ala Thr He Asp Ala 
485 490 495 
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Leu Leu Thr Gin Val Thr Val 
500 



<210> 337 
<211> 1098 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1075) 
<223> RXA02528 

<400> 337 

ctggcgcggt atcgattaca atctggttgg ttatcggtgg tttgtggatg aatgtcatcg 60 



gactctggta atcgaaaatt aaaggtaagg gggtgtggag atg tea gca aaa teg 

Met Ser Ala Lys Ser 
1 5 



115 



age etc aag gaa gtt get gag tta get gga gtc ggt tat gec aca gec 
Ser Leu Lys Glu Val Ala Glu Leu Ala Gly Val Gly Tyr Ala Thr Ala 
10 15 20 



163 



teg agg gca eta tct ggc aag ggg tat gtg tec ccg cag acg egg gag 
Ser Arg Ala Leu Ser Gly Lys Gly Tyr Val Ser Pro Gin Thr Arg Glu 
25 30 35 



211 



aaa gtt cag gcg gcg get aaa gag ctg aac tat gta cca aat cag ctg 
Lys Val Gin Ala Ala Ala Lys Glu Leu Asn Tyr Val Pro Asn Gin Leu 
40 45 50 



259 



gee aag gcg ttg egg gaa cat cgc agt gec ttg gtg ggg gtc att gtt 
Ala Lys Ala Leu Arg Glu His Arg Ser Ala Leu Val Gly Val He Val 
55 60 .65 



307 



ccg gat ttg tec aat gag tat tat teg gaa teg ctg cag act att cag 
Pro Asp Leu Ser Asn Glu Tyr Tyr Ser Glu Ser Leu Gin Thr He Gin 
70 75 80 85 



355 



cag gat ctg aaa get get ggc tat caa atg ctg gtt gcg gag gee aac 
Gin Asp Leu Lys Ala Ala Gly Tyr Gin Met Leu Val Ala Glu Ala Asn 
90 95 100 



403 



agt gtg cag gcg cag gac gtg gtg atg gaa teg ttg ate teg att caa 
Ser Val Gin Ala Gin Asp Val Val Met Glu Ser Leu He Ser He Gin 
105 110 115 



451 



get gca gga att ate cac gtt cca gtg gtc ggc tea att get cct gaa 
Ala Ala Gly He He His Val Pro Val Val Gly Ser He Ala Pro Glu 
120 125 130 



499 



gga ate ccc atg gtg cag ttg act cgt ggt gaa ttg ggt cct ggt ttc 
Gly He Pro Met Val Gin Leu Thr Arg Gly Glu Leu Gly Pro Gly Phe 
135 140 145 



547 



cct egg gtg ttg tgt gat gat gag get ggg ttt ttt cag ctg ace gag 
Pro Arg Val Leu Cys Asp Asp Glu Ala Gly Phe Phe Gin Leu Thr Glu 
150 155 160 165 



595 
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tcg gtg ctg ggc ggc age gga atg aac att get get ttg gtt ggt gaa 643 
Ser Val Leu Gly Gly Ser Gly Met Asn lie Ala Ala Leu Val Gly Glu 
170 175 180 

gaa tea ctt tec acc acg cag gaa cga atg cgc ggt att agt cat gcg 691 
Glu Ser Leu Ser Thr Thr Gin Glu Arg Met Arg Gly lie Ser His Ala 
185 190 195 

gcg teg ata tat ggg get gag gtg acg ttc cat ttt ggc cac tat tct 739 
Ala Ser lie Tyr Gly Ala Glu Val Thr Phe His Phe Gly His Tyr Ser 
200 205 210 

gtc gaa tct ggc gaa gag atg get cag gtg gtg ttt aac aac ggc ctt 787 
Val Glu Ser Gly Glu Glu Met Ala Gin Val Val Phe Asn Asn Gly Leu 
215 220 225 

ccc gat gca ttg att gtg gcg tct cct egg ctg atg get ggg gtg atg 835 
Pro Asp Ala Leu lie Val Ala Ser Pro Arg Leu Met Ala Gly Val Met 
230 235 240 245 

cgt get ttt act cgc ctg aat gtc cgc gtt ccc cac gat gtg gtg att 883 
Arg Ala Phe Thr Arg Leu Asn Val Arg Val Pro His Asp Val Val lie 
250 255 260 

ggt ggt tat gac gat cct gag tgg tac age ttt gtc ggc gcg ggg att 931 
Gly Gly Tyr Asp Asp Pro Glu Trp Tyr Ser Phe Val Gly Ala Gly lie 
265 270 275 

acc acg ttt gtt cca ccg cat gag gag atg ggg aaa gag gec gtg cgc 979 
Thr Thr Phe Val Pro Pro His Glu Glu Met Gly Lys Glu Ala Val Arg 
280 285 290 

ttg ttg gta gat ctg att gaa aat ccc gaa ctt ccc acc ggc gat gtg 1027 
Leu Leu Val Asp Leu lie Glu Asn Pro Glu Leu Pro Thr Gly Asp Val 
295 300 305 

gtt ttg cag ggg cag gtg ate ctt egg ggg teg age aca cat tec ggg 1075 
Val Leu Gin Gly Gin Val lie Leu Arg Gly Ser Ser Thr His Ser Gly 
310 315 320 325 

tagaattgee caaatgtcat caa 1098 



<210> 338 
<211> 325 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 338 

Met Ser Ala Lys Ser Ser Leu Lys Glu Val Ala Glu Leu Ala Gly Val 
15 10 15 

Gly Tyr Ala Thr Ala Ser Arg Ala Leu Ser Gly Lys Gly Tyr Val Ser 
20 25 30 

Pro Gin Thr Arg Glu Lys Val Gin Ala Ala Ala Lys Glu Leu Asn Tyr 
35 40 45 



Val Pro Asn Gin Leu Ala Lys Ala Leu Arg Glu His Arg Ser Ala Leu 
50 55 60 
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Val Gly Val lie Val Pro Asp Leu Ser Asn Glu Tyr Tyr Ser Glu Ser 
65 70 75 80 

Leu Gin Thr lie Gin Gin Asp Leu Lys Ala Ala Gly Tyr Gin Met Leu 
85 90 95 

Val Ala Glu Ala Asn Ser Val Gin Ala Gin Asp Val Val Met Glu Ser 
100 105 110 

Leu lie Ser He Gin Ala Ala Gly He He His Val Pro Val Val Gly 
115 120 125 

Ser He Ala Pro Glu Gly He Pro Met Val Gin Leu Thr Arg Gly Glu 
130 135 140 

Leu Gly Pro Gly Phe Pro Arg Val Leu Cys Asp Asp Glu Ala Gly Phe 
145 150 155 160 

Phe Gin Leu Thr Glu Ser Val Leu Gly Gly Ser Gly Met Asn He Ala 
165 170 175 

Ala Leu Val Gly Glu Glu Ser Leu Ser Thr Thr Gin Glu Arg Met Arg 
180 185 190 

Gly He Ser His Ala Ala Ser He Tyr Gly Ala Glu Val Thr Phe His 
195 200 205 

Phe Gly His Tyr Ser Val Glu Ser Gly Glu Glu Met Ala Gin Val Val 
210 215 220 

Phe Asn Asn Gly Leu Pro Asp Ala Leu He Val Ala Ser Pro Arg Leu 
225 230 235 240 

Met Ala Gly Val Met Arg Ala Phe Thr Arg Leu Asn Val Arg Val Pro 
245 250 255 

His Asp Val Val He Gly Gly Tyr Asp Asp Pro Glu Trp Tyr Ser Phe 
260 265 270 

Val Gly Ala Gly He Thr Thr Phe Val Pro Pro His Glu Glu Met Gly 
275 280 285 

Lys Glu Ala Val Arg Leu Leu Val Asp Leu He Glu Asn Pro Glu Leu 
290 295 300 

Pro Thr Gly Asp Val Val Leu Gin Gly Gin Val He Leu Arg Gly Ser 
305 310 315 320 



Ser Thr His Ser Gly 
325 



<210> 339 
<211> 1246 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1246) 
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<223> RXN00316 



<400> 339 

agcgcatgat cgatgcctgc gagtccgcag gggtccaact tggcgtgctc ttccagcgcc 60 



gcttctggcc cgcggctcaa aaaatgaaaa aggagccgtc atg ggc caa tgc acg 

Met Gly Gin Cys Thr 
1 5 



115 



gta gcg ctt tac cga gag cat tec tat tac aca gca acc cca tgg cga 
Val Ala Leu Tyr Arg Glu His Ser Tyr Tyr Thr Ala Thr Pro Trp Arg 
10 15 20 

gga acc tgg gca gec gat ggc ggt gga gtg etc atg act caa gec ate 
Gly Thr Trp Ala Ala Asp Gly Gly Gly Val Leu Met Thr Gin Ala lie 
25 30 35 

cac tac ate gat ctt ttg tac tgg ctg ttg ggc gaa ccc gtg gaa gtt 
His Tyr lie Asp Leu Leu Tyr Trp Leu Leu Gly Glu Pro Val Glu Val 
40 45 50 

ttc ggc tac acc aac tec ttc aaa cac ggc gac aac ate gaa gtc gaa 
Phe Gly Tyr Thr Asn Ser Phe Lys His Gly Asp Asn lie Glu Val Glu 
55 60 65 

gac age gec gtt gec act gtg cgt ttt gaa teg ggc gcg ttg gee aca 
Asp Ser Ala Val Ala Thr Val Arg Phe Glu Ser Gly Ala Leu Ala Thr 
70 75 80 85 

att tea gec acc acc gee gca gag cca gca etc ggc gca caa gtg cag 
lie Ser Ala Thr Thr Ala Ala Glu Pro Ala Leu Gly Ala Gin Val Gin 
90 95 100 

gtg atg gga aca aag ggt gee acc atg acg ate ctg gaa ttc cct gaa 
Val Met Gly Thr Lys Gly Ala Thr Met Thr He Leu Glu Phe Pro Glu 
105 HO 115 

ggt acc gac ggc agg etc att gtt cgc agt gaa aac gac acc cgt cga 
Gly Thr Asp Gly Arg Leu He Val Arg Ser Glu Asn Asp Thr Arg Arg 
120 125 130 

aac cac ccc att cca ccc cgc gga tct tta tec caa tgc cga tct ttc 
Asn His Pro He Pro Pro Arg Gly Ser Leu Ser Gin Cys Arg Ser Phe 
135 140 145 

cat cat caa egg tgc ttt gat ccc gta tea cac cgc cca gat cgc aga 
His His Gin Arg Cys Phe Asp Pro Val Ser His Arg Pro Asp Arg Arg 
150 155 160 165 

ctt tat cga tgc get caa cga agg ccg ccc acc act gat cac egg ccg 
Leu Tyr Arg Cys Ala Gin Arg Arg Pro Pro Thr Thr Asp His Arg Pro 
170 175 180 



163 



211 



259 



307 



355 



403 



451 



499 



547 



595 



643 



cga tgc cac cag age tct gaa agt tct cct tgg tgt eta cga ate age 
Arg Cys His Gin Ser Ser Glu Ser Ser Pro Trp Cys Leu Arg He Ser 
185 190 195 

age cac cca cca gec ggt etc ttt gat eta acg gaa get ttt aaa acg 
Ser His Pro Pro Ala Gly Leu Phe Asp Leu Thr Glu Ala Phe Lys Thr 
200 205 210 



691 



739 
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tea cgc caa ate ggt ctt gca cct tta tec tec ctg tec aca cca cct 
Ser Arg Gin He Gly Leu Ala Pro Leu Ser Ser Leu Ser Thr Pro Pro 
215 220 225 

gat caa eta gtg cgc etc gca get gee act ggt ttc tec ttt gtc ggt 
Asp Gin Leu Val Arg Leu Ala Ala Ala Thr Gly Phe Ser Phe Val Gly 
230 235 240 245 

ctg cgc gtc ate gca gta acc ccc aac gaa cgt gta tat gac ctt tec 
Leu Arg Val He Ala Val Thr Pro Asn Glu Arg Val Tyr Asp Leu Ser 
250 255 260 



787 



835 



883 



cca gga tec cca ctg ctg get gca acc caa caa gcg ttg aaa gaa acc 
Pro Gly Ser Pro Leu Leu Ala Ala Thr Gin Gin Ala Leu Lys Glu Thr 
265 270 275 



931 



gee ctg tat gtg etc gac act gaa ttc eta cag gta aac gca gac acc 
Ala Leu Tyr Val Leu Asp Thr Glu Phe Leu Gin Val Asn Ala Asp Thr 
280 285 290 

acc cgc gag gec tgg ctt ccc gca eta gaa gee gee gga gca ctg gga 
Thr Arg Glu Ala Trp Leu Pro Ala Leu Glu Ala Ala Gly Ala Leu Gly 
295 300 305 



979 



1027 



get aaa acc ttc acc ate gee gec ggt gat gac aac att gcg ccc ctg 
Ala Lys Thr Phe Thr He Ala Ala Gly Asp Asp Asn He Ala Pro Leu 
310 315 320 325 



1075 



acc gac acg ate ggt gec atg gtt gac gat gee cgt gat ttc gga gtc 
Thr Asp Thr He Gly Ala Met Val Asp Asp Ala Arg Asp Phe Gly Val 
330 335 340 



1123 



acc cca gee eta gag cca ate tct tac cgc age gtg cat tec att ccg 
Thr Pro Ala Leu Glu Pro He Ser Tyr Arg Ser Val His Ser He Pro 
345 350 355 



1171 



cag gca gca gca ate gec aga gac tec ggc gga aaa gtc gtg gcg gac 
Gin Ala Ala Ala He Ala Arg Asp Ser Gly Gly Lys Val Val Ala Asp 
360 365 370 



1219 



acc ttg cac atg gee agg ttc gga gec 
Thr Leu His Met Ala Arg Phe Gly Ala 
375 380 



1246 



<210> 340 
<211> 382 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 340 

Met Gly Gin Cys Thr Val Ala Leu 
1 5 

Ala Thr Pro Trp Arg Gly Thr Trp 
20 

Met Thr Gin Ala He His Tyr He 
35 40 

Glu Pro Val Glu Val Phe Gly Tyr 



Tyr Arg Glu His Ser Tyr Tyr Thr 
10 15 

Ala Ala Asp Gly Gly Gly Val Leu 
25 30 

Asp Leu Leu Tyr Trp Leu Leu Gly 
45 

Thr Asn Ser Phe Lys His Gly Asp 
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50 55 60 

Asn lie Glu Val Glu Asp Ser Ala Val Ala Thr Val Arg Phe Glu Ser 
65 70 75 80 

Gly Ala Leu Ala Thr lie Ser Ala Thr Thr Ala Ala Glu Pro Ala Leu 
85 90 95 

Gly Ala Gin Val Gin Val Met Gly Thr Lys Gly Ala Thr Met Thr lie 
100 105 HO 

Leu Glu Phe Pro Glu Gly Thr Asp Gly Arg Leu He Val Arg Ser Glu 
115 120 125 

Asn Asp Thr Arg Arg Asn His Pro He Pro Pro Arg Gly Ser Leu Ser 
130 135 140 

Gin Cys Arg Ser Phe His His Gin Arg Cys Phe Asp Pro Val Ser His 
145 150 155 160 

Arg Pro Asp Arg Arg Leu Tyr Arg Cys Ala Gin Arg Arg Pro Pro Thr 
165 170 175 

Thr Asp His Arg Pro Arg Cys His Gin Ser Ser Glu Ser Ser Pro Trp 
180 185 190 

Cys Leu Arg He Ser Ser His Pro Pro Ala Gly Leu Phe Asp Leu Thr 
195 200 205 

Glu Ala Phe Lys Thr Ser Arg Gin He Gly Leu Ala Pro Leu Ser Ser 
210 215 220 

Leu Ser Thr Pro Pro Asp Gin Leu Val Arg Leu Ala Ala Ala Thr Gly 
225 230 235 240 

Phe Ser Phe Val Gly Leu Arg Val lie Ala Val Thr Pro Asn Glu Arg 
245 250 255 

Val Tyr Asp Leu Ser Pro Gly Ser Pro Leu Leu Ala Ala Thr Gin Gin 
260 265 270 

Ala Leu Lys Glu Thr Ala Leu Tyr Val Leu Asp Thr Glu Phe Leu Gin 
275 280 285 

Val Asn Ala Asp Thr Thr Arg Glu Ala Trp Leu Pro Ala Leu Glu Ala 
290 295 300 

Ala Gly Ala Leu Gly Ala Lys Thr Phe Thr He Ala Ala Gly Asp Asp 
305 310 315 320 

Asn He Ala Pro Leu Thr Asp Thr He Gly Ala Met Val Asp Asp Ala 
325 330 335 

Arg Asp Phe Gly Val Thr Pro Ala Leu Glu Pro He Ser Tyr Arg Ser 
340 345 350 

Val His Ser He Pro Gin Ala Ala Ala He Ala Arg Asp Ser Gly Gly 
355 360 365 

Lys Val Val Ala Asp Thr Leu His Met Ala Arg Phe Gly Ala 
370 375 380 
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<210> 341 
<211> 412 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (412) 

<223> FRXA00309 

<400> 341 

agcgcatgat cgatgcctgc gagtccgcag gggtccaact tggcgtgctc ttccagcgcc 60 

gcttctggcc cgcggctcaa aaaatgaaaa aggagccgtc atg ggc caa tgc acg 115 

Met Gly Gin Cys Thr 
1 5 



gta gcg ctt tac cga gag cat tec tat tac aca gca acc cca tgg cga 
Val Ala Leu Tyr Arg Glu His Ser Tyr Tyr Thr Ala Thr Pro Trp Arg 
10 15 20 



att tea gec acc acc gec gca gag cca gca etc ggc gca caa gtg cag 
lie Ser Ala Thr Thr Ala Ala Glu Pro Ala Leu Gly Ala Gin Val Gin 
90 95 100 



163 



gga acc tgg gca gec gat ggc ggt gga gtg etc atg act caa gec ate 211 
Gly Thr Trp Ala Ala Asp Gly Gly Gly Val Leu Met Thr Gin Ala lie 
25 30 35 

cac tac ate gat ctt ttg tac tgg ctg ttg ggc gaa ccc gtg gaa gtt 259 
His Tyr He Asp Leu Leu Tyr Trp Leu Leu Gly Glu Pro Val Glu Val 
40 45 50 

ttc ggc tac acc aac tec ttc aaa cac ggc gac aac ate gaa gtc gaa 307 
Phe Gly Tyr Thr Asn Ser Phe Lys His Gly Asp Asn He Glu Val Glu 
55 60 65 

gac age gec gtt gee act gtg cgt ttt gaa teg ggc gcg ttg gee aca 355 
Asp Ser Ala Val Ala Thr Val Arg Phe Glu Ser Gly Ala Leu Ala Thr 
70 75 80 85 



403 



gtg atg gga 412 

Val Met Gly 



<210> 342 
<211> 104 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 342 

Met Gly Gin Cys Thr Val Ala Leu Tyr Arg Glu His Ser Tyr Tyr Thr 
15 10 15 

Ala Thr Pro Trp Arg Gly Thr Trp Ala Ala Asp Gly Gly Gly Val Leu 
20 25 30 

Met Thr Gin Ala He His Tyr lie Asp Leu Leu Tyr Trp Leu Leu Gly 
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35 



40 



45 



Glu Pro Val Glu Val Phe Gly Tyr Thr Asn Ser Phe Lys His Gly Asp 
50 55 60 

Asn lie Glu Val Glu Asp Ser Ala Val Ala Thr Val Arg Phe Glu Ser 
65 70 75 80 

Gly Ala Leu Ala Thr lie Ser Ala Thr Thr Ala Ala Glu Pro Ala Leu 
85 90 95 



Gly Ala Gin Val Gin Val Met Gly 
100 



<210> 343 
<211> 558 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (535) 

<223> RXN00310 

<400> 343 

ttgcgggatt catcatcggc gcaatcgcac tgtctgccgc agttattttg accaccaagg 60 

aaaccgcctt caccaagctt gaagatctag ggaagaaata atg tct gac aag ate 115 

Met Ser Asp Lys lie 

1 5 

tgg aaa gtc ggc ate ate ggt tgc ggt gca ate age cga aac cat ate 163 

Trp Lys Val Gly lie lie Gly Cys Gly Ala lie Ser Arg Asn His lie 
10 15 20 

gaa gca gtt cag gca ate ccc ggc gca gaa gtc age gca gtc tgt gat 211 
Glu Ala Val Gin Ala lie Pro Gly Ala Glu Val Ser Ala Val Cys Asp 
25 30 35 



gtg gat ggt gcg aaa gca teg gaa acc gca gcg aaa tat gga att tct 
Val Asp Gly Ala Lys Ala Ser Glu Thr Ala Ala Lys Tyr Gly lie Ser 
40 45 50 

ccc agt ttc acg tct gtc gat gag ate etc gec tec ggg gtg gac att 
Pro Ser Phe Thr Ser Val Asp Glu lie Leu Ala Ser Gly Val Asp lie 
55 60 65 

gtc gca gtc tgc acc cca cat cca acc cac gaa aca gtg gtc etc gee 
Val Ala Val Cys Thr Pro His Pro Thr His Glu Thr Val Val Leu Ala 
70 75 80 85 

get get gee gec gga gtg cac gtg ctt tgt gag aag cca ate gee ate 
Ala Ala Ala Ala Gly Val His Val Leu Cys Glu Lys Pro lie Ala lie 
90 95 100 



259 



307 



355 



403 



gaa etc gat tec gca cag cgc atg ate gat gec tgc gag tec gca ggg 451 
Glu Leu Asp Ser Ala Gin Arg Met lie Asp Ala Cys Glu Ser Ala Gly 
105 110 115 



gtc caa ctt ggc gtg etc ttc cag cgc cgc ttc tgg ccc gcg get caa 



499 
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Val Gin Leu Gly Val Leu Phe Gin Arg Arg Phe Trp Pro Ala Ala Gin 
120 125 130 

aaa atg aaa aag gag ccg tea tgg gec aat gca egg tagegcttta 545 
Lys Met Lys Lys Glu Pro Ser Trp Ala Asn Ala Arg 
135 140 145 

ccgagagcat tec 558 



<210> 344 
<211> 145 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 344 

Met Ser Asp Lys He Trp Lys Val Gly He He Gly Cys Gly Ala He 
15 10 15 

Ser Arg Asn His He Glu Ala Val Gin Ala He Pro Gly Ala Glu Val 
20 25 30 

Ser Ala Val Cys Asp Val Asp Gly Ala Lys Ala Ser Glu Thr Ala Ala 
35 40 45 

Lys Tyr Gly He Ser Pro Ser Phe Thr Ser Val Asp Glu He Leu Ala 
50 55 60 

Ser Gly Val Asp He Val Ala Val Cys Thr Pro His Pro Thr His Glu 
65 70 75 80 

Thr Val Val Leu Ala Ala Ala Ala Ala Gly Val His Val Leu Cys Glu 
85 90 95 

Lys Pro He Ala He Glu Leu Asp Ser Ala Gin Arg Met He Asp Ala 
100 105 HO 

Cys Glu Ser Ala Gly Val Gin Leu Gly Val Leu Phe Gin Arg Arg Phe 
115 120 125 

Trp Pro Ala Ala Gin Lys Met Lys Lys Glu Pro Ser Trp Ala Asn Ala 
130 135 140 

Arg 
145 



<210> 345 
<211> 558 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (535) 

<223> FRXA00310 

<400> 345 

ttgegggatt catcatcggc gcaatcgcac tgtctgccgc agttattttg accaccaagg 60 
aaaccgcctt caccaagctt gaagatctag ggaagaaata atg tct gac aag ate 115 
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Met Ser Asp Lys lie 

1 5 

tgg aaa gtc ggc ate ate ggt tgc ggt gca ate age cga aac cat ate 

Trp Lys Val Gly He He Gly Cys Gly Ala He Ser Arg Asn His He 

10 15 20 



gtg gat ggt gcg aaa gca teg gaa ace gca gcg aaa tat gga att tct 
Val Asp Gly Ala Lys Ala Ser Glu Thr Ala Ala Lys Tyr Gly He Ser 
40 45 50 

ccc agt ttc acg tct gtc gat gag ate etc gec tec ggg gtg gac att 
Pro Ser Phe Thr Ser Val Asp Glu He Leu Ala Ser Gly Val Asp He 
55 60 65 



get get gec gec gga gtg cac gtg ctt tgt gag aag cca ate gec ate 
Ala Ala Ala Ala Gly Val His Val Leu Cys Glu Lys Pro He Ala He 
90 95 100 



gtc caa ctt ggc gtg etc ttc cag cgc cgc ttc tgg ccc gcg get caa 
Val Gin Leu Gly Val Leu Phe Gin Arg Arg Phe Trp Pro Ala Ala Gin 
120 125 130 

aaa atg aaa aag gag ccg tea tgg gec aat gca egg tagegcttta 
Lys Met Lys Lys Glu Pro Ser Trp Ala Asn Ala Arg 
135 140 145 

ccgagagcat tec 



163 



gaa gca gtt cag gca ate ccc ggc gca gaa gtc age gca gtc tgt gat 211 
Glu Ala Val Gin Ala He Pro Gly Ala Glu Val Ser Ala Val Cys Asp 
25 30 35 



259 



307 



gtc gca gtc tgc acc cca cat cca ace cac gaa aca gtg gtc etc gee 355 
Val Ala Val Cys Thr Pro His Pro Thr His Glu Thr Val Val Leu Ala 
70 75 80 85 



403 



gaa etc gat tec gca cag cgc atg ate gat gec tgc gag tec gca ggg 451 
Glu Leu Asp Ser Ala Gin Arg Met He Asp Ala Cys Glu Ser Ala Gly 
105 HO 115 



499 



545 



558 



<210> 346 
<211> 145 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 346 

Met Ser Asp Lys He Trp Lys Val Gly He He Gly Cys Gly Ala He 
15 10 15 

Ser Arg Asn His He Glu Ala Val Gin Ala He Pro Gly Ala Glu Val 
20 25 30 

Ser Ala Val Cys Asp Val Asp Gly Ala Lys Ala Ser Glu Thr Ala Ala 
35 40 45 

Lys Tyr Gly He Ser Pro Ser Phe Thr Ser Val Asp Glu He Leu Ala 
50 55 60 

Ser Gly Val Asp He Val Ala Val Cys Thr Pro His Pro Thr His Glu 
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65 70 75 80 

Thr Val Val Leu Ala Ala Ala Ala Ala Gly Val His Val Leu Cys Glu 
85 90 95 

Lys Pro lie Ala lie Glu Leu Asp Ser Ala Gin Arg Met He Asp Ala 
100 105 HO 



Cys Glu Ser Ala Gly Val Gin Leu 
115 120 

Trp Pro Ala Ala Gin Lys Met Lys 
130 135 

Arg 
145 



Gly Val Leu Phe Gin Arg Arg Phe 
125 

Lys Glu Pro Ser Trp Ala Asn Ala 
140 



<210> 347 
<211> 1342 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1342) 
<223> RXA00041 

<400> 347 

atgaagcagc agcatccaag ctggaaaacg ctgatcacta ccgtctcatg gagcaattaa 60 

agctgcgcta gaaacaaaaa ggaaagtagt gtgtggggct atg cac aca gaa ctt 115 

Met His Thr Glu Leu 
1 5 

tec agt ttg cgc cct gcg tac cat gtg act cct ccg cag ggc agg etc 
Ser Ser Leu Arg Pro Ala Tyr His Val Thr Pro Pro Gin Gly Arg Leu 
10 15 20 



tac cag cac gat cca ggt ttc ccc ttc gca cca aag cgc acc ggc tgg 
Tyr Gin His Asp Pro Gly Phe Pro Phe Ala Pro Lys Arg Thr Gly Trp 
40 45 50 

get cac acc acc acg ccg ttg acc gga ccg cag cga ttg cag tgg acg 
Ala His Thr Thr Thr Pro Leu Thr Gly Pro Gin Arg Leu Gin Trp Thr 
55 60 65 

cac ctg ccc gac get ctt tac ccg gat gca tec tat gac ctg gat gga 
His Leu Pro Asp Ala Leu Tyr Pro Asp Ala Ser Tyr Asp Leu Asp Gly 
70 75 80 85 

tgc tat tec ggt gga gec gta ttt act gac ggc aca ctt aaa ctt ttc 
Cys Tyr Ser Gly Gly Ala Val Phe Thr Asp Gly Thr Leu Lys Leu Phe 
90 95 100 

tac acc ggc aac eta aaa att gac ggc aag cgc cgc gec acc caa aac 
Tyr Thr Gly Asn Leu Lys He Asp Gly Lys Arg Arg Ala Thr Gin Asn 



163 



aat gat ccc aac gga atg tac gtc gat ggc gat acc etc cac gtc tac 211 
Asn Asp Pro Asn Gly Met Tyr Val Asp Gly Asp Thr Leu His Val Tyr 
25 30 35 



259 



307 



355 



403 



451 
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105 HO 115 

etc gtc gaa gtc gag gac cca act ggg ctg atg ggc ggc att cat cgc 
Leu Val Glu Val Glu Asp Pro Thr Gly Leu Met Gly Gly lie His Arg 
120 125 130 



499 



cgt teg cct aaa aat ccg ctt ate gac gga ccc gec age ggt ttc aca 547 
Arg Ser Pro Lys Asn Pro Leu lie Asp Gly Pro Ala Ser Gly Phe Thr 
135 140 145 

ccc cat tac cgc gat ccc atg ate age cct gat ggt gat ggt tgg aaa 595 
Pro His Tyr Arg Asp Pro Met lie Ser Pro Asp Gly Asp Gly Trp Lys 
150 155 160 165 

atg gtt ctt ggg gec caa cgc gaa aac etc acc ggt gca gcg gtt eta 
Met Val Leu Gly Ala Gin Arg Glu Asn Leu Thr Gly Ala Ala Val Leu 
170 175 180 

tac cgc teg aca gat ctt gaa aac tgg gaa ttc tec ggt gaa ate acc 
Tyr Arg Ser Thr Asp Leu Glu Asn Trp Glu Phe Ser Gly Glu lie Thr 
185 190 195 

ttt gac etc agt gat gca caa cct ggt tct get cct gat etc gtt ccc 
Phe Asp Leu Ser Asp Ala Gin Pro Gly Ser Ala Pro Asp Leu Val Pro 
200 205 210 

ggt ggc tac atg tgg gaa tgc ccc aac ctt ttt acg ctt cgc gat gaa 
Gly Gly Tyr Met Trp Glu Cys Pro Asn Leu Phe Thr Leu Arg Asp Glu 
215 220 225 

gaa act ggc gaa gat etc gac gtg ctg att ttc tgt cca caa gga ttg 
Glu Thr Gly Glu Asp Leu Asp Val Leu lie Phe Cys Pro Gin Gly Leu 
230 235 240 245 

gac cga ate cac gat gag gtt act cac tac gca age tct gac cag tgc 
Asp Arg He His Asp Glu Val Thr His Tyr Ala Ser Ser Asp Gin Cys 
250 255 260 

gga tat gtc gtc ggc aag ctt gaa gga acg acc ttc cgc gtc ttg cga 
Gly Tyr Val Val Gly Lys Leu Glu Gly Thr Thr Phe Arg Val Leu Arg 
265 270 275 

gga ttc age gag ctg gat ttc ggc cat gaa ttc tac gca ccg cag gtt 
Gly Phe Ser Glu Leu Asp Phe Gly His Glu Phe Tyr Ala Pro Gin Val 
280 285 290 

gca gta aac ggt tct gat gee tgg etc gtg ggc tgg atg ggg ctg ccc 1027 
Ala Val Asn Gly Ser Asp Ala Trp Leu Val Gly Trp Met Gly Leu Pro 
295 300 305 



gcg cag gat gat cac cca aca gtt gca egg gaa gga tgg gtg cac tgc 
Ala Gin Asp Asp His Pro Thr Val Ala Arg Glu Gly Trp Val His Cys 
310 315 320 325 



643 



691 



739 



787 



835 



883 



931 



979 



1075 



ctg act gtg ccc cgc aag ctt cat ttg cgc aac cac gcg ate tat caa 1123 
Leu Thr Val Pro Arg Lys Leu His Leu Arg Asn His Ala He Tyr Gin 
330 335 340 

gag ctt ctt etc cca gag ggg gag tea ggg gta ate aga tct gta tta 1171 
Glu Leu Leu Leu Pro Glu Gly Glu Ser Gly Val He Arg Ser Val Leu 
345 350 355 
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ggt tct gaa cct gtc cga gta gac ate cga ggc aat att tec etc gag 
Gly Ser Glu Pro Val Arg Val Asp He Arg Gly Asn He Ser Leu Glu 
360 365 370 



1219 



tgg gat ggt gtc cgt ttg tct gtg gat cgt ggt ggt gat cgt cgc gta 1267 
Trp Asp Gly Val Arg Leu Ser Val Asp Arg Gly Gly Asp Arg Arg Val 
375 380 385 

get gag gta aaa cct ggc gaa tta gtg ate gcg gac gat aat aca gec 1315 
Ala Glu Val Lys Pro Gly Glu Leu Val He Ala Asp Asp Asn Thr Ala 
390 395 400 405 

att gag ata act gca ggt gat gga cag 1342 
He Glu He Thr Ala Gly Asp Gly Gin 
410 



<210> 348 
<211> 414 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 348 

Met His Thr Glu Leu Ser Ser Leu Arg Pro Ala Tyr His Val Thr Pro 
15 10 15 

Pro Gin Gly Arg Leu Asn Asp Pro Asn Gly Met Tyr Val Asp Gly Asp 
20 25 30 

Thr Leu His Val Tyr Tyr Gin His Asp Pro Gly Phe Pro Phe Ala Pro 
35 40 45 

Lys Arg Thr Gly Trp Ala His Thr Thr Thr Pro Leu Thr Gly Pro Gin 
50 55 60 

Arg Leu Gin Trp Thr His Leu Pro Asp Ala Leu Tyr Pro Asp Ala Ser 
65 70 75 80 

Tyr Asp Leu Asp Gly Cys Tyr Ser Gly Gly Ala Val Phe Thr Asp Gly 
85 90 95 

Thr Leu Lys Leu Phe Tyr Thr Gly Asn Leu Lys He Asp Gly Lys Arg 
100 105 HO 

Arg Ala Thr Gin Asn Leu Val Glu Val Glu Asp Pro Thr Gly Leu Met 
115 120 125 

Gly Gly He His Arg Arg Ser Pro Lys Asn Pro Leu He Asp Gly Pro 
130 135 140 

Ala Ser Gly Phe Thr Pro His Tyr Arg Asp Pro Met He Ser Pro Asp 
145 150 155 160 

Gly Asp Gly Trp Lys Met Val Leu Gly Ala Gin Arg Glu Asn Leu Thr 
165 170 175 

Gly Ala Ala Val Leu Tyr Arg Ser Thr Asp Leu Glu Asn Trp Glu Phe 
180 185 190 



Ser Gly Glu He Thr Phe Asp Leu Ser Asp Ala Gin Pro Gly Ser Ala 
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195 200 205 

Pro Asp Leu Val Pro Gly Gly Tyr Met Trp Glu Cys Pro Asn Leu Phe 
210 215 220 

Thr Leu Arg Asp Glu Glu Thr Gly Glu Asp Leu Asp Val Leu lie Phe 
225 230 235 240 

Cys Pro Gin Gly Leu Asp Arg lie His Asp Glu Val Thr His Tyr Ala 
245 250 255 

Ser Ser Asp Gin Cys Gly Tyr Val Val Gly Lys Leu Glu Gly Thr Thr 
260 265 270 

Phe Arg Val Leu Arg Gly Phe Ser Glu Leu Asp Phe Gly His Glu Phe 
275 280 285 

Tyr Ala Pro Gin Val Ala Val Asn Gly Ser Asp Ala Trp Leu Val Gly 
290 295 300 

Trp Met Gly Leu Pro Ala Gin Asp Asp His Pro Thr Val Ala Arg Glu 
305 310 315 320 

Gly Trp Val His Cys Leu Thr Val Pro Arg Lys Leu His Leu Arg Asn 
325 330 335 

His Ala lie Tyr Gin Glu Leu Leu Leu Pro Glu Gly Glu Ser Gly Val 
340 345 350 

lie Arg Ser Val Leu Gly Ser Glu Pro Val Arg Val Asp lie Arg Gly 
355 360 365 

Asn lie Ser Leu Glu Trp Asp Gly Val Arg Leu Ser Val Asp Arg Gly 
370 375 380 

Gly Asp Arg Arg Val Ala Glu Val Lys Pro Gly Glu Leu Val He Ala 
385 390 395 400 

Asp Asp Asn Thr Ala He Glu He Thr Ala Gly Asp Gly Gin 
405 410 



<210> 349 
<211> 720 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (720) 
<223> RXA02026 

<400> 349 

cca ttt cat ata caa cca gaa aca 
Pro Phe His He Gin Pro Glu Thr 
1 5 



ggt tta tta aat gat ccc aac gga 4 8 
Gly Leu Leu Asn Asp Pro Asn Gly 
10 15 



ctt att ttt tat aaa ggg aag tat tat gtt tea cat caa tgg ttc cca 96 
Leu He Phe Tyr Lys Gly Lys Tyr Tyr Val Ser His Gin Trp Phe Pro 
20 25 30 
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tta ggc gca gta cat ggc tta aag tat tgg tat aac tac acg agt gat 144 

Leu Gly Ala Val His Gly Leu Lys Tyr Trp Tyr Asn Tyr Thr Ser Asp 

35 40 45 

gac tta ata aac ttt aaa cct gaa ggg cca ata tta aat cca gat act 192 

Asp Leu lie Asn Phe Lys Pro Glu Gly Pro lie Leu Asn Pro Asp Thr 

50 55 60 

aaa tat gac age cat ggt gtt tat age ggt age get ttt gaa tat aac 240 

Lys Tyr Asp Ser His Gly Val Tyr Ser Gly Ser Ala Phe Glu Tyr Asn 

65 70 75 80 

ggg cat tta tat tat atg tac aca gga aat cat cga gat aat cat tgg 288 

Gly His Leu Tyr Tyr Met Tyr Thr Gly Asn His Arg Asp Asn His Trp 

85 90 95 

caa cga cat gcg agt cag atg ate gca cga ttg aaa gaa gac ggt tea 336 

Gin Arg His Ala Ser Gin Met lie Ala Arg Leu Lys Glu Asp Gly Ser 

100 105 110 

gtt gaa aag ttt cca aag cca gta att age cag caa cca gaa gga tat 384 

Val Glu Lys Phe Pro Lys Pro Val lie Ser Gin Gin Pro Glu Gly Tyr 

115 120 125 

aca agt cat ttt aga gat cct aaa gtt ttt aaa tat ggt gag aaa tat 432 

Thr Ser His Phe Arg Asp Pro Lys Val Phe Lys Tyr Gly Glu Lys Tyr 

130 135 140 



tat gca ate att ggc gca caa aat aat gat cag caa ggt cga tta tta 
Tyr Ala lie lie Gly Ala Gin Asn Asn Asp Gin Gin Gly Arg Leu Leu 
145 150 155 160 



gaa cca aaa ggc aat cag ttc aaa aat att tat caa agt ggt tat ata 
Glu Pro Lys Gly Asn Gin Phe Lys Asn He Tyr Gin Ser Gly Tyr He 
210 215 220 



480 



ctt tat aat act gaa gat ata att aat tgg cat tat tta ggt gaa ata 528 

Leu Tyr Asn Thr Glu Asp He He Asn Trp His Tyr Leu Gly Glu He 

165 170 175 

aat aca gag tta gat gat ttt gga tat atg tgg gaa tgc cca gat tac 576 

Asn Thr Glu Leu Asp Asp Phe Gly Tyr Met Trp Glu Cys Pro Asp Tyr 

180 185 190 

ttt aat tta gat aat caa gat gtc ata ctt att tgt cca caa ggt att 624 

Phe Asn Leu Asp Asn Gin Asp Val He Leu He Cys Pro Gin Gly He 

195 200 205 



672 



ctt gga aag ttt gat att gaa aag tta aca tat gaa cat gaa aat ttt 720 
Leu Gly Lys Phe Asp He Glu Lys Leu Thr Tyr Glu His Glu Asn Phe 
225 230 235 240 



<210> 350 
<211> 240 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 350 

Pro Phe His He Gin Pro Glu Thr Gly Leu Leu Asn Asp Pro Asn Gly 
15 10 15 
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Leu He Phe Tyr Lys Gly Lys Tyr Tyr Val Ser His Gin Trp Phe Pro 
20 25 30 

Leu Gly Ala Val His Gly Leu Lys Tyr Trp Tyr Asn Tyr Thr Ser Asp 
35 40 45 

Asp Leu He Asn Phe Lys Pro Glu Gly Pro He Leu Asn Pro Asp Thr 
50 55 60 

Lys Tyr Asp Ser His Gly Val Tyr Ser Gly Ser Ala Phe Glu Tyr Asn 
65 70 75 80 

Gly His Leu Tyr Tyr Met Tyr Thr Gly Asn His Arg Asp Asn His Trp 
85 90 95 

Gin Arg His Ala Ser Gin Met He Ala Arg Leu Lys Glu Asp Gly Ser 
100 105 HO 

Val Glu Lys Phe Pro Lys Pro Val He Ser Gin Gin Pro Glu Gly Tyr 
115 120 125 

Thr Ser His Phe Arg Asp Pro Lys Val Phe Lys Tyr Gly Glu Lys Tyr 
130 135 140 

Tyr Ala He He Gly Ala Gin Asn Asn Asp Gin Gin Gly Arg Leu Leu 
145 150 155 160 

Leu Tyr Asn Thr Glu Asp He He Asn Trp His Tyr Leu Gly Glu He 
165 170 175 

Asn Thr Glu Leu Asp Asp Phe Gly Tyr Met Trp Glu Cys Pro Asp Tyr 
180 185 190 

Phe Asn Leu Asp Asn Gin Asp Val He Leu He Cys Pro Gin Gly He 
195 200 205 

Glu Pro Lys Gly Asn Gin Phe Lys Asn He Tyr Gin Ser Gly Tyr He 
210 215 220 

Leu Gly Lys Phe Asp He Glu Lys Leu Thr Tyr Glu His Glu Asn Phe 
225 230 235 240 



<210> 351 
<211> 1617 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1594) 

<223> RXA02061 

<400> 351 

taacctgcct tcacctggga ttatccaccc atgtgtgatg aaatcgctac cctgaatcaa 60 
agacactggc gtaattgagt gaaggcagga caataaagag atg acg aac gtt tec 11 
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Met Thr Asn Val Ser 
1 5 

ggg tat cac cga cca gag ctg cac ate acc get gaa agt ggt gtt ttg 
Gly Tyr His Arg Pro Glu Leu His lie Thr Ala Glu Ser Gly Val Leu 
10 15 20 



ctg ate aat gag gac gag ctg ggg etc gat cca gat gtc tec cga ate 
Leu lie Asn Glu Asp Glu Leu Gly Leu Asp Pro Asp Val Ser Arg lie 
120 125 130 



tgc gtt ate cca ggt tgg gaa gac caa gga aac cgc gat gaa ggc cac 

Cys Val lie Pro Gly Trp Glu Asp Gin Gly Asn Arg Asp Glu Gly His 

150 155 160 165 

tea gga tgg ttg atg etc gca gtt act ggc cca gtt gaa gee cca aca 

Ser Gly Trp Leu Met Leu Ala Val Thr Gly Pro Val Glu Ala Pro Thr 

170 175 180 

gta gtg gtc etc gac teg cca gat gga aga gaa tgg tec att aca ggt 

Val Val Val Leu Asp Ser Pro Asp Gly Arg Glu Trp Ser lie Thr Gly 
185 190 195 

ccc ctg tct etc aac ggc etc tct gga tta gag tea gac gaa gtt eta 

Pro Leu Ser Leu Asn Gly Leu Ser Gly Leu Glu Ser Asp Glu Val Leu 
200 205 210 

gtt get cct cgc atg att cgt ctg cgc gat gaa gtg gat cat gaa ate 

Val Ala Pro Arg Met lie Arg Leu Arg Asp Glu Val Asp His Glu lie 
215 220 225 

tac gat gtc etc att gtc acc att gaa caa gac ggg att gac att teg 
Tyr Asp Val Leu lie Val Thr lie Glu Gin Asp Gly lie Asp lie Ser 



163 



ttt gca cct gca ggc gtt ctg ttg gat gac gac acg tgg cat ttc ttc 211 
Phe Ala Pro Ala Gly Val Leu Leu Asp Asp Asp Thr Trp His Phe Phe 
25 30 35 

cac cag tac cgt ccc tea cca gat cac ggc ccc agg tgg gcg cac caa 259 
His Gin Tyr Arg Pro Ser Pro Asp His Gly Pro Arg Trp Ala His Gin 
40 45 50 

ttc gca gag cgc act cca ttt gtg tgg gat ate tgc gat gac gtg eta 
Phe Ala Glu Arg Thr Pro Phe Val Trp Asp lie Cys Asp Asp Val Leu 
55 60 65 

gee cct gaa ggc gat gaa acc cag gtt cgc get ggc tea gtg gtg tec 
Ala Pro Glu Gly Asp Glu Thr Gin Val Arg Ala Gly Ser Val Val Ser 
70 75 80 85 

aac aac ggt ggc gtt gat ctg tac ttc acc teg gtt gtt ggc ccc act 403 
Asn Asn Gly Gly Val Asp Leu Tyr Phe Thr Ser Val Val Gly Pro Thr 
90 95 100 

tec act ate cag ttg gca cac ate aac aac ate cgt ggc acc acc gaa 451 
Ser Thr He Gin Leu Ala His He Asn Asn He Arg Gly Thr Thr Glu 
105 HO H5 



307 



355 



499 



ggc gaa gtg gtt ggc aac act gat ggt tat gta aag ttc cgc tea ccg 547 
Gly Glu Val Val Gly Asn Thr Asp Gly Tyr Val Lys Phe Arg Ser Pro 
135 140 145 



595 



643 



691 



739 



787 



835 
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230 235 240 245 

gga tac ctg gta ggc cag etc aac ggc tea gaa ttc gat gtg aag act 

Gly Tyr Leu Val Gly Gin Leu Asn Gly Ser Glu Phe Asp Val Lys Thr 

250 255 260 



ggt etc atg aat ggc gta ggt cgt ttg gac tec ccc act gag cat etc 
Gly Leu Met Asn Gly Val Gly Arg Leu Asp Ser Pro Thr Glu His Leu 
295 300 305 



tgc gaa ate cca tea aac age gca gtt gaa gtg gcg ttg aag gac caa 
Cys Glu lie Pro Ser Asn Ser Ala Val Glu Val Ala Leu Lys Asp Gin 
360 365 370 



age cgt gtg tat ttc aac aac gga cca ttc age gaa ttt gag gtc ace 
Ser Arg Val Tyr Phe Asn Asn Gly Pro Phe Ser Glu Phe Glu Val Thr 
440 445 450 



883 



cca ttt ace cgc ate gat ttt ggc cat gat ttc tct cgc ccc cgc aac 931 
Pro Phe Thr Arg lie Asp Phe Gly His Asp Phe Ser Arg Pro Arg Asn 
265 270 275 

acc aac tac gee gaa ace acc ate ggc tac gac ttc gee cac ate ttt 979 
Thr Asn Tyr Ala Glu Thr Thr lie Gly Tyr Asp Phe Ala His lie Phe 
280 285 290 



1027 



agt tgg aag gaa gaa ggc tgg gca aac get att tct ttc cca cgt att 1075 
Ser Trp Lys Glu Glu Gly Trp Ala Asn Ala lie Ser Phe Pro Arg lie 
310 315 320 325 

gtc acg etc cag gac ggt acg gtc ttc cag acc cct cca gaa gga ttg 1123 
Val Thr Leu Gin Asp Gly Thr Val Phe Gin Thr Pro Pro Glu Gly Leu 
330 335 340 

ctt gat gee att cat gaa tec gag gca gcg gca ggt tgg acc gga ctg 1171 
Leu Asp Ala lie His Glu Ser Glu Ala Ala Ala Gly Trp Thr Gly Leu 
345 350 355 



1219 



gaa ggt gaa ate get gca aca ate act cac cgc cac aat cag eta gtc 1267 

Glu Gly Glu lie Ala Ala Thr lie Thr His Arg His Asn Gin Leu Val 
375 380 385 

gtt gat egg tec atg aac ccc aac cac gcg ggt gat cca cac gcg att 1315 

Val Asp Arg Ser Met Asn Pro Asn His Ala Gly Asp Pro His Ala lie 
390 395 400 405 

gca cca ttg act gat gat gaa aca gat tea ctg ttc att gtc gtt gac 1363 

Ala Pro Leu Thr Asp Asp Glu Thr Asp Ser Leu Phe lie Val Val Asp 

410 415 420 

ggc tct aca gta gaa gtt ttt get gat ggc ggt tat gta tea atg gca 1411 

Gly Ser Thr Val Glu Val Phe Ala Asp Gly Gly Tyr Val Ser Met Ala 

425 430 435 



1459 



acc acc ggt gac gca age att att cgc cag gaa agt cac ttc cct gtt 1507 

Thr Thr Gly Asp Ala Ser lie lie Arg Gin Glu Ser His Phe Pro Val 

455 460 465 

gat ttc agt teg gtg tec eta gat ata gat gat etc act gcg etc atg 1555 

Asp Phe Ser Ser Val Ser Leu Asp lie Asp Asp Leu Thr Ala Leu Met 
470 475 480 485 
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cag ttc gat gaa aac gaa ccg cat gaa ggc cca gtg aga taagagttag 1604 
Gin Phe Asp Glu Asn Glu Pro His Glu Gly Pro Val Arg 
490 495 

atgcgttcca gcc 1617 



<210> 352 
<211> 498 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 352 

Met Thr Asn Val Ser Gly Tyr His Arg Pro Glu Leu His lie Thr Ala 
15 10 15 

Glu Ser Gly Val Leu Phe Ala Pro Ala Gly Val Leu Leu Asp Asp Asp 
20 25 30 

Thr Trp His Phe Phe His Gin Tyr Arg Pro Ser Pro Asp His Gly Pro 
35 40 45 

Arg Trp Ala His Gin Phe Ala Glu Arg Thr Pro Phe Val Trp Asp He 
50 55 60 

Cys Asp Asp Val Leu Ala Pro Glu Gly Asp Glu Thr Gin Val Arg Ala 
65 70 75 80 

Gly Ser Val Val Ser Asn Asn Gly Gly Val Asp Leu Tyr Phe Thr Ser 
85 90 95 

Val Val Gly Pro Thr Ser Thr He Gin Leu Ala His He Asn Asn He 
100 105 HO 

Arg Gly Thr Thr Glu Leu He Asn Glu Asp Glu Leu Gly Leu Asp Pro 
115 120 125 

Asp Val Ser Arg He Gly Glu Val Val Gly Asn Thr Asp Gly Tyr Val 
130 135 140 

Lys Phe Arg Ser Pro Cys Val He Pro Gly Trp Glu Asp Gin Gly Asn 
145 150 155 160 

Arg Asp Glu Gly His Ser Gly Trp Leu Met Leu Ala Val Thr Gly Pro 
165 170 175 

Val Glu Ala Pro Thr Val Val Val Leu Asp Ser Pro Asp Gly Arg Glu 
180 185 190 

Trp Ser He Thr Gly Pro Leu Ser Leu Asn Gly Leu Ser Gly Leu Glu 
195 200 205 

Ser Asp Glu Val Leu Val Ala Pro Arg Met He Arg Leu Arg Asp Glu 
210 215 220 

Val Asp His Glu He Tyr Asp Val Leu He Val Thr He Glu Gin Asp 
225 230 235 240 

Gly He Asp He Ser Gly Tyr Leu Val Gly Gin Leu Asn Gly Ser Glu 
245 250 255 
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Phe Asp Val Lys Thr Pro Phe Thr Arg lie Asp Phe Gly His Asp Phe 
260 265 270 

Ser Arg Pro Arg Asn Thr Asn Tyr Ala Glu Thr Thr lie Gly Tyr Asp 
275 280 285 

Phe Ala His lie Phe Gly Leu Met Asn Gly Val Gly Arg Leu Asp Ser 
290 295 300 

Pro Thr Glu His Leu Ser Trp Lys Glu Glu Gly Trp Ala Asn Ala lie 
305 310 315 320 

Ser Phe Pro Arg He Val Thr Leu Gin Asp Gly Thr Val Phe Gin Thr 
325 330 335 

Pro Pro Glu Gly Leu Leu Asp Ala He His Glu Ser Glu Ala Ala Ala 
340 345 350 

Gly Trp Thr Gly Leu Cys Glu He Pro Ser Asn Ser Ala Val Glu Val 
355 360 365 

Ala Leu Lys Asp Gin Glu Gly Glu He Ala Ala Thr He Thr His Arg 
370 375 380 

His Asn Gin Leu Val Val Asp Arg Ser Met Asn Pro Asn His Ala Gly 
385 390 395 400 

Asp Pro His Ala He Ala Pro Leu Thr Asp Asp Glu Thr Asp Ser Leu 
405 410 415 

Phe He Val Val Asp Gly Ser Thr Val Glu Val Phe Ala Asp Gly Gly 
420 425 430 

Tyr Val Ser Met Ala Ser Arg Val Tyr Phe Asn Asn Gly Pro Phe Ser 
435 440 445 

Glu Phe Glu Val Thr Thr Thr Gly Asp Ala Ser He He Arg Gin Glu 
450 455 460 

Ser His Phe Pro Val Asp Phe Ser Ser Val Ser Leu Asp He Asp Asp 
465 470 475 480 

Leu Thr Ala Leu Met Gin Phe Asp Glu Asn Glu Pro His Glu Gly Pro 
485 490 495 



Val Arg 



<210> 353 
<211> 1305 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1282) 
<223> RXN01369 

<400> 353 



BGI-126CP 



-497- 



ctgcgacgga cctagcaaag gggcgctgac acaagcactg cgtttgctgg tgcgcggaca 60 

gtcagccacg acctattcca ttgaagaaaa ggacttgtaa atg gag eta ttg gaa 115 

Met Glu Leu Leu Glu 
1 5 

ggc tea ctg cgc acc tac cca tgg ggt tea aga aca ctg ate get gat 163 
Gly Ser Leu Arg Thr Tyr Pro Trp Gly Ser Arg Thr Leu lie Ala Asp 
10 15 20 

etc aaa ggc gaa gaa tea cca teg tct cgc cca gag gee gaa gtc tgg 211 
Leu Lys Gly Glu Glu Ser Pro Ser Ser Arg Pro Glu Ala Glu Val Trp 
25 30 35 

ttc ggt gee cac cca gga tea cca tea acc ate ggt gga aac gca etc 259 
Phe Gly Ala His Pro Gly Ser Pro Ser Thr lie Gly Gly Asn Ala Leu 
40 45 50 

aac gaa gtc ate gca gcg aac ccc gaa gaa gca ttg ggc acg cgt gtt 307 
Asn Glu Val He Ala Ala Asn Pro Glu Glu Ala Leu Gly Thr Arg Val 
55 60 65 

gee gaa gcg ttt gaa aat gag ctt cca ttc etc etc aaa ate etc gca 355 
Ala Glu Ala Phe Glu Asn Glu Leu Pro Phe Leu Leu Lys He Leu Ala 
70 75 80 85 



gcg gga gca ccc eta tea ctg cag gee cac cca teg ctg gaa cag gee 
Ala Gly Ala Pro Leu Ser Leu Gin Ala His Pro Ser Leu Glu Gin Ala 
90 95 100 



cgc age atg etc acc gtc gac aac gag gaa gaa tec etc cgc gca ctg 
Arg Ser Met Leu Thr Val Asp Asn Glu Glu Glu Ser Leu Arg Ala Leu 
170 175 180 

ttt acc acc tgg ate acc ate ccc ate ggt aaa cga cac gaa etc ate 
Phe Thr Thr Trp He Thr He Pro He Gly Lys Arg His Glu Leu He 
185 190 195 

gat gee etc ate age aac gee cac acc tac ctt gag gca age gat cgt 
Asp Ala Leu He Ser Asn Ala His Thr Tyr Leu Glu Ala Ser Asp Arg 
200 205 210 

gac gag gac ate gca ttc gtg etc tea cac ate ate gag etc aac gaa 
Asp Glu Asp He Ala Phe Val Leu Ser His He He Glu Leu Asn Glu 
215 220 225 



403 



cgt gaa gga ttc gee cgc gaa aac tea gca gga att gac etc ggc gca 451 
Arg Glu Gly Phe Ala Arg Glu Asn Ser Ala Gly He Asp Leu Gly Ala 
105 HO 115 

ccg aac cgc aac tac cgc gac cca aac cac aag cca gag ctg ate gtt 499 
Pro Asn Arg Asn Tyr Arg Asp Pro Asn His Lys Pro Glu Leu He Val 
120 125 130 

get etc acg gaa ttc ate gcg atg gca ggc ttc cgc cca ctg egg aac 
Ala Leu Thr Glu Phe He Ala Met Ala Gly Phe Arg Pro Leu Arg Asn 
135 140 145 

acc etc acc att ttc gac gee etc gee tgc gaa ccc etc gac cgc tac 595 
Thr Leu Thr He Phe Asp Ala Leu Ala Cys Glu Pro Leu Asp Arg Tyr 
150 155 160 165 



547 



643 



691 



739 



787 
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cag tac ccc ggc gat gtc ggc gtt ctg ggt get ctg ctg ttg aac ttc 835 
Gin Tyr Pro Gly Asp Val Gly Val Leu Gly Ala Leu Leu Leu Asn Phe 
230 235 240 245 

tac aaa ctt gec cca ggc gaa gec etc tac etc gac gec gca aac ctt 883 
Tyr Lys Leu Ala Pro Gly Glu Ala Leu Tyr Leu Asp Ala Ala Asn Leu 
250 255 260 

cac gca tac ate age ggc etc ggc gta gag ate atg gcg aac tec gac 931 
His Ala Tyr lie Ser Gly Leu Gly Val Glu lie Met Ala Asn Ser Asp 
265 270 275 

aac gtg etc cgc ggt gga ctg aca tec aaa tac gtc gac gtc ccg gag 979 
Asn Val Leu Arg Gly Gly Leu Thr Ser Lys Tyr Val Asp Val Pro Glu 
280 285 290 

ctt gtg cgc gtg ttg gat ttc aac tct ttg gaa aac get cgc gtg gac 1027 
Leu Val Arg Val Leu Asp Phe Asn Ser Leu Glu Asn Ala Arg Val Asp 
295 300 305 



gtt gaa gaa gac ggt gca acg ace cac tac cca gtt cca ate aac gaa 
Val Glu Glu Asp Gly Ala Thr Thr His Tyr Pro Val Pro lie Asn Glu 
310 315 320 325 



gca ggg gag aag acc etc gaa gta gca gca ggt cac gee gca tgg gtt 
Ala Gly Glu Lys Thr Leu Glu Val Ala Ala Gly His Ala Ala Trp Val 
360 365 370 



ttc etc get agg gtt tagatctttt tagattaaaa tea 

Phe Leu Ala Arg Val 

390 



1075 



ttc caa etc gat cgc gtt gca gtt cag ggc gaa gca gaa gee aac cac 1123 

Phe Gin Leu Asp Arg Val Ala Val Gin Gly Glu Ala Glu Ala Asn His 
330 335 340 

gat ggt ccc atg att gtt ctg tgc acc tec gga act gtt tec ttg gaa 1171 

Asp Gly Pro Met lie Val Leu Cys Thr Ser Gly Thr Val Ser Leu Glu 
345 350 355 



1219 



cca gca aac gac cca acc att gcg atg cgt tct gag gac gca gaa gta 1267 
Pro Ala Asn Asp Pro Thr lie Ala Met Arg Ser Glu Asp Ala Glu Val 
375 380 385 



1305 



<210> 354 
<211> 394 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 354 
Met Glu Leu Leu 
1 

Thr Leu lie Ala 
20 

Glu Ala Glu Val 
35 



Glu Gly Ser Leu 
5 

Asp Leu Lys Gly 

Trp Phe Gly Ala 
40 



Arg Thr Tyr Pro 
10 

Glu Glu Ser Pro 
25 

His Pro Gly Ser 



Trp Gly Ser Arg 
15 

Ser Ser Arg Pro 
30 

Pro Ser Thr lie 
45 
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Gly Gly Asn Ala 
50 

Leu Gly Thr Arg 
65 

Leu Lys lie Leu 



Ser Leu Glu Gin 
100 

lie Asp Leu Gly 
115 

Pro Glu Leu lie 
130 

Arg Pro Leu Arg 
145 

Pro Leu Asp Arg 



Ser Leu Arg Ala 
180 

Arg His Glu Leu 
195 

Glu Ala Ser Asp 
210 

lie Glu Leu Asn 
225 

Leu Leu Leu Asn 



Asp Ala Ala Asn 
260 

Met Ala Asn Ser 
275 

Val Asp Val Pro 
290 

Asn Ala Arg Val 
305 

Val Pro lie Asn 



Ala Glu Ala Asn 
340 

Thr Val Ser Leu 
355 

His Ala Ala Trp 



Leu Asn Glu Val 
55 

Val Ala Glu Ala 
70 

Ala Ala Gly Ala 

85 

Ala Arg Glu Gly 



Ala Pro Asn Arg 
120 

Val Ala Leu Thr 
135 

Asn Thr Leu Thr 
150 

Tyr Arg Ser Met 
165 

Leu Phe Thr Thr 



lie Asp Ala Leu 
200 

Arg Asp Glu Asp 
215 

Glu Gin Tyr Pro 
230 

Phe Tyr Lys Leu 
245 

Leu His Ala Tyr 



Asp Asn Val Leu 
280 

Glu Leu Val Arg 
295 

Asp Val Glu Glu 
310 

Glu Phe Gin Leu 
325 

His Asp Gly Pro 



Glu Ala Gly Glu 
360 

Val Pro Ala Asn 



lie Ala Ala Asn 
60 

Phe Glu Asn Glu 
75 

Pro Leu Ser Leu 
90 

Phe Ala Arg Glu 

105 

Asn Tyr Arg Asp 



Glu Phe lie Ala 
140 

lie Phe Asp Ala 
155 

Leu Thr Val Asp 
170 

Trp lie Thr lie 
185 

lie Ser Asn Ala 



lie Ala Phe Val 
220 

Gly Asp Val Gly 
235 

Ala Pro Gly Glu 
250 

lie Ser Gly Leu 
265 

Arg Gly Gly Leu 



Val Leu Asp Phe 
300 

Asp Gly Ala Thr 
315 

Asp Arg Val Ala 
330 

Met lie Val Leu 
345 

Lys Thr Leu Glu 



Asp Pro Thr lie 



Pro Glu Glu Ala 



Leu Pro Phe Leu 
80 

Gin Ala His Pro 
95 

Asn Ser Ala Gly 
110 

Pro Asn His Lys 
125 

Met Ala Gly Phe 



Leu Ala Cys Glu 
160 

Asn Glu Glu Glu 
175 

Pro lie Gly Lys 
190 

His Thr Tyr Leu 

205 

Leu Ser His lie 



Val Leu Gly Ala 
240 

Ala Leu Tyr Leu 
255 

Gly Val Glu lie 
270 

Thr Ser Lys Tyr 
285 

Asn Ser Leu Glu 



Thr His Tyr Pro 
320 

Val Gin Gly Glu 
335 

Cys Thr Ser Gly 
350 

Val Ala Ala Gly 
365 

Ala Met Arg Ser 
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370 



375 



380 



Glu Asp Ala Glu Val Phe Leu Ala Arg Val 
385 390 



<210> 355 
<211> 524 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 
<221> CDS 
<222> (1) . . (501) 
<223> FRXA01369 

<400> 355 

aac gaa cag tgc etc ggc gat gtc ggc gtt ctg ggt get ctg ctg ttg 
Asn Glu Gin Cys Leu Gly Asp Val Gly Val Leu Gly Ala Leu Leu Leu 



1 



5 10 15 



tgg gtt cca gca aac gac cca acc att gcg atg cgt tct gag gac gca 
Trp Val Pro Ala Asn Asp Pro Thr lie Ala Met Arg Ser Glu Asp Ala 
145 150 155 160 

gaa gta ttc etc get agg gtt tagatctttt tagattaaaa tea 
Glu Val Phe Leu Ala Arg Val 
165 



48 



96 



aac ttc tac aaa ctt gec cca ggc gaa gec etc tac etc gac gec gca 
Asn Phe Tyr Lys Leu Ala Pro Gly Glu Ala Leu Tyr Leu Asp Ala Ala 
20 25 30 

aac ctt cac gca tac ate age ggc etc ggc gta gag ate atg gcg aac 
Asn Leu His Ala Tyr He Ser Gly Leu Gly Val Glu He Met Ala Asn 
35 40 45 

tec gac aac gtg etc cgc ggt gga ctg aca tec aaa tac gtc gac gtc 
Ser Asp Asn Val Leu Arg Gly Gly Leu Thr Ser Lys Tyr Val Asp Val 
50 55 60 

ccg gag ctt gtg cgc gtg ttg gat ttc aac tct ttg gaa aac get cgc 
Pro Glu Leu Val Arg Val Leu Asp Phe Asn Ser Leu Glu Asn Ala Arg 
65 70 75 80 

gtg gac gtt gaa gaa gac ggt gca acg acc cac tac cca gtt cca ate 
Val Asp Val Glu Glu Asp Gly Ala Thr Thr His Tyr Pro Val Pro He 
85 90 95 

aac gaa ttc caa etc gat cgc gtt gca gtt cag ggc gaa gca gaa gee 
Asn Glu Phe Gin Leu Asp Arg Val Ala Val Gin Gly Glu Ala Glu Ala 
100 105 HO 

aac cac gat ggt ccc atg att gtt ctg tgc acc tec gga act gtt tec 
Asn His Asp Gly Pro Met He Val Leu Cys Thr Ser Gly Thr Val Ser 
115 120 125 

ttg gaa gca ggg gag aag acc etc gaa gta gca gca ggt cac gee gca 432 
Leu Glu Ala Gly Glu Lys Thr Leu Glu Val Ala Ala Gly His Ala Ala 
130 135 140 



144 



192 



240 



288 



336 



384 



480 



524 
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<210> 356 
<211> 167 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 356 

Asn Glu Gin Cys Leu Gly Asp Val Gly Val Leu Gly Ala Leu Leu Leu 
15 10 15 

Asn Phe Tyr Lys Leu Ala Pro Gly Glu Ala Leu Tyr Leu Asp Ala Ala 
20 25 30 

Asn Leu His Ala Tyr lie Ser Gly Leu Gly Val Glu He Met Ala Asn 
35 40 45 

Ser Asp Asn Val Leu Arg Gly Gly Leu Thr Ser Lys Tyr Val Asp Val 
50 55 60 

Pro Glu Leu Val Arg Val Leu Asp Phe Asn Ser Leu Glu Asn Ala Arg 
65 70 75 80 

Val Asp Val Glu Glu Asp Gly Ala Thr Thr His Tyr Pro Val Pro He 
85 90 95 

Asn Glu Phe Gin Leu Asp Arg Val Ala Val Gin Gly Glu Ala Glu Ala 
100 105 HO 

Asn His Asp Gly Pro Met lie Val Leu Cys Thr Ser Gly Thr Val Ser 
115 120 125 

Leu Glu Ala Gly Glu Lys Thr Leu Glu Val Ala Ala Gly His Ala Ala 
130 135 140 

Trp Val Pro Ala Asn Asp Pro Thr He Ala Met Arg Ser Glu Asp Ala 
145 150 155 160 

Glu Val Phe Leu Ala Arg Val 
165 



<210> 357 
<211> 808 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (808) 

<223> FRXA01373 

<400> 357 

ctgcgacgga cctagcaaag gggcgctgac 
gtcagccacg acctattcca ttgaagaaaa 



acaagcactg cgtttgctgg tgcgcggaca 60 

ggacttgtaa atg gag eta ttg gaa 115 
Met Glu Leu Leu Glu 
1 5 



ggc tea ctg cgc acc tac cca tgg ggt tea aga aca ctg ate get gat 
Gly Ser Leu Arg Thr Tyr Pro Trp Gly Ser Arg Thr Leu He Ala Asp 
10 15 20 



163 
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ctc aaa ggc gaa gaa tea cca teg tct cgc cca gag gec gaa gtc tgg 211 
Leu Lys Gly Glu Glu Ser Pro Ser Ser Arg Pro Glu Ala Glu Val Trp 
25 30 35 

ttc ggt gec cac cca gga tea cca tea acc ate ggt gga aac gca etc 259 
Phe Gly Ala His Pro Gly Ser Pro Ser Thr lie Gly Gly Asn Ala Leu 
40 45 50 

aac gaa gtc ate gca gcg aac ccc gaa gaa gca ttg ggc acg cgt gtt 
Asn Glu Val He Ala Ala Asn Pro Glu Glu Ala Leu Gly Thr Arg Val 
55 60 65 

gec gaa gcg ttt gaa aat gag ctt cca ttc etc etc aaa ate etc gca 
Ala Glu Ala Phe Glu Asn Glu Leu Pro Phe Leu Leu Lys He Leu Ala 
70 75 80 85 

gcg gga gca ccc eta tea ctg cag gec cac cca teg ctg gaa cag gec 
Ala Gly Ala Pro Leu Ser Leu Gin Ala His Pro Ser Leu Glu Gin Ala 
90 95 100 

cgt gaa gga ttc gec cgc gaa aac tea gca gga att gac etc ggc gca 451 
Arg Glu Gly Phe Ala Arg Glu Asn Ser Ala Gly He Asp Leu Gly Ala 
105 HO H5 



ccg aac cgc aac tac cgc gac cca aac cac aag cca gag ctg ate gtt 
Pro Asn Arg Asn Tyr Arg Asp Pro Asn His Lys Pro Glu Leu He Val 
120 125 130 



acc etc acc att ttc gac gee etc gee tgc gaa ccc etc gac cgc tac 
Thr Leu Thr He Phe Asp Ala Leu Ala Cys Glu Pro Leu Asp Arg Tyr 
150 155 160 165 

cgc age atg etc acc gtc gac aac gag gaa gaa tec etc cgc gca ctg 
Arg Ser Met Leu Thr Val Asp Asn Glu Glu Glu Ser Leu Arg Ala Leu 
170 175 180 

ttt acc acc tgg ate acc ate ccc ate ggt aaa cga cac gaa etc ate 
Phe Thr Thr Trp He Thr He Pro He Gly Lys Arg His Glu Leu He 
185 190 195 

gat gee etc ate age aac gee cac acc tac ctt gag gca age gat cgt 
Asp Ala Leu He Ser Asn Ala His Thr Tyr Leu Glu Ala Ser Asp Arg 
200 205 210 

gac gag gac ate gca ttc gtg etc tea cac ate ate gag etc aac gaa 
Asp Glu Asp He Ala Phe Val Leu Ser His He He Glu Leu Asn Glu 
215 220 225 

cag tac ccc ggc gat gtc ggc 
Gin Tyr Pro Gly Asp Val Gly 
230 235 



307 



355 



403 



499 



get etc acg gaa ttc ate gcg atg gca ggc ttc cgc cca ctg egg aac 547 
Ala Leu Thr Glu Phe He Ala Met Ala Gly Phe Arg Pro Leu Arg Asn 
135 140 145 



595 



643 



691 



739 



787 



<210> 358 
<211> 236 
<212> PRT 
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<213> Corynebacteriurn glut ami cum 
<400> 358 

Met Glu Leu Leu Glu Gly Ser Leu Arg Thr Tyr Pro Trp Gly Ser Arg 
15 10 15 

Thr Leu lie Ala Asp Leu Lys Gly Glu Glu Ser Pro Ser Ser Arg Pro 
20 25 30 

Glu Ala Glu Val Trp Phe Gly Ala His Pro Gly Ser Pro Ser Thr lie 
35 40 45 

Gly Gly Asn Ala Leu Asn Glu Val lie Ala Ala Asn Pro Glu Glu Ala 
50 55 60 

Leu Gly Thr Arg Val Ala Glu Ala Phe Glu Asn Glu Leu Pro Phe Leu 
65 70 75 80 

Leu Lys lie Leu Ala Ala Gly Ala Pro Leu Ser Leu Gin Ala His Pro 
85 90 95 

Ser Leu Glu Gin Ala Arg Glu Gly Phe Ala Arg Glu Asn Ser Ala Gly 
100 105 110 

lie Asp Leu Gly Ala Pro Asn Arg Asn Tyr Arg Asp Pro Asn His Lys 
115 120 125 

Pro Glu Leu lie Val Ala Leu Thr Glu Phe He Ala Met Ala Gly Phe 
130 135 140 

Arg Pro Leu Arg Asn Thr Leu Thr He Phe Asp Ala Leu Ala Cys Glu 
145 150 155 160 

Pro Leu Asp Arg Tyr Arg Ser Met Leu Thr Val Asp Asn Glu Glu Glu 
165 170 175 

Ser Leu Arg Ala Leu Phe Thr Thr Trp He Thr He Pro He Gly Lys 
180 185 190 

Arg His Glu Leu He Asp Ala Leu He Ser Asn Ala His Thr Tyr Leu 
195 200 205 

Glu Ala Ser Asp Arg Asp Glu Asp He Ala Phe Val Leu Ser His He 
210 215 220 

He Glu Leu Asn Glu Gin Tyr Pro Gly Asp Val Gly 
225 230 235 



<210> 359 
<211> 1775 
<212> DNA 

<213> Corynebacteriurn glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1752) 

<223> RXA02611 

<400> 359 

gat gcg tgg teg gat cct atg get acg tgg cgt cat gcg att acc act 
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Asp Ala Trp Ser Asp Pro Met Ala Thr Trp Arg His Ala lie Thr Thr 
15 10 15 

aag att gag gcc ggc cag ggt teg gat gag ttg tat aac gac ttt gag 96 
Lys lie Glu Ala Gly Gin Gly Ser Asp Glu Leu Tyr Asn Asp Phe Glu 
20 25 30 

cac ggg get cag ctg ttt gag cgt get gcg gag aat ttg tct aaa gag 144 
His Gly Ala Gin Leu Phe Glu Arg Ala Ala Glu Asn Leu Ser Lys Glu 
35 40 45 

gat agg act gcg ctt ttc gac gtc gcc tec tct ctg egg cgc ggc ggc 192 
Asp Arg Thr Ala Leu Phe Asp Val Ala Ser Ser Leu Arg Arg Gly Gly 
50 55 60 

gat gta cgc gca cgt etc gcc cca gcg etc ace gcg agt gtc act cat 240 
Asp Val Arg Ala Arg Leu Ala Pro Ala Leu Thr Ala Ser Val Thr His 
65 70 75 80 

ctt tta gaa ctt aac ccg ttg cgt gag ttg gtc acg atg ggt gaa aac 288 
Leu Leu Glu Leu Asn Pro Leu Arg Glu Leu Val Thr Met Gly Glu Asn 
85 90 95 

ctg cag gtt cgt gtc gag cgt cgt gcc get ttg gtc aac tct tgg tat 336 
Leu Gin Val Arg Val Glu Arg Arg Ala Ala Leu Val Asn Ser Trp Tyr 
100 105 110 

gag ctt ttc cct cgt tec aca ggt ggt tgg gat gag tec ggc ace ccc 384 
Glu Leu Phe Pro Arg Ser Thr Gly Gly Trp Asp Glu Ser Gly Thr Pro 
115 120 125 

gtt cat ggc act ttc get acc act get cag gcg ttg gag cgt gtc gcg 432 
Val His Gly Thr Phe Ala Thr Thr Ala Gin Ala Leu Glu Arg Val Ala 
130 135 140 

aag atg ggc ttc gat act gtt tac ttc ccg ccg ate cat ccg att ggc 480 
Lys Met Gly Phe Asp Thr Val Tyr Phe Pro Pro lie His Pro lie Gly 
145 150 155 160 

gag gtc aac cgc aag ggc cgc aat aat acg ctg acc ccg gaa cct cat 528 
Glu Val Asn Arg Lys Gly Arg- Asn Asn Thr Leu Thr Pro Glu Pro His 
165 170 175 

gat gtg ggt teg ccg tgg get att ggt tct aaa gat ggt ggg cat gat 57 6 
Asp Val Gly Ser Pro Trp Ala lie Gly Ser Lys Asp Gly Gly His Asp 
180 185 190 

gca acg cat ccg egg ttg ggc acc att gaa gat ttc cag gcg ttg ttg 624 
Ala Thr His Pro Arg Leu Gly Thr lie Glu Asp Phe Gin Ala Leu Leu 
195 200 205 

get cgc gca egg gaa etc aat ttg gaa gtt gca etc gat eta get ctg 672 
Ala Arg Ala Arg Glu Leu Asn Leu Glu Val Ala Leu Asp Leu Ala Leu 
210 215 220 

cag get gcc cct gat cat cca tgg gcg cag gaa cac cgc gag ttt ttc 720 
Gin Ala Ala Pro Asp His Pro Trp Ala Gin Glu His Arg Glu Phe Phe 
225 230 235 240 



acg gtg ttg get gat ggc acc att gcg tat gca gaa aac cca ccg aag 768 
Thr Val Leu Ala Asp Gly Thr He Ala Tyr Ala Glu Asn Pro Pro Lys 



BGI-126CP 



-505- 



245 250 255 

aag tac cag gat att tat ccc ate aac ttt gat aat gat get ccg aag 816 
Lys Tyr Gin Asp lie Tyr Pro lie Asn Phe Asp Asn Asp Ala Pro Lys 
260 265 270 

ate tac gaa gag gtc tat cgt gtg gtg aag ttc tgg gtg gat ttg ggt 864 
lie Tyr Glu Glu Val Tyr Arg Val Val Lys Phe Trp Val Asp Leu Gly 
275 280 285 

gtg acc aca ttc cgc gtg gat aac ccg cac act aag ccc get aat ttc 912 
Val Thr Thr Phe Arg Val Asp Asn Pro His Thr Lys Pro Ala Asn Phe 
290 295 300 

tgg cag tgg ctt att tct gec ate cat aaa tea aac cct gag gtc att 960 
Trp Gin Trp Leu lie Ser Ala lie His Lys Ser Asn Pro Glu Val lie 
305 310 315 320 

ttc eta gcg gag gcg tct act cgc ccg gca cgt ctg tat ttc ttg tec 1008 
Phe Leu Ala Glu Ala Ser Thr Arg Pro Ala Arg Leu Tyr Phe Leu Ser 
325 330 335 

aag att ggt ttc tec cag tct tac acc tac ttc acc tgg aag gtc acc 1056 
Lys lie Gly Phe Ser Gin Ser Tyr Thr Tyr Phe Thr Trp Lys Val Thr 
340 345 350 

aac gag gag etc acc gag ttc get act gag ate gec ccc atg gcg gat 1104 
Asn Glu Glu Leu Thr Glu Phe Ala Thr Glu lie Ala Pro Met Ala Asp 
355 360 365 

att tct cgt ccg aac ctg ttt gtg aac act ccc gac att ttg cat gcg 1152 
lie Ser Arg Pro Asn Leu Phe Val Asn Thr Pro Asp lie Leu His Ala 
370 375 380 

tct ctg cag cat ggt gga cgc gee atg ttc get ate cgc gee gca ttg 1200 
Ser Leu Gin His Gly Gly Arg Ala Met Phe Ala lie Arg Ala Ala Leu 
385 390 395 400 

gee gee acg atg tct cct gtg tgg ggc gta tat tec gga tat gag etc 1248 
Ala Ala Thr Met Ser Pro Val Trp Gly Val Tyr Ser Gly Tyr Glu Leu 
405 410 415 

ttt gag cac gag gee gtc aag cct ggt teg gaa gag tac ttg gat tct 1296 
Phe Glu His Glu Ala Val Lys Pro Gly Ser Glu Glu Tyr Leu Asp Ser 
420 425 430 

gag aag tac gag ctg cgt ccc cgc gat ttc gag ggt get ctg gaa cgt 1344 
Glu Lys Tyr Glu Leu Arg Pro Arg Asp Phe Glu Gly Ala Leu Glu Arg 
435 440 445 

ggc gat tct etc gag gat tac ate get ctg etc aac cag ate cgt cgc 1392 
Gly Asp Ser Leu Glu Asp Tyr lie Ala Leu Leu Asn Gin lie Arg Arg 
450 455 460 

gcg aac cct gec ttg cag caa eta cgc aac ate cac ttc cac gaa gcg 1440 
Ala Asn Pro Ala Leu Gin Gin Leu Arg Asn lie His Phe His Glu Ala 
465 470 475 480 

gac aat gat cag ate ate gee tac tec aag gtt gat get ttg acc gga 1488 
Asp Asn Asp Gin lie lie Ala Tyr Ser Lys Val Asp Ala Leu Thr Gly 
485 490 495 
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aat acc gtg ttg att gtg gtc aac ttg gat cca cgt agt get cgt gag 1536 
Asn Thr Val Leu He Val Val Asn Leu Asp Pro Arg Ser Ala Arg Glu 
500 505 510 



get act gtt cgc ctt gat ctt gga gcg ctt ggc tta gaa gcg ggt gca 
Ala Thr Val Arg Leu Asp Leu Gly Ala Leu Gly Leu Glu Ala Gly Ala 
515 520 525 

cag ttt gag gtg cgc gat gcg ate acc ggc tec cgt tac ctg tgg tea 
Gin Phe Glu Val Arg Asp Ala He Thr Gly Ser Arg Tyr Leu Trp Ser 
530 535 540 

gag acg aac ttt gtc cgc etc gag ccc eta cgc gat gtc gec cac ate 
Glu Thr Asn Phe Val Arg Leu Glu Pro Leu Arg Asp Val Ala His He 
545 550 555 560 



1584 



1632 



1680 



1728 



ttt gtt ctt cct gaa ctt cca gcg tct cgc cgt gag cgt etc gcg tgg 
Phe Val Leu Pro Glu Leu Pro Ala Ser Arg Arg Glu Arg Leu Ala Trp 
565 570 575 

cgc gaa ate aag acc tac cgc gcg taatttccca tctctgtacc ttc 1775 
Arg Glu He Lys Thr Tyr Arg Ala 
580 



<210> 360 
<211> 584 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 360 

Asp Ala Trp Ser Asp Pro Met Ala Thr Trp Arg His Ala He Thr Thr 
15 10 15 

Lys He Glu Ala Gly Gin Gly Ser Asp Glu Leu Tyr Asn Asp Phe Glu 
20 25 30 

His Gly Ala Gin Leu Phe Glu Arg Ala Ala Glu Asn Leu Ser Lys Glu 
35 40 45 

Asp Arg Thr Ala Leu Phe Asp Val Ala Ser Ser Leu Arg Arg Gly Gly 
50 55 60 

Asp Val Arg Ala Arg Leu Ala Pro Ala Leu Thr Ala Ser Val Thr His 
65 70 75 80 

Leu Leu Glu Leu Asn Pro Leu Arg Glu Leu Val Thr Met Gly Glu Asn 
85 90 95 

Leu Gin Val Arg Val Glu Arg Arg Ala Ala Leu Val Asn Ser Trp Tyr 
100 105 HO 

Glu Leu Phe Pro Arg Ser Thr Gly Gly Trp Asp Glu Ser Gly Thr Pro 
115 120 125 

Val His Gly Thr Phe Ala Thr Thr Ala Gin Ala Leu Glu Arg Val Ala 
130 135 140 

Lys Met Gly Phe Asp Thr Val Tyr Phe Pro Pro He His Pro He Gly 
145 150 155 160 
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Glu Val Asn Arg 



Asp Val Gly Ser 
180 

Ala Thr His Pro 
195 

Ala Arg Ala Arg 
210 

Gin Ala Ala Pro 
225 

Thr Val Leu Ala 



Lys Tyr Gin Asp 
260 

lie Tyr Glu Glu 
275 

Val Thr Thr Phe 
290 

Trp Gin Trp Leu 
305 

Phe Leu Ala Glu 



Lys lie Gly Phe 
340 

Asn Glu Glu Leu 
355 

lie Ser Arg Pro 
370 

Ser Leu Gin His 
385 

Ala Ala Thr Met 



Phe Glu His Glu 
420 

Glu Lys Tyr Glu 
435 

Gly Asp Ser Leu 
450 

Ala Asn Pro Ala 
465 



Lys Gly Arg Asn 
165 

Pro Trp Ala lie 



Arg Leu Gly Thr 
200 

Glu Leu Asn Leu 
215 

Asp His Pro Trp 
230 

Asp Gly Thr He 
245 

He Tyr Pro He 



Val Tyr Arg Val 
280 

Arg Val Asp Asn 
295 

He Ser Ala He 
310 

Ala Ser Thr Arg 
325 

Ser Gin Ser Tyr 



Thr Glu Phe Ala 
360 

Asn Leu Phe Val 
375 

Gly Gly Arg Ala 
390 

Ser Pro Val Trp 
405 

Ala Val Lys Pro 



Leu Arg Pro Arg 
440 

Glu Asp Tyr He 
455 

Leu Gin Gin Leu 
470 



Asn Thr Leu Thr 
170 

Gly Ser Lys Asp 

185 

He Glu Asp Phe 



Glu Val Ala Leu 
220 

Ala Gin Glu His 

235 

Ala Tyr Ala Glu 
250 

Asn Phe Asp Asn 
265 

Val Lys Phe Trp 



Pro His Thr Lys 
300 

His Lys Ser Asn 

315 

Pro Ala Arg Leu 
330 

Thr Tyr Phe Thr 
345 

Thr Glu He Ala 



Asn Thr Pro Asp 
380 

Met Phe Ala He 
395 

Gly Val Tyr Ser 
410 

Gly Ser Glu Glu 
425 

Asp Phe Glu Gly 



Ala Leu Leu Asn 
460 

Arg Asn He His 
475 



Pro Glu Pro His 
175 

Gly Gly His Asp 
190 

Gin Ala Leu Leu 
205 

Asp Leu Ala Leu 



Arg Glu Phe Phe 
240 

Asn Pro Pro Lys 
255 

Asp Ala Pro Lys 
270 

Val Asp Leu Gly 
285 

Pro Ala Asn Phe 



Pro Glu Val He 

320 

Tyr Phe Leu Ser 
335 

Trp Lys Val Thr 

350 

Pro Met Ala Asp 
365 

He Leu His Ala 



Arg Ala Ala Leu 
400 

Gly Tyr Glu Leu 
415 

Tyr Leu Asp Ser 
430 

Ala Leu Glu Arg 
445 

Gin He Arg Arg 



Phe His Glu Ala 
480 
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Asp Asn Asp Gin 



Asn Thr Val Leu 
500 

Ala Thr Val Arg 

515 

Gin Phe Glu Val 
530 

Glu Thr Asn Phe 
545 

Phe Val Leu Pro 



Arg Glu lie Lys 
580 



lie lie Ala Tyr 
485 

lie Val Val Asn 



Leu Asp Leu Gly 
520 

Arg Asp Ala lie 
535 

Val Arg Leu Glu 
550 

Glu Leu Pro Ala 
565 

Thr Tyr Arg Ala 



Ser Lys Val Asp 
490 

Leu Asp Pro Arg 
505 

Ala Leu Gly Leu 



Thr Gly Ser Arg 
540 

Pro Leu Arg Asp 
555 

Ser Arg Arg Glu 
570 



Ala Leu Thr Gly 
495 

Ser Ala Arg Glu 
510 

Glu Ala Gly Ala 
525 

Tyr Leu Trp Ser 



Val Ala His lie 
560 

Arg Leu Ala Trp 
575 



<210> 361 
<211> 2316 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (2293) 

<223> RXA02612 

<400> 361 

gaacttccag cgtctcgccg tgagcgtctc gcgtggcgcg aaatcaagac ctaccgcgcg 60 

taatttccca tctctgtacc ttctatcaag gattatcatc atg acc gtt gac ccc 115 

Met Thr Val Asp Pro 
1 5 

gcg age cac ate acc ate cct gaa gca gat ctg gec cgc ctg cgc cac 163 
Ala Ser His He Thr He Pro Glu Ala Asp Leu Ala Arg Leu Arg His 
10 15 20- 

tgc aac cat cac gat cct cat gga ttt tat ggt tgg cat gag acc gaa 211 
Cys Asn His His Asp Pro His Gly Phe Tyr Gly Trp His Glu Thr Glu 
25 30 35 



get ggt teg gtt ate cgc acg cgc cag gtc ggc gcg acg cag gtt aat 
Ala Gly Ser Val He Arg Thr Arg Gin Val Gly Ala Thr Gin Val Asn 
40 45 50 

ttg ctt ate gac gac acc tec cac gtc atg acc cct ate ggc gac gac 
Leu Leu He Asp Asp Thr Ser His Val Met Thr Pro He Gly Asp Asp 
55 60 65 

att ttc gca att gac tta ggt cac cgc gag cgc get gac tat cgc ttg 
He Phe Ala He Asp Leu Gly His Arg Glu Arg Ala Asp Tyr Arg Leu 
70 75 80 85 

gaa gtc acc tgg cct gat caa gaa ccg cag gtc aag get gat cca tac 
Glu Val Thr Trp Pro Asp Gin Glu Pro Gin Val Lys Ala Asp Pro Tyr 



259 



307 



355 



403 
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90 95 100 

tac ttc etc ccc acc gta ggc gag atg gat att tac etc ttc tct gag 451 
Tyr Phe Leu Pro Thr Val Gly Glu Met Asp lie Tyr Leu Phe Ser Glu 
105 110 115 

gga cgc cat gag cgt ttg tgg gag att etc ggt gec aac ate aag acc 4 99 
Gly Arg His Glu Arg Leu Trp Glu lie Leu Gly Ala Asn lie Lys Thr 
120 125 130 

tac caa act gcg etc gga aca gtt cgt ggc acc gca ttt act gtg tgg 547 
Tyr Gin Thr Ala Leu Gly Thr Val Arg Gly Thr Ala Phe Thr Val Trp 
135 140 145 

get cca aac gca att ggc tgc gca gtg gtc ggt ggc ttc aac ggt tgg 595 
Ala Pro Asn Ala lie Gly Cys Ala Val Val Gly Gly Phe Asn Gly Trp 
150 155 160 165 

aat gca tec cag cat ccg atg cgt tct atg ggt ggt teg ggt ctg tgg 643 
Asn Ala Ser Gin His Pro Met Arg Ser Met Gly Gly Ser Gly Leu Trp 
170 175 180 

gag ctg ttc ate cca ggc ata gag gaa ggc gaa gtg tac aaa ttc gee 691 
Glu Leu Phe He Pro Gly He Glu Glu Gly Glu Val Tyr Lys Phe Ala 
185 190 195 

gtc caa acc agg gaa ggc caa cgt cgt gat aag gee gat ccg atg get 739 
Val Gin Thr Arg Glu Gly Gin Arg Arg Asp Lys Ala Asp Pro Met Ala 
200 205 210 

cgt cgc gca gaa ctg gcg ccg gca acc gga tct att gtc get tec tct 787 
Arg Arg Ala Glu Leu Ala Pro Ala Thr Gly Ser He Val Ala Ser Ser 
215 220 225 

gag tac cag tgg cag gat tec gag tgg ctg cgc gag cgt tec caa act 835 
Glu Tyr Gin Trp Gin Asp Ser Glu Trp Leu Arg Glu Arg Ser Gin Thr 
230 235 240 245 

gat etc gca tec aag cca atg agt gtc tac gag gtc cac etc ggt tct 883 
Asp Leu Ala Ser Lys Pro Met Ser Val Tyr Glu Val His Leu Gly Ser 
250 255 260 

tgg cgc tgg ggt aag aac tat gag gat ttg get act gag ctg gtt gat 931 
Trp Arg Trp Gly Lys Asn Tyr Glu Asp Leu Ala Thr Glu Leu Val Asp 
265 270 275 

tac gtc gca gat ctt ggc tac acc cac gtg gaa ttc etc cct gtc gca 979 
Tyr Val Ala Asp Leu Gly Tyr Thr His Val Glu Phe Leu Pro Val Ala 
280 285 290 

gag cac ccc ttc ggt ggt tec tgg ggt tac cag gtc acc ggc tac tac 1027 
Glu His Pro Phe Gly Gly Ser Trp Gly Tyr Gin Val Thr Gly Tyr Tyr 
295 300 305 

gca ccg acc tct cgt tgg ggt act cca gat cag ttc cgt gcg eta gtc 1075 
Ala Pro Thr Ser Arg Trp Gly Thr Pro Asp Gin Phe Arg Ala Leu Val 
310 315 320 325 

gac get ttc cac gec cgc ggt att ggc gtg ate atg gac tgg gtt cct 1123 
Asp Ala Phe His Ala Arg Gly He Gly Val He Met Asp Trp Val Pro 
330 335 340 
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gcc cac ttc cct aag gat gat tgg get ctt gec cgc ttt gat ggc gaa 1171 
Ala His Phe Pro Lys Asp Asp Trp Ala Leu Ala Arg Phe Asp Gly Glu 
345 350 355 

gec etc tat gaa cac cct gac tgg agg cgc ggc gaa caa aag gat tgg 1219 
Ala Leu Tyr Glu His Pro Asp Trp Arg Arg Gly Glu Gin Lys Asp Trp 
360 365 370 

ggc acc ctg gtc ttt gac ttc ggt cgc aac gaa gtc cgc aac ttc etc 1267 
Gly Thr Leu Val Phe Asp Phe Gly Arg Asn Glu Val Arg Asn Phe Leu 
375 380 385 

gtc get aat gcg ttg tac tgg att gaa gaa ttc cac ate gat ggt ctg 1315 
Val Ala Asn Ala Leu Tyr Trp lie Glu Glu Phe His lie Asp Gly Leu 
390 395 400 405 

cgc gtc gac gec gtg gee tec atg ctg tac etc gat tac tec cgt gag 1363 
Arg Val Asp Ala Val Ala Ser Met Leu Tyr Leu Asp Tyr Ser Arg Glu 
410 415 420 

cac ggc gaa tgg gaa cca aac ate tac ggt ggt cgc gag aac etc gag 1411 
His Gly Glu Trp Glu Pro Asn lie Tyr Gly Gly Arg Glu Asn Leu Glu 
425 430 435 

gca gtg cag ttc ctg cag gaa atg aac gec acg gtg ctg cga ctg cac 1459 
Ala Val Gin Phe Leu Gin Glu Met Asn Ala Thr Val Leu Arg Leu His 
440 445 450 

cct ggt gcg etc acc ate get gag gaa tea act tea tgg cct ggc gtg 1507 
Pro Gly Ala Leu Thr lie Ala Glu Glu Ser Thr Ser Trp Pro Gly Val 
455 460 465 

acc gca cca acg tgg gac ggc ggc ttg gga ttc tec etc aag tgg aac 1555 
Thr Ala Pro Thr Trp Asp Gly Gly Leu Gly Phe Ser Leu Lys Trp Asn 
470 475 480 485 

atg ggc tgg atg cac gac acc tta gag tac ttc tec aaa aac cct gtg 1603 
Met Gly Trp Met His Asp Thr Leu Glu Tyr Phe Ser Lys Asn Pro Val 
490 495 500 

cac cgc gca ttc cac cac agt gag etc act ttc tec ttg gtg tac gca 1651 
His Arg Ala Phe His His Ser Glu Leu Thr Phe Ser Leu Val Tyr Ala 
505 510 515 

ttc tct gag cgt ttt gta ctt ccg ate tct cac gat gaa gtc gtc cac 1699 
Phe Ser Glu Arg Phe Val Leu Pro lie Ser His Asp Glu Val Val His 
520 525 530 

ggc aag ggt tec ctg tgg gac cgt atg cct ggc gat acg tgg aac aag 1747 
Gly Lys Gly Ser Leu Trp Asp Arg Met Pro Gly Asp Thr Trp Asn Lys 
535 540 545 

gec get ggt ctt cgc acc ttc ctt gcg tac atg tgg tea cac cca ggc 1795 
Ala Ala Gly Leu Arg Thr Phe Leu Ala Tyr Met Trp Ser His Pro Gly 
550 555 560 565 

aag aag ctg ctt ttc atg ggt cag gag ttt ggt cag cgt gaa gag tgg 1843 
Lys Lys Leu Leu Phe Met Gly Gin Glu Phe Gly Gin Arg Glu Glu Trp 
570 575 580 
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gaa aac gat ate get act tec gtt caa gca gca gcg aca cca cgc gat 
Glu Asn Asp lie Ala Thr Ser Val Gin Ala Ala Ala Thr Pro Arg Asp 
695 700 705 



ttc tac tea ctg cag aag taggacacag gaaaatgeat cct 
Phe Tyr Ser Leu Gin Lys 
730 



1939 



1987 



get gaa ggc cag gga ctg cca tgg gat att gtc gac ggc tgg caa ggc 18 91 
Ala Glu Gly Gin Gly Leu Pro Trp Asp He Val Asp Gly Trp Gin Gly 
585 590 595 

gag tac cac gaa gee ate cgc act ctg ace cgc tec etc aac ggt gtc 
Glu Tyr His Glu Ala He Arg Thr Leu Thr Arg Ser Leu Asn Gly Val 
600 605 610 

tac tea gac tec cct gcg ctg cac act cag gat ttc acc gga gaa ggc 
Tyr Ser Asp Ser Pro Ala Leu His Thr Gin Asp Phe Thr Gly Glu Gly 
615 620 625 

ttc aca tgg aat aag ggc gac gac gee acc aac aac att ttg gcg ttc 2035 
Phe Thr Trp Asn Lys Gly Asp Asp Ala Thr Asn Asn He Leu Ala Phe 
630 635 640 645 

act cgt ttc ggc age gac ggc tec cag atg ctg tgt gta ttc aac ctg 2083 
Thr Arg Phe Gly Ser Asp Gly Ser Gin Met Leu Cys Val Phe Asn Leu 
650 655 660 

tct gga acc tec cag cct gag tac cag etc ggt gtt gca gcg ggt ggc 2131 
Ser Gly Thr Ser Gin Pro Glu Tyr Gin Leu Gly Val Ala Ala Gly Gly 
665 670 675 

gaa tgg aag etc gtt etc aac act gat gat get gaa ttc etc ggt gca 2179 
Glu Trp Lys Leu Val Leu Asn Thr Asp Asp Ala Glu Phe Leu Gly Ala 
680 685 690 



2227 



aat ttc gee tac tea etc tea ctg cat gtc cca gcg atg agt get cag 2275 
Asn Phe Ala Tyr Ser Leu Ser Leu His Val Pro Ala Met Ser Ala Gin 
710 715 720 725 



2316 



<210> 362 
<211> 731 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 362 

Met Thr Val Asp Pro Ala Ser His He Thr He Pro Glu Ala Asp Leu 
15 10 15 

Ala Arg Leu Arg His Cys Asn His His Asp Pro His Gly Phe Tyr Gly 
20 25 30 

Trp His Glu Thr Glu Ala Gly Ser Val He Arg Thr Arg Gin Val Gly 
35 40 45 

Ala Thr Gin Val Asn Leu Leu He Asp Asp Thr Ser His Val Met Thr 
50 55 60 



Pro He Gly Asp Asp He Phe Ala He Asp Leu Gly His Arg Glu Arg 
65 70 75 80 
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Ala Asp Tyr Arg 



Lys Ala Asp Pro 
100 

Tyr Leu Phe Ser 
115 

Ala Asn lie Lys 
130 

Ala Phe Thr Val 
145 

Gly Phe Asn Gly 



Gly Ser Gly Leu 
180 

Val Tyr Lys Phe 
195 

Ala Asp Pro Met 
210 

lie Val Ala Ser 
225 

Glu Arg Ser Gin 



Val His Leu Gly 
260 

Thr Glu Leu Val 

275 

Phe Leu Pro Val 
290 

Val Thr Gly Tyr 
305 

Phe Arg Ala Leu 



Met Asp Trp Val 
340 

Arg Phe Asp Gly 
355 

Glu Gin Lys Asp 
370 

Val Arg Asn Phe 
385 



Leu Glu Val Thr 
85 

Tyr Tyr Phe Leu 



Glu Gly Arg His 
120 

Thr Tyr Gin Thr 
135 

Trp Ala Pro Asn 
150 

Trp Asn Ala Ser 
165 

Trp Glu Leu Phe 



Ala Val Gin Thr 
200 

Ala Arg Arg Ala 
215 

Ser Glu Tyr Gin 
230 

Thr Asp Leu Ala 
245 

Ser Trp Arg Trp 



Asp Tyr Val Ala 
280 

Ala Glu His Pro 
295 

Tyr Ala Pro Thr 
310 

Val Asp Ala Phe 
325 

Pro Ala His Phe 



Glu Ala Leu Tyr 
360 

Trp Gly Thr Leu 
375 

Leu Val Ala Asn 
390 



Trp Pro Asp Gin 
90 

Pro Thr Val Gly 
105 

Glu Arg Leu Trp 



Ala Leu Gly Thr 
140 

Ala He Gly Cys 
155 

Gin His Pro Met 
170 

He Pro Gly He 
185 

Arg Glu Gly Gin 



Glu Leu Ala Pro 
220 

Trp Gin Asp Ser 
235 

Ser Lys Pro Met 
250 

Gly Lys Asn Tyr 
265 

Asp Leu Gly Tyr 



Phe Gly Gly Ser 
300 

Ser Arg Trp Gly 
315 

His Ala Arg Gly 
330 

Pro Lys Asp Asp 
345 

Glu His Pro Asp 



Val Phe Asp Phe 
380 

Ala Leu Tyr Trp 
395 



Glu Pro Gin Val 
95 

Glu Met Asp He 
110 

Glu He Leu Gly 
125 

Val Arg Gly Thr 



Ala Val Val Gly 
160 

Arg Ser Met Gly 
175 

Glu Glu Gly Glu 
190 

Arg Arg Asp Lys 
205 

Ala Thr Gly Ser 



Glu Trp Leu Arg 
240 

Ser Val Tyr Glu 
255 

Glu Asp Leu Ala 
270 

Thr His Val Glu 
285 

Trp Gly Tyr Gin 



Thr Pro Asp Gin 
320 

He Gly Val He 
335 

Trp Ala Leu Ala 

350 

Trp Arg Arg Gly 
365 

Gly Arg Asn Glu 



He Glu Glu Phe 
400 
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His lie Asp Gly 



Asp Tyr Ser Arg 
420 

Arg Glu Asn Leu 

435 

Val Leu Arg Leu 
450 

Ser Trp Pro Gly 
465 

Ser Leu Lys Trp 



Ser Lys Asn Pro 
500 

Ser Leu Val Tyr 
515 

Asp Glu Val Val 
530 

Asp Thr Trp Asn 

545 

Trp Ser His Pro 



Gin Arg Glu Glu 
580 

Asp Gly Trp Gin 
595 

Ser Leu Asn Gly 
610 

Phe Thr Gly Glu 
625 

Asn lie Leu Ala 



Cys Val Phe Asn 
660 

Val Ala Ala Gly 
675 

Glu Phe Leu Gly 
690 

Ala Thr Pro Arg 
705 



Leu Arg Val Asp 
405 

Glu His Gly Glu 



Glu Ala Val Gin 
440 

His Pro Gly Ala 
455 

Val Thr Ala Pro 
470 

Asn Met Gly Trp 
485 

Val His Arg Ala 



Ala Phe Ser Glu 
520 

His Gly Lys Gly 
535 

Lys Ala Ala Gly 
550 

Gly Lys Lys Leu 
565 

Trp Ala Glu Gly 



Gly Glu Tyr His 
600 

Val Tyr Ser Asp 
615 

Gly Phe Thr Trp 
630 

Phe Thr Arg Phe 
645 

Leu Ser Gly Thr 



Gly Glu Trp Lys 
680 

Ala Glu Asn Asp 
695 

Asp Asn Phe Ala 
710 



Ala Val Ala Ser 
410 

Trp Glu Pro Asn 
425 

Phe Leu Gin Glu 



Leu Thr lie Ala 
460 

Thr Trp Asp Gly 
475 

Met His Asp Thr 
490 

Phe His His Ser 
505 

Arg Phe Val Leu 



Ser Leu Trp Asp 
540 

Leu Arg Thr Phe 
555 

Leu Phe Met Gly 
570 

Gin Gly Leu Pro 
585 

Glu Ala lie Arg 



Ser Pro Ala Leu 
620 

Asn Lys Gly Asp 
635 

Gly Ser Asp Gly 
650 

Ser Gin Pro Glu 
665 

Leu Val Leu Asn 



lie Ala Thr Ser 
700 

Tyr Ser Leu Ser 
715 



Met Leu Tyr Leu 
415 

lie Tyr Gly Gly 
430 

Met Asn Ala Thr 
445 

Glu Glu Ser Thr 



Gly Leu Gly Phe 
480 

Leu Glu Tyr Phe 
495 

Glu Leu Thr Phe 
510 

Pro lie Ser His 

525 

Arg Met Pro Gly 



Leu Ala Tyr Met 
560 

Gin Glu Phe Gly 
575 

Trp Asp lie Val 
590 

Thr Leu Thr Arg 
605 

His Thr Gin Asp 



Asp Ala Thr Asn 
640 

Ser Gin Met Leu 
655 

Tyr Gin Leu Gly 
670 

Thr Asp Asp Ala 
685 

Val Gin Ala Ala 



Leu His Val Pro 
720 



Ala Met Ser Ala Gin Phe Tyr Ser Leu Gin Lys 
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725 730 



<210> 363 
<211> 1913 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1890) 

<223> RXN01884 



<400> 363 

gtg act gcc att gaa ttg atg ccg gtc cac cag ttc ctg cag gat gat 48 
Val Thr Ala He Glu Leu Met Pro Val His Gin Phe Leu Gin Asp Asp 
15 10 15 

cgt etc cgc gac eta gga atg cgc aac tac tgg ggc tac aac tct ttc 96 
Arg Leu Arg Asp Leu Gly Met Arg Asn Tyr Trp Gly Tyr Asn Ser Phe 
20 25 30 

ggc ttc ttt gcg ccc tac aac gat tac get gcc aac aag aac ccc ggt 
Gly Phe Phe Ala Pro Tyr Asn Asp Tyr Ala Ala Asn Lys Asn Pro Gly 
35 40 45 

ggc gcc gtg gcc gag ttc aaa ggc ttg gtg cgc age tac cac gaa gcg 
Gly Ala Val Ala Glu Phe Lys Gly Leu Val Arg Ser Tyr His Glu Ala 
50 55 60 

ggc etc gaa gta att ttg gat gtg gtc tac aac cac acc gcc gag ggc 
Gly Leu Glu Val He Leu Asp Val Val Tyr Asn His Thr Ala Glu Gly 
65 70 75 80 

aac cac atg ggc ccc acc ate gcg ttc cga ggc att gac aac gag gcg 
Asn His Met Gly Pro Thr He Ala Phe Arg Gly He Asp Asn Glu Ala 
85 90 95 

tac tac cga ctg gtt gag ggc gat cgc cgt cat tac atg gac tac acc 
Tyr Tyr Arg Leu Val Glu Gly Asp Arg Arg His Tyr Met Asp Tyr Thr 
100 105 HO 

ggt act ggt aac tec etc aat gtc cgc gac ccg cac tea ctg cag ctg 
Gly Thr Gly Asn Ser Leu Asn Val Arg Asp Pro His Ser Leu Gin Leu 
115 120 125 

att atg gat teg ctg cgc tac tgg gtc acc gag atg cat gtc gac ggc 
He Met Asp Ser Leu Arg Tyr Trp Val Thr Glu Met His Val Asp Gly 
130 135 140 

ttc cgc ttc gac ctt gcc tct acc ctt get cgt gaa ttt gat gat gtt 
Phe Arg Phe Asp Leu Ala Ser Thr Leu Ala Arg Glu Phe Asp Asp Val 
145 150 155 160 

gac cgc ctg gca acc ttc ttc gac ctg gtc caa caa gac ccg gtg gtc 528 
Asp Arg Leu Ala Thr Phe Phe Asp Leu Val Gin Gin Asp Pro Val Val 
165 170 175 

tec cag gtc aag etc att get gag ccg tgg gat gtt ggc gaa ggc gga 57 6 
Ser Gin Val Lys Leu He Ala Glu Pro Trp Asp Val Gly Glu Gly Gly 
180 185 190 



144 



192 



240 



288 



336 



384 



432 



480 
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tac caa gtg ggt aac ttc cca cca ctg tgg act gag tgg aac ggt aaa 624 
Tyr Gin Val Gly Asn Phe Pro Pro Leu Trp Thr Glu Trp Asn Gly Lys 
195 200 205 

tac cgc gac act gtc cgt gat ttc tgg cgt ggt gag cca gca acc ttg 672 
Tyr Arg Asp Thr Val Arg Asp Phe Trp Arg Gly Glu Pro Ala Thr Leu 
210 215 220 

ggt gaa ttc get tec cga eta act ggt tec tct gat ttg tat gca aac 720 
Gly Glu Phe Ala Ser Arg Leu Thr Gly Ser Ser Asp Leu Tyr Ala Asn 
225 230 235 240 

aac ggc cgt cgc ccc act gca teg ate aac ttt gtg act get cac gac 768 
Asn Gly Arg Arg Pro Thr Ala Ser lie Asn Phe Val Thr Ala His Asp 
245 250 255 

ggc ttc acc etc aat gac ttg gtc agt tac aac gag aag cac aac atg 816 
Gly Phe Thr Leu Asn Asp Leu Val Ser Tyr Asn Glu Lys His Asn Met 
260 265 270 

gec aac ggt gaa gac ggt egg gac ggt gaa tea cac aac cgt tec tgg 864 
Ala Asn Gly Glu Asp Gly Arg Asp Gly Glu Ser His Asn Arg Ser Trp 
275 280 285 

aac tgt ggc gtc gaa gga cca act gac gat cct gag att atg cag ctg 912 
Asn Cys Gly Val Glu Gly Pro Thr Asp Asp Pro Glu lie Met Gin Leu 
290 295 300 

cgt get cag caa cga cgc aac ttc etc acc acc ttg ttg ctg tec cag 960 
Arg Ala Gin Gin Arg Arg Asn Phe Leu Thr Thr Leu Leu Leu Ser Gin 
305 310 315 320 



ggc acc cct atg ttg tec cac ggt gat gaa atg gec cgt acc caa aac 
Gly Thr Pro Met Leu Ser His Gly Asp Glu Met Ala Arg Thr Gin Asn 
325 330 335 



1008 



ggc aac aac aac gtc tac tgc caa gac aat gaa ctg gcg tgg gtg aat 1056 
Gly Asn Asn Asn Val Tyr Cys Gin Asp Asn Glu Leu Ala Trp Val Asn 
340 345 350 

tgg gat cag get gaa gaa aac get gac ttg gtg age ttc acc agg cgt 1104 
Trp Asp Gin Ala Glu Glu Asn Ala Asp Leu Val Ser Phe Thr Arg Arg 
355 360 365 

ttg ctg cgt ate cga gca aac cac cca gta ttt agg cgc agg cag ttc 1152 
Leu Leu Arg lie Arg Ala Asn His Pro Val Phe Arg Arg Arg Gin Phe 
370 375 380 

ctt gec ggt ggc cct ttg ggc gec gat gtt cgt gac cgc gat ate gca 1200 
Leu Ala Gly Gly Pro Leu Gly Ala Asp Val Arg Asp Arg Asp lie Ala 
385 390 395 400 

tgg ctg gta cca aat gga acc ttg atg act caa gat gac tgg gac ttc 1248 
Trp Leu Val Pro Asn Gly Thr Leu Met Thr Gin Asp Asp Trp Asp Phe 
405 410 415 

get ttc ggt aaa tea ctg cag gtg ttc ttc aac ggc gat gec ate gaa 1296 
Ala Phe Gly Lys Ser Leu Gin Val Phe Phe Asn Gly Asp Ala He Glu 
420 425 430 
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gag cct gat tat cga gga cag aaa ate cac gat gac tec ttc ate ttg 

Glu Pro Asp Tyr Arg Gly Gin Lys lie His Asp Asp Ser Phe lie Leu 
435 440 445 

atg ttc aac get cac ttc gaa cct ate gat ttc aat etc cct cct gag 

Met Phe Asn Ala His Phe Glu Pro lie Asp Phe Asn Leu Pro Pro Glu 
450 455 460 

cat ttc ggt atg aag tgg aag ctt ttg gtc gat acc acc gaa gcg gtg 

His Phe Gly Met Lys Trp Lys Leu Leu Val Asp Thr Thr Glu Ala Val 

465 470 475 480 



tac acc aag ctt gag gaa aag ate get get gaa aag cgt gag caa gaa 
Tyr Thr Lys Leu Glu Glu Lys He Ala Ala Glu Lys Arg Glu Gin Glu 
515 520 525 



gat gaa gta gcg gca gag gtc gag act gag ccc gac acc gag cct gac 

Asp Glu Val Ala Ala Glu Val Glu Thr Glu Pro Asp Thr Glu Pro Asp 

595 600 605 

act gaa tct gac tec gag cag get gag gta get tea gag gag cct gaa 

Thr Glu Ser Asp Ser Glu Gin Ala Glu Val Ala Ser Glu Glu Pro Glu 

610 615 620 



1344 



1392 



1440 



1488 



ggc cac ccg ctg gag gat etc acc ate gaa get ggc gga acc ate act 
Gly His Pro Leu Glu Asp Leu Thr He Glu Ala Gly Gly Thr He Thr 
485 490 495 

gtt cct gee cgt tec acg atg ctg ctg cgc cag gtg gag get ccg gac 1536 
Val Pro Ala Arg Ser Thr Met Leu Leu Arg Gin Val Glu Ala Pro Asp 
500 505 510 



1584 



ctt gcg gca gag aag gaa get get gag aag cgc gaa ttg gaa ctg gcg 1632 
Leu Ala Ala Glu Lys Glu Ala Ala Glu Lys Arg Glu Leu Glu Leu Ala 
530 535 540 

gca gca aag gaa get gaa gat get get gag get etc cac ctt gcg gca 1680 
Ala Ala Lys Glu Ala Glu Asp Ala Ala Glu Ala Leu His Leu Ala Ala 
545 550 555 560 

gaa cgt get teg act cag gaa get gaa ttg gee cat caa cac ggt get 
Glu Arg Ala Ser Thr Gin Glu Ala Glu Leu Ala His Gin His Gly Ala 
565 570 575 

gat gcg att gec gat gag gta gcg gaa gaa cca caa gag ctg cca caa 1776 
Asp Ala He Ala Asp Glu Val Ala Glu Glu Pro Gin Glu Leu Pro Gin 
580 585 590 



1728 



1824 



1872 



gcg gac gaa gaa gag aag tagtacaccg aaagtggcgt cgc 1913 
Ala Asp Glu Glu Glu Lys 
625 630 



<210> 364 
<211> 630 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 364 

Val Thr Ala He Glu Leu Met Pro Val His Gin Phe Leu Gin Asp Asp 
15 10 15 
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Arg Leu Arg Asp Leu Gly Met Arg Asn Tyr Trp Gly Tyr Asn Ser Phe 
20 25 30 

Gly Phe Phe Ala Pro Tyr Asn Asp Tyr Ala Ala Asn Lys Asn Pro Gly 
35 40 45 

Gly Ala Val Ala Glu Phe Lys Gly Leu Val Arg Ser Tyr His Glu Ala 
50 55 60 

Gly Leu Glu Val lie Leu Asp Val Val Tyr Asn His Thr Ala Glu Gly 
65 70 75 80 

Asn His Met Gly Pro Thr lie Ala Phe Arg Gly lie Asp Asn Glu Ala 
85 90 95 

Tyr Tyr Arg Leu Val Glu Gly Asp Arg Arg His Tyr Met Asp Tyr Thr 
100 105 HO 

Gly Thr Gly Asn Ser Leu Asn Val Arg Asp Pro His Ser Leu Gin Leu 
115 120 125 

lie Met Asp Ser Leu Arg Tyr Trp Val Thr Glu Met His Val Asp Gly 
130 135 140 

Phe Arg Phe Asp Leu Ala Ser Thr Leu Ala Arg Glu Phe Asp Asp Val 
145 150 155 160 

Asp Arg Leu Ala Thr Phe Phe Asp Leu Val Gin Gin Asp Pro Val Val 
165 170 175 

Ser Gin Val Lys Leu lie Ala Glu Pro Trp Asp Val Gly Glu Gly Gly 
180 185 190 

Tyr Gin Val Gly Asn Phe Pro Pro Leu Trp Thr Glu Trp Asn Gly Lys 
195 200 205 

Tyr Arg Asp Thr Val Arg Asp Phe Trp Arg Gly Glu Pro Ala Thr Leu 
210 215 220 

Gly Glu Phe Ala Ser Arg Leu Thr Gly Ser Ser Asp Leu Tyr Ala Asn 
225 230 235 240 

Asn Gly Arg Arg Pro Thr Ala Ser lie Asn Phe Val Thr Ala His Asp 
245 250 255 

Gly Phe Thr Leu Asn Asp Leu Val Ser Tyr Asn Glu Lys His Asn Met 
260 265 270 

Ala Asn Gly Glu Asp Gly Arg Asp Gly Glu Ser His Asn Arg Ser Trp 
275 280 285 

Asn Cys Gly Val Glu Gly Pro Thr Asp Asp Pro Glu lie Met Gin Leu 
290 295 300 

Arg Ala Gin Gin Arg Arg Asn Phe Leu Thr Thr Leu Leu Leu Ser Gin 
305 310 315 320 



Gly Thr Pro Met Leu Ser His Gly Asp Glu Met Ala Arg Thr Gin Asn 
325 330 335 
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Gly Asn Asn Asn Val Tyr Cys Gin Asp Asn Glu Leu Ala Trp Val Asn 
340 345 350 

Trp Asp Gin Ala Glu Glu Asn Ala Asp Leu Val Ser Phe Thr Arg Arg 
355 360 365 

Leu Leu Arg lie Arg Ala Asn His Pro Val Phe Arg Arg Arg Gin Phe 
370 375 380 

Leu Ala Gly Gly Pro Leu Gly Ala Asp Val Arg Asp Arg Asp lie Ala 
385 390 395 400 

Trp Leu Val Pro Asn Gly Thr Leu Met Thr Gin Asp Asp Trp Asp Phe 
405 410 415 

Ala Phe Gly Lys Ser Leu Gin Val Phe Phe Asn Gly Asp Ala lie Glu 
420 425 430 

Glu Pro Asp Tyr Arg Gly Gin Lys lie His Asp Asp Ser Phe lie Leu 
435 440 445 

Met Phe Asn Ala His Phe Glu Pro lie Asp Phe Asn Leu Pro Pro Glu 
450 455 460 

His Phe Gly Met Lys Trp Lys Leu Leu Val Asp Thr Thr Glu Ala Val 
465 470 475 480 

Gly His Pro Leu Glu Asp Leu Thr He Glu Ala Gly Gly Thr He Thr 
485 490 495 

Val Pro Ala Arg Ser Thr Met Leu Leu Arg Gin Val Glu Ala Pro Asp 
500 505 510 

Tyr Thr Lys Leu Glu Glu Lys He Ala Ala Glu Lys Arg Glu Gin Glu 
515 520 525 

Leu Ala Ala Glu Lys Glu Ala Ala Glu Lys Arg Glu Leu Glu Leu Ala 
530 535 540 

Ala Ala Lys Glu Ala Glu Asp Ala Ala Glu Ala Leu His Leu Ala Ala 
545 550 555 560 

Glu Arg Ala Ser Thr Gin Glu Ala Glu Leu Ala His Gin His Gly Ala 
565 570 575 

Asp Ala He Ala Asp Glu Val Ala Glu Glu Pro Gin Glu Leu Pro Gin 
580 585 590 

Asp Glu Val Ala Ala Glu Val Glu Thr Glu Pro Asp Thr Glu Pro Asp 
595 600 605 

Thr Glu Ser Asp Ser Glu Gin Ala Glu Val Ala Ser Glu Glu Pro Glu 
610 615 620 

Ala Asp Glu Glu Glu Lys 
625 630 



<210> 365 
<211> 1496 
<212> DNA 
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<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (1) . . (1473) 

<223> FRXA01884 



<400> 365 

atg cat gtc gac ggc ttc cgc ttc gac ctt gcc tct acc ctt get cgt 
Met His Val Asp Gly Phe Arg Phe Asp Leu Ala Ser Thr Leu Ala Arg 
15 10 15 

gaa ttt gat gat gtt gac cgc ctg gca acc ttc ttc gac ctg gtc caa 
Glu Phe Asp Asp Val Asp Arg Leu Ala Thr Phe Phe Asp Leu Val Gin 
20 25 30 

caa gac ccg gtg gtc tec cag gtc aag etc att get gag ccg tgg gat 
Gin Asp Pro Val Val Ser Gin Val Lys Leu He Ala Glu Pro Trp Asp 
35 40 45 

gtt ggc gaa ggc gga tac caa gtg ggt aac ttc cca cca ctg tgg act 192 
Val Gly Glu Gly Gly Tyr Gin Val Gly Asn Phe Pro Pro Leu Trp Thr 
50 55 60 



gag tgg aac ggt aaa tac cgc gac act gtc cgt gat ttc tgg cgt ggt 
Glu Trp Asn Gly Lys Tyr Arg Asp Thr Val Arg Asp Phe Trp Arg Gly 
65 70 75 80 

gag cca gca acc ttg ggt gaa ttc get tec cga eta act ggt tec tct 
Glu Pro Ala Thr Leu Gly Glu Phe Ala Ser Arg Leu Thr Gly Ser Ser 
85 90 95 

gat ttg tat gca aac aac ggc cgt cgc ccc act gca teg ate aac ttt 
Asp Leu Tyr Ala Asn Asn Gly Arg Arg Pro Thr Ala Ser He Asn Phe 
100 105 HO 

gtg act get cac gac ggc ttc acc etc aat gac ttg gtc agt tac aac 
Val Thr Ala His Asp Gly Phe Thr Leu Asn Asp Leu Val Ser Tyr Asn 
115 120 125 

gag aag cac aac atg gcc aac ggt gaa gac ggt egg gac ggt gaa tea 
Glu Lys His Asn Met Ala Asn Gly Glu Asp Gly Arg Asp Gly Glu Ser 
130 135 140 

cac aac cgt tec tgg aac tgt ggc gtc gaa gga cca act gac gat cct 
His Asn Arg Ser Trp Asn Cys Gly Val Glu Gly Pro Thr Asp Asp Pro 
145 150 155 160 

gag att atg cag ctg cgt get cag caa cga cgc aac ttc etc acc acc 
Glu He Met Gin Leu Arg Ala Gin Gin Arg Arg Asn Phe Leu Thr Thr 
165 170 175 

ttg ttg ctg tec cag gge acc cct atg ttg tec cac ggt gat gaa atg 
Leu Leu Leu Ser Gin Gly Thr Pro Met Leu Ser His Gly Asp Glu Met 
180 185 190 

gcc cgt acc caa aac ggc aac aac aac gtc tac tgc caa gac aat gaa 
Ala Arg Thr Gin Asn Gly Asn Asn Asn Val Tyr Cys Gin Asp Asn Glu 
195 200 205 

ctg gcg tgg gtg aat tgg gat cag get gaa gaa aac get gac ttg gtg 



48 



96 



144 



240 



288 



336 



384 



432 



480 



52£ 



57( 



624 



672 
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Leu Ala Trp Val Asn Trp Asp Gin Ala Glu Glu Asn Ala Asp Leu Val 
210 215 220 

age ttc acc agg cgt ttg ctg cgt ate cga gca aac cac cca gta ttt 
Ser Phe Thr Arg Arg Leu Leu Arg lie Arg Ala Asn His Pro Val Phe 
225 230 235 240 

agg cgc agg cag ttc ctt gee ggt ggc cct ttg ggc gee gat gtt cgt 
Arg Arg Arg Gin Phe Leu Ala Gly Gly Pro Leu Gly Ala Asp Val Arg 
245 250 255 

gac cgc gat ate gca tgg ctg gta cca aat gga acc ttg atg act caa 
Asp Arg Asp He Ala Trp Leu Val Pro Asn Gly Thr Leu Met Thr Gin 
260 265 270 

gat gac tgg gac ttc get ttc ggt aaa tea ctg cag gtg ttc ttc aac 
Asp Asp Trp Asp Phe Ala Phe Gly Lys Ser Leu Gin Val Phe Phe Asn 
275 280 285 

ggc gat gec ate gaa gag cct gat tat cga gga cag aaa ate cac gat 
Gly Asp Ala He Glu Glu Pro Asp Tyr Arg Gly Gin Lys He His Asp 
290 295 300 



gac 



tec ttc ate ttg atg ttc aac get cac ttc gaa cct ate gat ttc 
Asp Ser Phe He Leu Met Phe Asn Ala His Phe Glu Pro He Asp Phe 
305 310 315 320 



720 



768 



816 



864 



912 



960 



1008 



1056 



1104 



aat etc cct cct gag cat ttc ggt atg aag tgg aag ctt ttg gtc gat 
Asn Leu Pro Pro Glu His Phe Gly Met Lys Trp Lys Leu Leu Val Asp 
325 330 335 

acc aec gaa gcg gtg ggc cac ccg ctg gag gat etc acc ate gaa get 
Thr Thr Glu Ala Val Gly His Pro Leu Glu Asp Leu Thr He Glu Ala 
340 345 350 

ggc gga acc ate act gtt cct gee cgt tec acg atg ctg ctg cgc cag 
Gly Gly Thr He Thr Val Pro Ala Arg Ser Thr Met Leu Leu Arg Gin 
355 360 365 

gtg gag get ccg gac tac acc aag ctt gag gaa aag ate get get gaa 1152 
Val Glu Ala Pro Asp Tyr Thr Lys Leu Glu Glu Lys He Ala Ala Glu 
370 375 380 

aag cgt gag caa gaa ctt gcg gca gag aag gaa get get gag aag cgc 1200 
Lys Arg Glu Gin Glu Leu Ala Ala Glu Lys Glu Ala Ala Glu Lys Arg 
385 390 395 400 

gaa ttg gaa ctg gcg gca gca aag gaa get gaa gat get get gag get 
Glu Leu Glu Leu Ala Ala Ala Lys Glu Ala Glu Asp Ala Ala Glu Ala 
405 410 415 

etc cac ctt gcg gca gaa cgt get teg act cag gaa get gaa ttg gec 
Leu His Leu Ala Ala Glu Arg Ala Ser Thr Gin Glu Ala Glu Leu Ala 
420 425 430 

cat caa cac ggt get gat gcg att gee gat gag gta gcg gaa gaa cca 134 4 
His Gin His Gly Ala Asp Ala He Ala Asp Glu Val Ala Glu Glu Pro 
435 440 445 



1248 



1296 



caa gag ctg cca caa gat gaa gta gcg gca gag gtc gag act gag ccc 
Gin Glu Leu Pro Gin Asp Glu Val Ala Ala Glu Val Glu Thr Glu Pro 



1392 
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450 455 460 

gac ace gag cct gac act gaa tct gac tec gag cag get gag gta get 

Asp Thr Glu Pro Asp Thr Glu Ser Asp Ser Glu Gin Ala Glu Val Ala 

465 470 475 480 



1440 



tea gag gag cct gaa gcg gac gaa gaa gag aag tagtacaccg aaagtggcgt 14 93 
Ser Glu Glu Pro Glu Ala Asp Glu Glu Glu Lys 
485 490 



cgc 



1496 



<210> 366 
<211> 491 
<212> PRT 

<213> Corynebacterium glutaitiicum 
<400> 366 

Met His Val Asp Gly Phe Arg Phe Asp Leu Ala Ser Thr Leu Ala Arg 
15 10 15 

Glu Phe Asp Asp Val Asp Arg Leu Ala Thr Phe Phe Asp Leu Val Gin 
20 25 30 

Gin Asp Pro Val Val Ser Gin Val Lys Leu He Ala Glu Pro Trp Asp 
35 40 45 

Val Gly Glu Gly Gly Tyr Gin Val Gly Asn Phe Pro Pro Leu Trp Thr 
50 55 60 

Glu Trp Asn Gly Lys Tyr Arg Asp Thr Val Arg Asp Phe Trp Arg Gly 
65 70 75 80 

Glu Pro Ala Thr Leu Gly Glu Phe Ala Ser Arg Leu Thr Gly Ser Ser 
85 90 95 

Asp Leu Tyr Ala Asn Asn Gly Arg Arg Pro Thr Ala Ser He Asn Phe 
100 105 HO 

Val Thr Ala His Asp Gly Phe Thr Leu Asn Asp Leu Val Ser Tyr Asn 
115 120 125 

Glu Lys His Asn Met Ala Asn Gly Glu Asp Gly Arg Asp Gly Glu Ser 
130 135 140 

His Asn Arg Ser Trp Asn Cys Gly Val Glu Gly Pro Thr Asp Asp Pro 
145 150 155 160 

Glu He Met Gin Leu Arg Ala Gin Gin Arg Arg Asn Phe Leu Thr Thr 
165 170 175 

Leu Leu Leu Ser Gin Gly Thr Pro Met Leu Ser His Gly Asp Glu Met 
180 185 190 

Ala Arg Thr Gin Asn Gly Asn Asn Asn Val Tyr Cys Gin Asp Asn Glu 
195 200 205 



Leu Ala Trp Val Asn Trp Asp Gin Ala Glu Glu Asn Ala Asp Leu Val 
210 215 220 
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Ser Phe Thr Arg Arg Leu Leu Arg lie Arg Ala Asn His Pro Val Phe 
225 230 235 240 

Arg Arg Arg Gin Phe Leu Ala Gly Gly Pro Leu Gly Ala Asp Val Arg 
245 250 255 

Asp Arg Asp lie Ala Trp Leu Val Pro Asn Gly Thr Leu Met Thr Gin 
260 265 270 

Asp Asp Trp Asp Phe Ala Phe Gly Lys Ser Leu Gin Val Phe Phe Asn 
275 280 285 

Gly Asp Ala lie Glu Glu Pro Asp Tyr Arg Gly Gin Lys lie His Asp 
290 295 300 

Asp Ser Phe lie Leu Met Phe Asn Ala His Phe Glu Pro He Asp Phe 
305 310 315 320 

Asn Leu Pro Pro Glu His Phe Gly Met Lys Trp Lys Leu Leu Val Asp 
325 330 335 

Thr Thr Glu Ala Val Gly His Pro Leu Glu Asp Leu Thr He Glu Ala 
340 345 350 

Gly Gly Thr He Thr Val Pro Ala Arg Ser Thr Met Leu Leu Arg Gin 
355 360 365 

Val Glu Ala Pro Asp Tyr Thr Lys Leu Glu Glu Lys He Ala Ala Glu 
370 375 380 

Lys Arg Glu Gin Glu Leu Ala Ala Glu Lys Glu Ala Ala Glu Lys Arg 
385 390 395 400 

Glu Leu Glu Leu Ala Ala Ala Lys Glu Ala Glu Asp Ala Ala Glu Ala 
405 410 415 

Leu His Leu Ala Ala Glu Arg Ala Ser Thr Gin Glu Ala Glu Leu Ala 
420 425 430 

His Gin His Gly Ala Asp Ala He Ala Asp Glu Val Ala Glu Glu Pro 
435 440 445 

Gin Glu Leu Pro Gin Asp Glu Val Ala Ala Glu Val Glu Thr Glu Pro 
450 455 460 

Asp Thr Glu Pro Asp Thr Glu Ser Asp Ser Glu Gin Ala Glu Val Ala 
465 470 475 480 

Ser Glu Glu Pro Glu Ala Asp Glu Glu Glu Lys 
485 490 



<210> 367 
<211> 547 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (547) 

<223> RXA01111 
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<400> 367 

agaaaaccct gccgatgcaa actttgagga gagattcaat caaggaatag aaatcattct 60 

ggtgggtcta gacgcgcttg ggcatataag atgacgttcc atg aca tea acg att 115 

Met Thr Ser Thr lie 
1 5 

gag cac teg tac caa gtt tgg cct gga cat get tat cct ctg ggt tea 163 
Glu His Ser Tyr Gin Val Trp Pro Gly His Ala Tyr Pro Leu Gly Ser 
10 15 20 

ace tat gac ggt get gga acg aac ttc gca etc ttc tec gac gtt gca 211 
Thr Tyr Asp Gly Ala Gly Thr Asn Phe Ala Leu Phe Ser Asp Val Ala 
25 30 35 



gag cgt gtt gag ctg tgt eta tta gat gca gat aac aac gag act cga 
Glu Arg Val Glu Leu Cys Leu Leu Asp Ala Asp Asn Asn Glu Thr Arg 
40 45 50 



ccc tat get cgt get ttc gat gga gat ttt gat gga cat ccg tea eta 
Pro Tyr Ala Arg Ala Phe Asp Gly Asp Phe Asp Gly His Pro Ser Leu 
105 110 115 

ttt tct tac gac ate acc aat cca aat gac ccc aac ggt cgc aat ace 
Phe Ser Tyr Asp lie Thr Asn Pro Asn Asp Pro Asn Gly Arg Asn Thr 
120 125 130 

gaa gac age att gat cac aca atg aag tct gtc gtg gtg aac cca ttc 
Glu Asp Ser lie Asp His Thr Met Lys Ser Val Val Val Asn Pro Phe 
135 140 . 145 



259 



att cca etc gaa gag cgc gat gee cac att tgg cat tgc tac ctt cct 307 
lie Pro Leu Glu Glu Arg Asp Ala His lie Trp His Cys Tyr Leu Pro 
55 60 65 

ggc gtt caa cct gga cag cgc tac gga ttc cga gtt cat ggc ccg tgg 355 
Gly Val Gin Pro Gly Gin Arg Tyr Gly Phe Arg Val His Gly Pro Trp 
70 75 80 85 

aac cca gat gag ggt aag egg tgc gac gcg aac aaa ctt eta gtt gat 403 
Asn Pro Asp Glu Gly Lys Arg Cys Asp Ala Asn Lys Leu Leu Val Asp 
90 95 100 



451 



4 99 



547 



<210> 368 
<211> 149 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 368 

Met Thr Ser Thr lie Glu His Ser Tyr Gin Val Trp Pro Gly His Ala 
15 10 15 

Tyr Pro Leu Gly Ser Thr Tyr Asp Gly Ala Gly Thr Asn Phe Ala Leu 
20 25 30 

Phe Ser Asp Val Ala Glu Arg Val Glu Leu Cys Leu Leu Asp Ala Asp 
35 40 45 

Asn Asn Glu Thr Arg lie Pro Leu Glu Glu Arg Asp Ala His lie Trp 
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His Cys Tyr Leu 
65 

Val His Gly Pro 



Lys Leu Leu Val 
100 

Gly His Pro Ser 
115 

Asn Gly Arg Asn 
130 



55 

Pro Gly Val Gin 

70 

Trp Asn Pro Asp 
85 

Asp Pro Tyr Ala 



Leu Phe Ser Tyr 
120 

Thr Glu Asp Ser 
135 



60 

Pro Gly Gin Arg 
75 

Glu Gly Lys Arg 
90 

Arg Ala Phe Asp 
105 

Asp lie Thr Asn 



He Asp His Thr 
140 



Tyr Gly Phe Arg 
80 

Cys Asp Ala Asn 
95 

Gly Asp Phe Asp 
110 

Pro Asn Asp Pro 
125 

Met Lys Ser Val 



Val Val Asn Pro Phe 
145 



<210> 369 
<211> 1635 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1612) 
<223> RXN01550 



<400> 369 

ttcgccagca gtacttcttc acctctgctt ccctgcaggc catgattcag ggccacctgg 60 

cgcaccacaa ggacctcagc aactttgccg agttcactcc gtg cag etc aat gac 11 

Val Gin Leu Asn Asp 
1 5 



act cac cca gtg ttg get ate cct gag ctt atg cgt ctg etc atg gac 163 
Thr His Pro Val Leu Ala He Pro Glu Leu Met Arg Leu Leu Met Asp 
10 15 20 

gag cat gac atg ggc tgg gaa gaa tec tgg gca ate gtg ttc aag acc 211 
Glu His Asp Met Gly Trp Glu Glu Ser Trp Ala He Val Phe Lys Thr 
25 30 35 

ttc gca tac acc aac cac acc gtg etc acc gaa get ctt gag cag tgg 259 
Phe Ala Tyr Thr Asn His Thr Val Leu Thr Glu Ala Leu Glu Gin Trp 
40 45 50 



gat cag cag ate ttc caa cag ctg ttc tgg cgc gtg tgg gaa ate ate 
Asp Gin Gin He Phe Gin Gin Leu Phe Trp Arg Val Trp Glu He He 
55 60 65 



307 



aca gag ate gat cgc cgc ttc cgt ttg gag cgc gca gec gat gga ctg 355 
Thr Glu He Asp Arg Arg Phe Arg Leu Glu Arg Ala Ala Asp Gly Leu 
70 75 80 85 

gat gaa gag acc ate gac cgc atg get cca ate cag cac ggc act gtt 403 
Asp Glu Glu Thr He Asp Arg Met Ala Pro He Gin His Gly Thr Val 
90 95 100 
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cat atg gca tgg att gcc tgt tac gcg gca tat tec ate aat ggc gtg 451 
His Met Ala Trp lie Ala Cys Tyr Ala Ala Tyr Ser He Asn Gly Val 
105 HO H5 

gca gcg ctg cac acc gag ate ate aag gcc gag acc ttg get gac tgg 4 99 
Ala Ala Leu His Thr Glu lie He Lys Ala Glu Thr Leu Ala Asp Trp 
120 125 130 

tac gca ctg tgg cca gag aag ttc aac aac aag act aac ggt gtt acc 547 
Tyr Ala Leu Trp Pro Glu Lys Phe Asn Asn Lys Thr Asn Gly Val Thr 
135 140 145 



cca cgc cgt tgg ctg cgc atg ate aac cca ggt ctg tct gac ctg etc 
Pro Arg Arg Trp Leu Arg Met He Asn Pro Gly Leu Ser Asp Leu Leu 
150 155 160 165 

act cga ctt tec ggt tec gat gat tgg gta acc gat ctg gat gag ctg 
Thr Arg Leu Ser Gly Ser Asp Asp Trp Val Thr Asp Leu Asp Glu Leu 
170 175 180 

aag aag ctg cgc tec tat gcc gac gat aag tec gtg ctt gaa gaa etc 
Lys Lys Leu Arg Ser Tyr Ala Asp Asp Lys Ser Val Leu Glu Glu Leu 
185 190 195 

cgc get ate aag get get aat aag caa gac ttc gcc gag tgg ate etc 
Arg Ala He Lys Ala Ala Asn Lys Gin Asp Phe Ala Glu Trp He Leu 
200 205 210 

gag cgc cag ggc att gag att gat cca gaa tec ate ttt gac gtg cag 
Glu Arg Gin Gly He Glu He Asp Pro Glu Ser He Phe Asp Val Gin 
215 220 225 

att aag cgc etc cac gag tac aag cgc cag etc atg aac gcg etc tac 
He Lys Arg Leu His Glu Tyr Lys Arg Gin Leu Met Asn Ala Leu Tyr 
230 235 240 245 



595 



643 



691 



739 



787 



835 



883 



931 



979 



gta eta gac ctt tac ttc cgt att aag gaa gat ggc etc acc gac ate 
Val Leu Asp Leu Tyr Phe Arg He Lys Glu Asp Gly Leu Thr Asp He 
250 255 260 

cca gca cgc act gtc ate ttt ggc gcc aag gcc gcg ccg ggt tat gtc 
Pro Ala Arg Thr Val He Phe Gly Ala Lys Ala Ala Pro Gly Tyr Val 
265 270 275 

cgc gcc aag gcg att ate aag etc ate aac tct att get gac ttg gta 
Arg Ala Lys Ala He He Lys Leu He Asn Ser He Ala Asp Leu Val 
280 285 290 

aac aac gat cct gag gtc tec ccg ctg etc aag gtg gtc ttt gta gag 1027 
Asn Asn Asp Pro Glu Val Ser Pro Leu Leu Lys Val Val Phe Val Glu 
295 300 305 

aac tac aac gtc tec cct get gag cac ate ttg cct gcg tct gat gtc 1075 
Asn Tyr Asn Val Ser Pro Ala Glu His He Leu Pro Ala Ser Asp Val 
310 315 320 325 

tec gaa cag att tec acc gcc ggc aag gaa gcc age ggt acc tec aac 1123 
Ser Glu Gin He Ser Thr Ala Gly Lys Glu Ala Ser Gly Thr Ser Asn 
330 335 340 
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atg aag ttc atg atg aac ggc gcc etc acc ctg ggc acc atg gac ggc 1171 
Met Lys Phe Met Met Asn Gly Ala Leu Thr Leu Gly Thr Met Asp Gly 
345 350 355 

gcc aac gta gag ate gtg gat tct gtg ggc gag gaa aac gcc tat ate 1219 
Ala Asn Val Glu He Val Asp Ser Val Gly Glu Glu Asn Ala Tyr He 
360 365 370 

ttc ggt get cgc gtg gaa gaa ttg cca gcc ctg cgc gaa age tac gag 1267 
Phe Gly Ala Arg Val Glu Glu Leu Pro Ala Leu Arg Glu Ser Tyr Glu 
375 380 385 

cca tat gag etc tat gag acc gtc cct ggc etc aag cgc gca ttg gac 1315 
Pro Tyr Glu Leu Tyr Glu Thr Val Pro Gly Leu Lys Arg Ala Leu Asp 
390 395 400 405 

gcc ctg gat aac ggc acc etc aac gac aac aac agt ggt ttg ttc tac 1363 
Ala Leu Asp Asn Gly Thr Leu Asn Asp Asn Asn Ser Gly Leu Phe Tyr 
410 415 420 

gac etc aag cat tec ttg ate cac ggt tat gga aaa gac gcc age gac 1411 
Asp Leu Lys His Ser Leu He His Gly Tyr Gly Lys Asp Ala Ser Asp 
425 430 435 



acc tac tac gtg ctt ggc gat ttc gca gat tac cgc gag acc cgc gac 
Thr Tyr Tyr Val Leu Gly Asp Phe Ala Asp Tyr Arg Glu Thr Arg Asp 
440 445 450 



ate cgc gat tat gcc acc gag ate tgg aag etc gag cca act cct get 
He Arg Asp Tyr Ala Thr Glu He Trp Lys Leu Glu Pro Thr Pro Ala 
490 495 500 

gtt aag aag taggttttaa cctccgcttc taa 
Val Lys Lys 



1459 



cgt atg gcc gcc gac tac gcc tec gat ccc ctg ggt tgg gca cgc atg 1507 
Arg Met Ala Ala Asp Tyr Ala Ser Asp Pro Leu Gly Trp Ala Arg Met 
455 460 465 

gcc tgg ate aac att tgc gag tec ggc cgt ttc tec tec gac cgc acc 1555 
Ala Trp He Asn He Cys Glu Ser Gly Arg Phe Ser Ser Asp Arg Thr 
470 475 480 485 



1603 



1635 



<210> 370 
<211> 504 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 370 

Val Gin Leu Asn Asp Thr His Pro Val Leu Ala He Pro Glu Leu Met 
15 10 15 

Arg Leu Leu Met Asp Glu His Asp Met Gly Trp Glu Glu Ser Trp Ala 
20 25 30 

He Val Phe Lys Thr Phe Ala Tyr Thr Asn His Thr Val Leu Thr Glu 
35 40 45 

Ala Leu Glu Gin Trp Asp Gin Gin He Phe Gin Gin Leu Phe Trp Arg 
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50 55 60 

Val Trp Glu He He Thr Glu He Asp Arg Arg Phe Arg Leu Glu Arg 
65 70 75 80 

Ala Ala Asp Gly Leu Asp Glu Glu Thr He Asp Arg Met Ala Pro He 
85 90 95 

Gin His Gly Thr Val His Met Ala Trp He Ala Cys Tyr Ala Ala Tyr 
100 105 HO 

Ser He Asn Gly Val Ala Ala Leu His Thr Glu He He Lys Ala Glu 
115 120 125 

Thr Leu Ala Asp Trp Tyr Ala Leu Trp Pro Glu Lys Phe Asn Asn Lys 
130 135 140 

Thr Asn Gly Val Thr Pro Arg Arg Trp Leu Arg Met He Asn Pro Gly 
145 150 155 160 

Leu Ser Asp Leu Leu Thr Arg Leu Ser Gly Ser Asp Asp Trp Val Thr 
165 170 175 

Asp Leu Asp Glu Leu Lys Lys Leu Arg Ser Tyr Ala Asp Asp Lys Ser 
180 185 190 

Val Leu Glu Glu Leu Arg Ala He Lys Ala Ala Asn Lys Gin Asp Phe 
195 200 205 

Ala Glu Trp He Leu Glu Arg Gin Gly He Glu He Asp Pro Glu Ser 
210 215 220 

He Phe Asp Val Gin He Lys Arg Leu His Glu Tyr Lys Arg Gin Leu 
225 230 235 240 

Met Asn Ala Leu Tyr Val Leu Asp Leu Tyr Phe Arg He Lys Glu Asp 
245 250 255 

Gly Leu Thr Asp He Pro Ala Arg Thr Val He Phe Gly Ala Lys Ala 
260 265 270 

Ala Pro Gly Tyr Val Arg Ala Lys Ala He He Lys Leu He Asn Ser 
275 280 285 

lie Ala Asp Leu Val Asn Asn Asp Pro Glu Val Ser Pro Leu Leu Lys 
290 295 300 

Val Val Phe Val Glu Asn Tyr Asn Val Ser Pro Ala Glu His He Leu 
305 310 315 320 

Pro Ala Ser Asp Val Ser Glu Gin He Ser Thr Ala Gly Lys Glu Ala 
325 330 335 

Ser Gly Thr Ser Asn Met Lys Phe Met Met Asn Gly Ala Leu Thr Leu 
340 345 350 

Gly Thr Met Asp Gly Ala Asn Val Glu He Val Asp Ser Val Gly Glu 
355 360 365 



Glu Asn Ala Tyr He Phe Gly Ala Arg Val Glu Glu Leu Pro Ala Leu 
370 375 380 
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Arg Glu Ser Tyr 
385 

Lys Arg Ala Leu 



Ser Gly Leu Phe 
420 

Lys Asp Ala Ser 
435 

Arg Glu Thr Arg 
450 

Gly Trp Ala Arg 
465 

Ser Ser Asp Arg 



Glu Pro Thr Pro 
500 



Glu Pro Tyr Glu 
390 

Asp Ala Leu Asp 
405 

Tyr Asp Leu Lys 



Asp Thr Tyr Tyr 
440 

Asp Arg Met Ala 
455 

Met Ala Trp lie 
470 

Thr lie Arg Asp 
485 

Ala Val Lys Lys 



Leu Tyr Glu Thr 
395 

Asn Gly Thr Leu 
410 

His Ser Leu lie 
425 

Val Leu Gly Asp 



Ala Asp Tyr Ala 
460 

Asn lie Cys Glu 
475 

Tyr Ala Thr Glu 
490 



Val Pro Gly Leu 
400 

Asn Asp Asn Asn 
415 

His Gly Tyr Gly 
430 

Phe Ala Asp Tyr 
445 

Ser Asp Pro Leu 



Ser Gly Arg Phe 
480 

lie Trp Lys Leu 
495 



<210> 371 
<211> 1367 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1344) 

<223> FRXA01550 

<400> 371 

ate ttc caa cag ctg ttc tgg cgc gtg tgg gaa ate ate aca gag ate 
He Phe Gin Gin Leu Phe Trp Arg Val Trp Glu He He Thr Glu He 
15 10 15 

gat cgc cgc ttc cgt ttg gag cgc gca gec gat gga ctg gat gaa gag 
Asp Arg Arg Phe Arg Leu Glu Arg Ala Ala Asp Gly Leu Asp Glu Glu 
20 25 30 

acc ate gac cgc atg get cca ate cag cgc ggc act gtt cat atg gca 
Thr He Asp Arg Met Ala Pro He Gin Arg Gly Thr Val His Met Ala 
35 40 45 

tgg att gee tgt tac gcg gca tat tec ate aat ggc gtg gca gcg ctg 
Trp He Ala Cys Tyr Ala Ala Tyr Ser He Asn Gly Val Ala Ala Leu 
50 55 60 

cac acc gag ate ate aag gec gag acc ttg get gac tgg tac gca ctg 
His Thr Glu He He Lys Ala Glu Thr Leu Ala Asp Trp Tyr Ala Leu 
65 70 75 80 

tgg cca gag aag ttc aac aac aag act aac ggt gtt acc cca cgc cgt 
Trp Pro Glu Lys Phe Asn Asn Lys Thr Asn Gly Val Thr Pro Arg Arg 
85 90 95 



48 



96 



144 



192 



240 



288 
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tgg ctg cgc atg ate aac cca ggt ctg tct gac ctg etc act cga ctt 
Trp Leu Arg Met lie Asn Pro Gly Leu Ser Asp Leu Leu Thr Arg Leu 
100 105 HO 

tec ggt tec gat gat tgg gta ace gat ctg gat gag ctg aag aag ctg 
Ser Gly Ser Asp Asp Trp Val Thr Asp Leu Asp Glu Leu Lys Lys Leu 
115 120 125 

cgc tec tat gee gac gat aag tec gtg ctt gaa gaa etc cgc get ate 
Arg Ser Tyr Ala Asp Asp Lys Ser Val Leu Glu Glu Leu Arg Ala lie 
130 135 140 

aag get get aat aag caa gac ttc gec gag tgg ate etc gag cgc cag 
Lys Ala Ala Asn Lys Gin Asp Phe Ala Glu Trp He Leu Glu Arg Gin 
145 150 155 160 

ggc att gag att gat cca gaa tec ate ttt gac gtg cag att aag cgc 
Gly He Glu He Asp Pro Glu Ser He Phe Asp Val Gin He Lys Arg 
165 170 175 

etc cac gag tac aag cgc cag etc atg aac gcg etc tac gta eta gac 
Leu His Glu Tyr Lys Arg Gin Leu Met Asn Ala Leu Tyr Val Leu Asp 
180 185 190 

ctt tac ttc cgt att aag gaa gat ggc etc acc gac ate cca gca cgc 
Leu Tyr Phe Arg He Lys Glu Asp Gly Leu Thr Asp He Pro Ala Arg 
195 200 205 

act gtc ate ttt ggc gee aag gee gcg ccg ggt tat gtc cgc gee aag 
Thr Val He Phe Gly Ala Lys Ala Ala Pro Gly Tyr Val Arg Ala Lys 
210 215 220 

gcg att ate aag etc ate aac tct att get gac ttg gta aac aac gat 
Ala He He Lys Leu He Asn Ser He Ala Asp Leu Val Asn Asn Asp 
225 230 235 240 

cct gag gtc tec ccg ctg etc aag gtg gtc ttt gta gag aac tac aac 
Pro Glu Val Ser Pro Leu Leu Lys Val Val Phe Val Glu Asn Tyr Asn 
245 250 255 

gtc tec cct get gag cac ate ttg cct gcg tct gat gtc tec gaa cag 
Val Ser Pro Ala Glu His He Leu Pro Ala Ser Asp Val Ser Glu Gin 
260 265 270 

att tec acc gee ggc aag gaa gee age ggt acc tec aac atg aag ttc 
He Ser Thr Ala Gly Lys Glu Ala Ser Gly Thr Ser Asn Met Lys Phe 
275 280 285 

atg atg aac ggc gee etc acc ctg ggc acc atg gac ggc gee aac gta 
Met Met Asn Gly Ala Leu Thr Leu Gly Thr Met Asp Gly Ala Asn Val 
290 295 300 

gag ate gtg gat tct gtg ggc gag gaa aac gee tat ate ttc ggt get 
Glu He Val Asp Ser Val Gly Glu Glu Asn Ala Tyr He Phe Gly Ala 
305 310 315 320 

cgc gtg gaa gaa ttg cca gee ctg cgc gaa age tac gag cca tat gag 
Arg Val Glu Glu Leu Pro Ala Leu Arg Glu Ser Tyr Glu Pro Tyr Glu 
325 330 335 

etc tat gag acc gtc cct ggc etc aag cgc gca ttg gac gee ctg gat 



336 



384 



432 



480 



528 



576 
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672 



720 



768 



816 



864 



912 
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Leu Tyr Glu Thr Val Pro Gly Leu Lys Arg Ala Leu Asp Ala Leu Asp 
340 345 350 

aac ggc acc etc aac gac aac aac agt ggt ttg ttc tac gac etc aag 1104 
Asn Gly Thr Leu Asn Asp Asn Asn Ser Gly Leu Phe Tyr Asp Leu Lys 
355 360 365 

cat tec ttg ate cac ggt tat gga aaa gac gee age gac acc tac tac 1152 
His Ser Leu He His Gly Tyr Gly Lys Asp Ala Ser Asp Thr Tyr Tyr 
370 375 380 



gtg ctt ggc gat ttc gca gat tac cgc gag acc cgc gac cgt atg gec 
Val Leu Gly Asp Phe Ala Asp Tyr Arg Glu Thr Arg Asp Arg Met Ala 
385 390 395 400 

gee gac tac gec tec gat ccc ctg ggt tgg gca cgc atg gec tgg ate 
Ala Asp Tyr Ala Ser Asp Pro Leu Gly Trp Ala Arg Met Ala Trp He 
405 410 415 

aac att tgc gag tec ggc cgt ttc tec tec gac cgc acc ate cgc gat 
Asn He Cys Glu Ser Gly Arg Phe Ser Ser Asp Arg Thr He Arg Asp 
420 425 430 

tat gee acc gag ate tgg aag etc gag cca act cct get gtt aag aag 
Tyr Ala Thr Glu He Trp Lys Leu Glu Pro Thr Pro Ala Val Lys Lys 
435 440 445 

taggttttaa cctccgcttc taa 



1200 



1248 



1296 



1344 



1367 



<210> 372 
<211> 448 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 372 

He Phe Gin Gin Leu Phe Trp Arg Val Trp Glu He He Thr Glu He 
15 10 15 

Asp Arg Arg Phe Arg Leu Glu Arg Ala Ala Asp Gly Leu Asp Glu Glu 
20 25 30 

Thr He Asp Arg Met Ala Pro He Gin Arg Gly Thr Val His Met Ala 
35 40 45 

Trp He Ala Cys Tyr Ala Ala Tyr Ser He Asn Gly Val Ala Ala Leu 
50 55 60 

His Thr Glu He He Lys Ala Glu Thr Leu Ala Asp Trp Tyr Ala Leu 
65 70 75 80 

Trp Pro Glu Lys Phe Asn Asn Lys Thr Asn Gly Val Thr Pro Arg Arg 
85 90 55 

Trp Leu Arg Met He Asn Pro Gly Leu Ser Asp Leu Leu Thr Arg Leu 
100 105 HO 

Ser Gly Ser Asp Asp Trp Val Thr Asp Leu Asp Glu Leu Lys Lys Leu 
115 120 125 

Arg Ser Tyr Ala Asp Asp Lys Ser Val Leu Glu Glu Leu Arg Ala He 
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130 135 140 

Lys Ala Ala Asn Lys Gin Asp Phe Ala Glu Trp lie Leu Glu Arg Gin 
145 150 155 160 

Gly He Glu He Asp Pro Glu Ser He Phe Asp Val Gin He Lys Arg 
165 170 175 

Leu His Glu Tyr Lys Arg Gin Leu Met Asn Ala Leu Tyr Val Leu Asp 

180 185 190 

Leu Tyr Phe Arg He Lys Glu Asp Gly Leu Thr Asp He Pro Ala Arg 
195 200 205 

Thr Val He Phe Gly Ala Lys Ala Ala Pro Gly Tyr Val Arg Ala Lys 
210 215 220 

Ala He He Lys Leu He Asn Ser He Ala Asp Leu Val Asn Asn Asp 
225 230 235 240 

Pro Glu Val Ser Pro Leu Leu Lys Val Val Phe Val Glu Asn Tyr Asn 
245 250 255 

Val Ser Pro Ala Glu His He Leu Pro Ala Ser Asp Val Ser Glu Gin 
260 265 270 

He Ser Thr Ala Gly Lys Glu Ala Ser Gly Thr Ser Asn Met Lys Phe 
275 280 285 

Met Met Asn Gly Ala Leu Thr Leu Gly Thr Met Asp Gly Ala Asn Val 
290 295 300 

Glu He Val Asp Ser Val Gly Glu Glu Asn Ala Tyr He Phe Gly Ala 
305 310 315 320 

Arg Val Glu Glu Leu Pro Ala Leu Arg Glu Ser Tyr Glu Pro Tyr Glu 
325 330 335 

Leu Tyr Glu Thr Val Pro Gly Leu Lys Arg Ala Leu Asp Ala Leu Asp 
340 345 350 

Asn Gly Thr Leu Asn Asp Asn Asn Ser Gly Leu Phe Tyr Asp Leu Lys 
355 360 365 

His Ser Leu He His Gly Tyr Gly Lys Asp Ala Ser Asp Thr Tyr Tyr 
370 375 380 

Val Leu Gly Asp Phe Ala Asp Tyr Arg Glu Thr Arg Asp Arg Met Ala 
385 390 395 400 

Ala Asp Tyr Ala Ser Asp Pro Leu Gly Trp Ala Arg Met Ala Trp He 
405 410 415 

Asn He Cys Glu Ser Gly Arg Phe Ser Ser Asp Arg Thr He Arg Asp 
420 425 430 



Tyr Ala Thr Glu He Trp Lys Leu Glu Pro Thr Pro Ala Val Lys Lys 
435 440 445 
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<210> 373 
<211> 2348 
<212> DNA 

<213> Corynebacteriuin glutamicum 

<220> 
<221> CDS 
<222> (1) . . (2325) 
<223> RXN02100 

<400> 373 

eta ggt cga ate aac gec gag gag caa aac etc age gaa tac etc age 
Leu Gly Arg He Asn Ala Glu Glu Gin Asn Leu Ser Glu Tyr Leu Ser 
15 10 15 

gac aag ctg tgg tac cag gac ace gca gat gca acc gat get gtc gga 
Asp Lys Leu Trp Tyr Gin Asp Thr Ala Asp Ala Thr Asp Ala Val Gly 
20 25 30 

gat cca etc gtt gcg tac ttc tec atg gag ttt ggc att cac cca age 
Asp Pro Leu Val Ala Tyr Phe Ser Met Glu Phe Gly He His Pro Ser 
35 40 45 

ctg cca ate tac tct ggc gga ctt ggt gtg ctt gcg ggc gag aac atg 192 
Leu Pro He Tyr Ser Gly Gly Leu Gly Val Leu Ala Gly Glu Asn Met 
50 55 60 



aag tct gca tct gac ttg ggt gtg cca ctg ate ggt gtt ggt ttg etc 
Lys Ser Ala Ser Asp Leu Gly Val Pro Leu He Gly Val Gly Leu Leu 
65 70 75 80 

tac acc cac ggc tac ttc acc cag tea ctg tec ggt gac ggt tgg cag 
Tyr Thr His Gly Tyr Phe Thr Gin Ser Leu Ser Gly Asp Gly Trp Gin 
85 90 95 

cag gaa gag tac aag tac cac gat cca gca gaa ctg ccg att gag gca 
Gin Glu Glu Tyr Lys Tyr His Asp Pro Ala Glu Leu Pro He Glu Ala 
100 105 HO 

gtt aaa gat aag aac ggc gag cag gtc act gtt tct gtc acc tac cca 
Val Lys Asp Lys Asn Gly Glu Gin Val Thr Val Ser Val Thr Tyr Pro 
115 120 125 

ggt gcg cag gaa gta aag att gca ctg tgg gta gca aac gtt ggc cgc 
Gly Ala Gin Glu Val Lys He Ala Leu Trp Val Ala Asn Val Gly Arg 
130 135 140 

ate cca ttg ctg ctg ctt gat acc aac ate gag gca aac cca gaa gag 
He Pro Leu Leu Leu Leu Asp Thr Asn He Glu Ala Asn Pro Glu Glu 
145 150 155 160 

etc cgc aac gtt act gac cgc ctg tac ggt ggc gac aat gag cac cgc 
Leu Arg Asn Val Thr Asp Arg Leu Tyr Gly Gly Asp Asn Glu His Arg 
165 170 175 

ate aag cag gaa etc gtt etc ggt gtt ggt ggc gtc cgc get gtc aac 
He Lys Gin Glu Leu Val Leu Gly Val Gly Gly Val Arg Ala Val Asn 
180 185 190 



48 



96 



144 



240 



288 
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672 



gca ttc tgc gaa get cgt ggt ctg aag cgc tea tct gtt gca cac etc 624 
Ala Phe Cys Glu Ala Arg Gly Leu Lys Arg Ser Ser Val Ala His Leu 
195 200 205 

aac gaa ggc cac gca ggt ttc ctg acc ctg gag cgt ate cgc gag cgc 
Asn Glu Gly His Ala Gly Phe Leu Thr Leu Glu Arg He Arg Glu Arg 
210 215 220 

ate gca gag ggc atg gag tac cca gca gca ttc gag cag gtt cgt gcg 720 
He Ala Glu Gly Met Glu Tyr Pro Ala Ala Phe Glu Gin Val Arg Ala 
225 230 235 240 

tec aac ate ttc acc acc cac acc cca gtc cca gca ggc ate gac cgc 768 
Ser Asn He Phe Thr Thr His Thr Pro Val Pro Ala Gly He Asp Arg 
245 250 255 

ttc gac atg gag atg gtg cgt cgt tat etc ggt ggc ggt cag cca gaa 
Phe Asp Met Glu Met Val Arg Arg Tyr Leu Gly Gly Gly Gin Pro Glu 
260 265 270 

gat cag cag ctg tgc gtt ggt gtt cca att gag aag gca ctt gag ctt 
Asp Gin Gin Leu Cys Val Gly Val Pro He Glu Lys Ala Leu Glu Leu 
275 280 285 

ggt caa gag tec gat cca cac cgc ttc aac atg get cat atg ggc ctt 
Gly Gin Glu Ser Asp Pro His Arg Phe Asn Met Ala His Met Gly Leu 
290 295 300 

cgc gcg age caa cat get aat ggc gtc gca aag ctt cat ggt gaa gta 
Arg Ala Ser Gin His Ala Asn Gly Val Ala Lys Leu His Gly Glu Val 
305 310 315 320 

age cgt gac atg ttc gee ggc ctg tac ccc gga tat gag cct cgt gaa 
Ser Arg Asp Met Phe Ala Gly Leu Tyr Pro Gly Tyr Glu Pro Arg Glu 
325 330 335 

gtg ccc ate ggg cac gtc acc aac ggt gtt cac ctg ccg acg tgg gtc 
Val Pro He Gly His Val Thr Asn Gly Val His Leu Pro Thr Trp Val 
340 345 350 

aag cca gag atg aag gaa etc ate gat cgc gtc act ggc ggc get gat 
Lys Pro Glu Met Lys Glu Leu He Asp Arg Val Thr Gly Gly Ala Asp 
355 360 365 

ctt gcg gtt get gat tct tgg tea aac cca cag get gtc gag tct gag 1152 
Leu Ala Val Ala Asp Ser Trp Ser Asn Pro Gin Ala Val Glu Ser Glu 
370 375 380 



aag ate tgg aag gtg cgc aac aag ttc cgt get gac eta gtg gag gtt 
Lvs He Trp Lys Val Arg Asn Lys Phe Arg Ala Asp Leu Val Glu Val 
385 390 395 400 

get cgc get gca act gca aag tec tgg tct cac cgt gga cac acc gaa 
Ala Arg Ala Ala Thr Ala Lys Ser Trp Ser His Arg Gly His Thr Glu 
405 410 415 

gca gaa ctt gcg tgg acc tec cgc gtt ctg gat cca aac gtg ctg acc 
Ala Glu Leu Ala Trp Thr Ser Arg Val Leu Asp Pro Asn Val Leu Thr 
420 425 430 

att ggt ttc gca cgt cgc gta tec acc tac aag cgc ttg acc ttg atg 



816 



864 
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Ile Gly Phe Ala Arg Arg Val Ser Thr Tyr Lys Arg Leu Thr Leu Met 
435 440 445 

ctg cgc aac cct gaa cgc ctg cgt tec ate ttg ctt aat gag gaa cgc 
Leu Arg Asn Pro Glu Arg Leu Arg Ser lie Leu Leu Asn Glu Glu Arg 
450 455 460 

cca gtt cag ttc gtt att get ggt aag gca cac cca cat gac atg ggt 
Pro Val Gin Phe Val lie Ala Gly Lys Ala His Pro His Asp Met Gly 
465 470 475 480 

ggc aag aag etc atg cag gaa ate gtc cac ttc get gat caa get ggt 
Gly Lys Lys Leu Met Gin Glu lie Val His Phe Ala Asp Gin Ala Gly 
485 490 495 

gtc cgt gac cgt ttc etc ttc ctg cct gat tac gac ate aac ctg gee 
Val Arg Asp Arg Phe Leu Phe Leu Pro Asp Tyr Asp lie Asn Leu Ala 
500 505 510 



gaa gtt gca ccg ctg ttt tac aag cgc gac aag aac ggc ate cca cag 
Glu Val Ala Pro Leu Phe Tyr Lys Arg Asp Lys Asn Gly lie Pro Gin 
595 600 605 

gac tgg ctg gac ctg gtt cgc gaa tec tgg acc ace ctg tea cca atg 
Asp Trp Leu Asp Leu Val Arg Glu Ser Trp Thr Thr Leu Ser Pro Met 
610 615 620 

gtc acc tec acc cgc atg gtg cgc gac tac acc acc cag tac tac cgc 
Val Thr Ser Thr Arg Met Val Arg Asp Tyr Thr Thr Gin Tyr Tyr Arg 
625 630 635 640 

cca acc aaa cac cag gca gag etc att gcg cag cct gca gaa gca gcg 
Pro Thr Lys His Gin Ala Glu Leu He Ala Gin Pro Ala Glu Ala Ala 
645 650 655 

gat tac gcg gca tgg ctt gag cac ate aaa gca gag tgg get ggc gtc 
Asp Tyr Ala Ala Trp L.eu Glu His He Lys Ala Glu Trp Ala Gly Val 
660 665 670 

aag gtc tea gac ctg aag ate age gag age gee ate acg gcg cag gag 
Lys Val Ser Asp Leu Lys He Ser Glu Ser Ala He Thr Ala Gin Glu 



1392 



1440 



1488 



1536 



age tac ctg ate tct ggt get gac gtg tgg ctg aac aac cca gtg cgc 1584 
Ser Tyr Leu He Ser Gly Ala Asp Val Trp Leu Asn Asn Pro Val Arg 
515 520 525 

cct cag gaa gca teg gga acc tec ggt atg aag gee gtc atg aat ggt 1632 
Pro Gin Glu Ala Ser Gly Thr Ser Gly Met Lys Ala Val Met Asn Gly 
530 535 540 

ggc ctg acc ctg tec ate tct gat ggt tgg tgg gat gaa atg cct aag 
Gly Leu Thr Leu Ser He Ser Asp Gly Trp Trp Asp Glu Met Pro Lys 
545 550 555 560 

gag acc acc ggc tgg acc ate cca acc gtt gag tec cag gac ttg gaa 
Glu Thr Thr Gly Trp Thr He Pro Thr Val Glu Ser Gin Asp Leu Glu 
565 570 575 

tgc cgc gac cac ctg gaa tec cag gcg ctg tac gac ctg ctg gaa aac 1776 
Cys Arg Asp His Leu Glu Ser Gin Ala Leu Tyr Asp Leu Leu Glu Asn 
580 585 590 



1680 



1728 
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675 680 685 

ctt gaa gtc age gtt cgc gtt gat tec ggt teg ctt aac gac gac gag 
Leu Glu Val Ser Val Arg Val Asp Ser Gly Ser Leu Asn Asp Asp Glu 
690 695 700 

ttc caa get cag gca etc ttt ggt gcg etc gga cac aac ggt gac ate 
Phe Gin Ala Gin Ala Leu Phe Gly Ala Leu Gly His Asn Gly Asp He 
705 710 715 720 

gaa gat cca gaa ate ace gtt ttg ace cca cgc ggc gat ggc gee tac 
Glu Asp Pro Glu He Thr Val Leu Thr Pro Arg Gly Asp Gly Ala Tyr 



725 



730 735 



gcg gca aag gtc age act gac ctg cca ggc aac tac ggc ate act gee 
Ala Ala Lys Val Ser Thr Asp Leu Pro Gly Asn Tyr Gly He Thr Ala 
740 745 750 

cgc gtt gtt cca aac aac agg atg ctg gtc age cca gcg gaa ace cgc 
Arg Val Val Pro Asn Asn Arg Met Leu Val Ser Pro Ala Glu Thr Arg 
755 760 765 

ctg ate ace tac ttg gag aac tagggegaaa ctagctttac caa 
Leu lie Thr Tyr Leu Glu Asn 
770 775 



2112 



2160 



2208 



2256 



2304 



2348 



<210> 374 
<211> 775 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 374 

Leu Gly Arg He Asn Ala Glu Glu Gin Asn Leu Ser Glu Tyr Leu Ser 
15 10 15 

Asp Lys Leu Trp Tyr Gin Asp Thr Ala Asp Ala Thr Asp Ala Val Gly 
20 25 30 

Asp Pro Leu Val Ala Tyr Phe Ser Met Glu Phe Gly He His Pro Ser 
35 40 45 

Leu Pro He Tyr Ser Gly Gly Leu Gly Val Leu Ala Gly Glu Asn Met 
50 55 60 

Lvs Ser Ala Ser Asp Leu Gly Val Pro Leu He Gly Val Gly Leu Leu 
65 70 75 80 

Tyr Thr His Gly Tyr Phe Thr Gin Ser Leu Ser Gly Asp Gly Trp Gin 
85 90 95 

Gin Glu Glu Tyr Lys Tyr His Asp Pro Ala Glu Leu Pro He Glu Ala 
100 105 HO 

Val Lys Asp Lys Asn Gly Glu Gin Val Thr Val Ser Val Thr Tyr Pro 
115 120 125 

Gly Ala Gin Glu Val Lys He Ala Leu Trp Val Ala Asn Val Gly Arg 
130 135 140 

He Pro Leu Leu Leu Leu Asp Thr Asn He Glu Ala Asn Pro Glu Glu 
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145 150 155 160 

Leu Arg Asn Val Thr Asp Arg Leu Tyr Gly Gly Asp Asn Glu His Arg 
165 170 175 

He Lys Gin Glu Leu Val Leu Gly Val Gly Gly Val Arg Ala Val Asn 
180 185 190 

Ala Phe Cys Glu Ala Arg Gly Leu Lys Arg Ser Ser Val Ala His Leu 
195 200 205 

Asn Glu Gly His Ala Gly Phe Leu Thr Leu Glu Arg He Arg Glu Arg 
210 215 220 

He Ala Glu Gly Met Glu Tyr Pro Ala Ala Phe Glu Gin Val Arg Ala 
225 230 235 240 

Ser Asn He Phe Thr Thr His Thr Pro Val Pro Ala Gly He Asp Arg 
245 250 255 

Phe Asp Met Glu Met Val Arg Arg Tyr Leu Gly Gly Gly Gin Pro Glu 
260 265 270 

Asp Gin Gin Leu Cys Val Gly Val Pro He Glu Lys Ala Leu Glu Leu 
275 280 285 

Gly Gin Glu Ser Asp Pro His Arg Phe Asn Met Ala His Met Gly Leu 
290 295 300 

Arg Ala Ser Gin His Ala Asn Gly Val Ala Lys Leu His Gly Glu Val 
305 310 315 320 

Ser Arg Asp Met Phe Ala Gly Leu Tyr Pro Gly Tyr Glu Pro Arg Glu 
325 330 335 

Val Pro He Gly His Val Thr Asn Gly Val His Leu Pro Thr Trp Val 
340 345 350 

Lys Pro Glu Met Lys Glu Leu He Asp Arg Val Thr Gly Gly Ala Asp 
355 360 365 

Leu Ala Val Ala Asp Ser Trp Ser Asn Pro Gin Ala Val Glu Ser Glu 
370 375 380 

Lys He Trp Lys Val Arg Asn Lys Phe Arg Ala Asp Leu Val Glu Val 
385 390 395 400 

Ala Arg Ala Ala Thr Ala Lys Ser Trp Ser His Arg Gly His Thr Glu 
405 410 415 

Ala Glu Leu Ala Trp Thr Ser Arg Val Leu Asp Pro Asn Val Leu Thr 
420 425 430 

He Gly Phe Ala Arg Arg Val Ser Thr Tyr Lys Arg Leu Thr Leu Met 
435 440 445 

Leu Arg Asn Pro Glu Arg Leu Arg Ser He Leu Leu Asn Glu Glu Arg 
450 455 460 

Pro Val Gin Phe Val He Ala Gly Lys Ala His Pro His Asp Met Gly 
465 470 475 480 
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Gly Lys Lys Leu Met Gin Glu He Val His Phe Ala Asp Gin Ala Gly 
485 490 495 

Val Arg Asp Arg Phe Leu Phe Leu Pro Asp Tyr Asp He Asn Leu Ala 
500 505 510 

Ser Tyr Leu He Ser Gly Ala Asp Val Trp Leu Asn Asn Pro Val Arg 
515 520 525 

Pro Gin Glu Ala Ser Gly Thr Ser Gly Met Lys Ala Val Met Asn Gly 
530 535 540 

Gly Leu Thr Leu Ser He Ser Asp Gly Trp Trp Asp Glu Met Pro Lys 
545 550 555 560 

Glu Thr Thr Gly Trp Thr He Pro Thr Val Glu Ser Gin Asp Leu Glu 
565 570 575 

Cys Arg Asp His Leu Glu Ser Gin Ala Leu Tyr Asp Leu Leu Glu Asn 
580 585 590 

Glu Val Ala Pro Leu Phe Tyr Lys Arg Asp Lys Asn Gly He Pro Gin 
595 600 605 

Asp Trp Leu Asp Leu Val Arg Glu Ser Trp Thr Thr Leu Ser Pro Met 
610 615 620 

Val Thr Ser Thr Arg Met Val Arg Asp Tyr Thr Thr Gin Tyr Tyr Arg 
625 630 635 640 

Pro Thr Lys His Gin Ala Glu Leu He Ala Gin Pro Ala Glu Ala Ala 
645 650 655 

Asp Tyr Ala Ala Trp Leu Glu His He Lys Ala Glu Trp Ala Gly Val 
660 665 670 

Lys Val Ser Asp Leu Lys He Ser Glu Ser Ala He Thr Ala Gin Glu 
675 680 685 

Leu Glu Val Ser Val Arg Val Asp Ser Gly Ser Leu Asn Asp Asp Glu 
690 695 700 

Phe Gin Ala Gin Ala Leu Phe Gly Ala Leu Gly His Asn Gly Asp He 
705 710 715 720 

Glu Asp Pro Glu He Thr Val Leu Thr Pro Arg Gly Asp Gly Ala Tyr 
725 730 735 

Ala Ala Lys Val Ser Thr Asp Leu Pro Gly Asn Tyr Gly He Thr Ala 
740 745 750 

Arg Val Val Pro Asn Asn Arg Met Leu Val Ser Pro Ala Glu Thr Arg 
755 760 765 

Leu He Thr Tyr Leu Glu Asn 
770 775 



<210> 375 
<211> 941 
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<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (918) 
<223> FRXA02100 

<400> 375 

att get ggt aag gca cac cca cat gac atg ggt ggc aag aag etc atg 

lie Ala Gly Lys Ala His Pro His Asp Met Gly Gly Lys Lys Leu Met 
15 10 15 

cag gaa ate gtc cac ttc get gat caa get ggt gtc cgt gac cgt ttc 
Gin Glu He Val His Phe Ala Asp Gin Ala Gly Val Arg Asp Arg Phe 
20 25 30 

etc ttc ctg cct gat tac gac ate aac ctg gec age tac ctg ate tct 
Leu Phe Leu Pro Asp Tyr Asp He Asn Leu Ala Ser Tyr Leu He Ser 
35 40 45 

ggt get gac gtg tgg ctg aac aac cca gtg cgc cct cag gaa gca teg 
Gly Ala Asp Val Trp Leu Asn Asn Pro Val Arg Pro Gin Glu Ala Ser 
50 55 60 

gga ace tec ggt atg aag gee gtc atg aat ggt ggc ctg ace ctg tec 
Glv Thr Ser Gly Met Lys Ala Val Met Asn Gly Gly Leu Thr Leu Ser 

70 75 80 



65 



ate tct gat ggt tgg tgg gat gaa atg cct aag gag acc acc ggc tgg 
He Ser Asp Gly Trp Trp Asp Glu Met Pro Lys Glu Thr Thr Gly Trp 
85 90 95 

acc ate cca acc gtt gag tec cag gac ttg gaa tgc cgc gac cac ctg 
Thr He Pro Thr Val Glu Ser Gin Asp Leu Glu Cys Arg Asp His Leu 
100 105 HO 

gaa tec cag gcg ctg tac gac ctg ctg gaa aac gaa gtt gca ccg ctg 
Glu Ser Gin Ala Leu Tyr Asp Leu Leu Glu Asn Glu Val Ala Pro Leu 
115 120 125 

ttt tac aag cgc gac aag aac ggc ate cca cag gac tgg ctg gac ctg 
Phe Tyr Lys Arg Asp Lys Asn Gly He Pro Gin Asp Trp Leu Asp Leu 
130 135 140 

gtt cgc gaa tec tgg acc acc ctg tea cca atg gtc acc tec acc cgc 
Val Arg Glu Ser Trp Thr Thr Leu Ser Pro Met Val Thr Ser Thr Arg 
145 150 155 160 

atg gtg cgc gac tac acc acc cag tac tac cgc cca acc aaa cac cag 
Met Val Arg Asp Tyr Thr Thr Gin Tyr Tyr Arg Pro Thr Lys His Gin 
165 170 175 

gca gag etc att gcg cag cct gca gaa gca gcg gat tac gcg gca tgg 
Ala Glu Leu He Ala Gin Pro Ala Glu Ala Ala Asp Tyr Ala Ala Trp 
180 185 190 

ctt gag cac ate aaa gca gag tgg get ggc gtc aag gtc tea gac ctg 
Leu Glu His He Lys Ala Glu Trp Ala Gly Val Lys Val Ser Asp Leu 
195 200 205 
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288 
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aag ate age gag age gec ate acg gcg cag gag ctt gaa gtc age gtt 672 
Lys He Ser Glu Ser Ala He Thr Ala Gin Glu Leu Glu Val Ser Val 
210 215 220 

cgc gtt gat tec ggt teg ctt aac gac gac gag ttc caa get cag gca 720 
Arg Val Asp Ser Gly Ser Leu Asn Asp Asp Glu Phe Gin Ala Gin Ala 
225 230 235 240 



etc ttt ggt gcg etc gga cac aac ggt gac ate gaa gat cca gaa ate 
Leu Phe Gly Ala Leu Gly His Asn Gly Asp He Glu Asp Pro Glu He 
245 250 255 

acc gtt ttg acc cca cgc ggc gat ggc gec tac gcg gca aag gtc age 
Thr Val Leu Thr Pro Arg Gly Asp Gly Ala Tyr Ala Ala Lys Val Ser 
260 265 270 

act gac ctg cca ggc aac tac ggc ate act gec cgc gtt gtt cca aac 
Thr Asp Leu Pro Gly Asn Tyr Gly He Thr Ala Arg Val Val Pro Asn 
275 280 285 

aac agg atg ctg gtc age cca gcg gaa acc cgc ctg ate acc tac ttg 
Asn Arg Met Leu Val Ser Pro Ala Glu Thr Arg Leu He Thr Tyr Leu 
290 295 300 

gag aac tagggegaaa ctagctttac caa 

Glu Asn 

305 



768 



816 



864 



912 



941 



<210> 376 
<211> 306 
<212> PRT 

<213> Corynebacterium glut ami cum 



<400> 376 
He Ala Gly Lys 
1 

Gin Glu He Val 
20 

Leu Phe Leu Pro 
35 

Gly Ala Asp Val 
50 

Gly Thr Ser Gly 
65 

He Ser Asp Gly 



Thr He Pro Thr 
100 

Glu Ser Gin Ala 
115 

Phe Tyr Lys Arg 
130 



Ala His Pro His 
5 

His Phe Ala Asp 



Asp Tyr Asp He 
40 

Trp Leu Asn Asn 
55 

Met Lys Ala Val 
70 

Trp Trp Asp Glu 
85 

Val Glu Ser Gin 



Leu Tyr Asp Leu 
120 

Asp Lys Asn Gly 
135 



Asp Met Gly Gly 
10 

Gin Ala Gly Val 
25 

Asn Leu Ala Ser 



Pro Val Arg Pro 
60 

Met Asn Gly Gly 
75 

Met Pro Lys Glu 
90 

Asp Leu Glu Cys 
105 

Leu Glu Asn Glu 



He Pro Gin Asp 
140 



Lys Lys Leu Met 
15 

Arg Asp Arg Phe 
30 

Tyr Leu He Ser 
45 

Gin Glu Ala Ser 



Leu Thr Leu Ser 
80 

Thr Thr Gly Trp 
95 

Arg Asp His Leu 
110 

Val Ala Pro Leu 
125 

Trp Leu Asp Leu 
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Val Arg Glu Ser Trp Thr Thr Leu Ser Pro Met Val Thr Ser Thr Arg 
145 150 155 160 

Met Val Arg Asp Tyr Thr Thr Gin Tyr Tyr Arg Pro Thr Lys His Gin 
165 170 175 

Ala Glu Leu He Ala Gin Pro Ala Glu Ala Ala Asp Tyr Ala Ala Trp 
180 185 190 

Leu Glu His He Lys Ala Glu Trp Ala Gly Val Lys Val Ser Asp Leu 
195 200 205 

Lys He Ser Glu Ser Ala He Thr Ala Gin Glu Leu Glu Val Ser Val 
210 215 220 

Arg Val Asp Ser Gly Ser Leu Asn Asp Asp Glu Phe Gin Ala Gin Ala 
225 230 235 240 

Leu Phe Gly Ala Leu Gly His Asn Gly Asp He Glu Asp Pro Glu He 
245 250 255 

Thr Val Leu Thr Pro Arg Gly Asp Gly Ala Tyr Ala Ala Lys Val Ser 
260 265 270 

Thr Asp Leu Pro Gly Asn Tyr Gly He Thr Ala Arg Val Val Pro Asn 
275 280 285 

Asn Arg Met Leu Val Ser Pro Ala Glu Thr Arg Leu He Thr Tyr Leu 
290 295 300 

Glu Asn 
305 



<210> 377 
<211> 1206 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1206) 

<223> FRXA02113 

<400> 377 

eta ggt cga ate aac gec gag gag caa aac etc age gaa tac etc age 
Leu Gly Arg He Asn Ala Glu Glu Gin Asn Leu Ser Glu Tyr Leu Ser 
15 10 15 

gac aag ctg tgg tac cag gac acc gca gat gca acc gat get gtc gga 
Asp Lys Leu Trp Tyr Gin Asp Thr Ala Asp Ala Thr Asp Ala Val Gly 
20 25 30 

gat cca etc gtt gcg tac ttc tec atg gag ttt ggc att cac cca age 
Asp Pro Leu Val Ala Tyr Phe Ser Met Glu Phe Gly He His Pro Ser 
35 40 45 

ctg cca ate tac tct ggc gga ctt ggt gtg ctt gcg ggc gag aac atg 
Leu Pro He Tyr Ser Gly Gly Leu Gly Val Leu Ala Gly Glu Asn Met 
50 55 60 



48 



96 



144 



192 
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aag tct gca tct gac ttg ggt gtg cca ctg ate ggt gtt ggt ttg etc 
Lys Ser Ala Ser Asp Leu Gly Val Pro Leu He Gly Val Gly Leu Leu 
65 70 75 80 

tac acc cac ggc tac ttc acc cag tea ctg tec ggt gac ggt tgg cag 
Tyr Thr His Gly Tyr Phe Thr Gin Ser Leu Ser Gly Asp Gly Trp Gin 
85 90 95 

cag gaa gag tac aag tac cac gat cca gca gaa ctg ccg att gag gca 
Gin Glu Glu Tyr Lys Tyr His Asp Pro Ala Glu Leu Pro He Glu Ala 
100 105 HO 

gtt aaa gat aag aac ggc gag cag gtc act gtt tct gtc acc tac cca 
Val Lys Asp Lys Asn Gly Glu Gin Val Thr Val Ser Val Thr Tyr Pro 
115 120 125 



240 



etc cgc aac gtt act gac cgc ctg tac ggt ggc gac aat gag cac cgc 
Leu Arg Asn Val Thr Asp Arg Leu Tyr Gly Gly Asp Asn Glu His Arg 
165 170 175 

ate aag cag gaa etc gtt etc ggt gtt ggt ggc gtc cgc get gtc aac 
He Lys Gin Glu Leu Val Leu Gly Val Gly Gly Val Arg Ala Val Asn 
180 185 190 



gca ttc tgc gaa get cgt ggt ctg aag cgc tea tct gtt gca cac etc 
Ala Phe Cys Glu Ala Arg Gly Leu Lys Arg Ser Ser Val Ala His Leu 
195 200 205 



aac gaa ggc cac gca ggt ttc ctg acc ctg gag cgt ate cgc gag cgc 
Asn Glu Gly His Ala Gly Phe Leu Thr Leu Glu Arg He Arg Glu Arg 
210 215 220 

ate gca gag ggc atg gag tac cca gca gca ttc gag cag gtt cgt gcg 
He Ala Glu Gly Met Glu Tyr Pro Ala Ala Phe Glu Gin Val Arg Ala 
225 230 235 240 

tec aac ate ttc acc acc cac acc cca gtc cca gca ggc ate gac cgc 
Ser Asn He Phe Thr Thr His Thr Pro Val Pro Ala Gly He Asp Arg 
245 250 255 

ttc gac atg gag atg gtg cgt cgt tat etc ggt ggc ggt cag cca gaa 
Phe Asp Met Glu Met Val Arg Arg Tyr Leu Gly Gly Gly Gin Pro Glu 
260 265 270 

gat cag cag ctg tgc gtt ggt gtt cca att gag aag gca ctt gag ctt 
Asp Gin Gin Leu Cys Val Gly Val Pro He Glu Lys Ala Leu Glu Leu 
275 280 285 

ggt caa gag tec gat cca cac cgc ttc aac atg get cat atg ggc ctt 
Gly Gin Glu Ser Asp Pro His Arg Phe Asn Met Ala His Met Gly Leu 
290 295 300 



336 



384 



ggt gcg cag gaa gta aag att gca ctg tgg gta gca aac gtt ggc cgc 432 
Gly Ala Gin Glu Val Lys He Ala Leu Trp Val Ala Asn Val Gly Arg 
130 135 140 

ate cca ttg ctg ctg ctt gat acc aac ate gag gca aac cca gaa gag 480 
He Pro Leu Leu Leu Leu Asp Thr Asn He Glu Ala Asn Pro Glu Glu 
145 150 155 160 



528 



576 



624 



672 



720 



768 



816 



864 



912 
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cgc gcg age caa cat get aat ggc gtc gca aag ctt cat ggt gaa gta 
Arg Ala Ser Gin His Ala Asn Gly Val Ala Lys Leu His Gly Glu Val 
305 310 315 320 

age cgt gac atg ttc gee ggc ctg tac ccc gga tat gag cct cgt gaa 
Ser Arg Asp Met Phe Ala Gly Leu Tyr Pro Gly Tyr Glu Pro Arg Glu 
325 330 335 



960 



100E 



gtg ccc ate ggg cac gtc ace aac ggt gtt cac ctg ccg acg tgg gtc 1056 
Val Pro He Gly His Val Thr Asn Gly Val His Leu Pro Thr Trp Val 
340 345 350 



aag cca gag atg aag gaa etc ate gat cgc gtc act ggc ggc get gat 
Lys Pro Glu Met Lys Glu Leu He Asp Arg Val Thr Gly Gly Ala Asp 
355 360 365 

ctt gcg gtt get gat tct tgg tea aac cca cag get gtc gag tct gag 
Leu Ala Val Ala Asp Ser Trp Ser Asn Pro Gin Ala Val Glu Ser Glu 
370 375 380 

aag ate tgg aag gtg cgc aac aag ttc cgt get gac eta gtg gag gtt 
Lys He Trp Lys Val Arg Asn Lys Phe Arg Ala Asp Leu Val Glu Val 
385 390 395 400 

get cgc 
Ala Arg 



1104 



1152 



1200 



1206 



<210> 378 
<211> 402 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 378 

Leu Gly Arg He Asn Ala Glu Glu Gin Asn Leu Ser Glu Tyr Leu Ser 
15 10 15 

Asp Lys Leu Trp Tyr Gin Asp Thr Ala Asp Ala Thr Asp Ala Val Gly 
20 25 30 

Asp Pro Leu Val Ala Tyr Phe Ser Met Glu Phe Gly He His Pro Ser 
35 40 45 

Leu Pro He Tyr Ser Gly Gly Leu Gly Val Leu Ala Gly Glu Asn Met 
50 55 60 

Lys Ser Ala Ser Asp Leu Gly Val Pro Leu He Gly Val Gly Leu Leu 
65 70 75 80 

Tyr Thr His Gly Tyr Phe Thr Gin Ser Leu Ser Gly Asp Gly Trp Gin 
85 90 95 

Gin Glu Glu Tyr Lys Tyr His Asp Pro Ala Glu Leu Pro He Glu Ala 
100 105 HO 

Val Lys Asp Lys Asn Gly Glu Gin Val Thr Val Ser Val Thr Tyr Pro 
115 120 125 

Gly Ala Gin Glu Val Lys He Ala Leu Trp Val Ala Asn Val Gly Arg 
130 135 140 
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He Pro Leu Leu Leu Leu Asp Thr Asn He Glu Ala Asn Pro Glu Glu 
145 150 155 160 

Leu Arg Asn Val Thr Asp Arg Leu Tyr Gly Gly Asp Asn Glu His Arg 
165 170 175 

He Lys Gin Glu Leu Val Leu Gly Val Gly Gly Val Arg Ala Val Asn 
180 185 190 

Ala Phe Cys Glu Ala Arg Gly Leu Lys Arg Ser Ser Val Ala His Leu 
195 200 205 

Asn Glu Gly His Ala Gly Phe Leu Thr Leu Glu Arg He Arg Glu Arg 
210 215 220 

He Ala Glu Gly Met Glu Tyr Pro Ala Ala Phe Glu Gin Val Arg Ala 
225 230 235 240 

Ser Asn He Phe Thr Thr His Thr Pro Val Pro Ala Gly He Asp Arg 
245 250 255 

Phe Asp Met Glu Met Val Arg Arg Tyr Leu Gly Gly Gly Gin Pro Glu 
260 265 270 

Asp Gin Gin Leu Cys Val Gly Val Pro He Glu Lys Ala Leu Glu Leu 
275 280 285 

Gly Gin Glu Ser Asp Pro His Arg Phe Asn Met Ala His Met Gly Leu 
290 295 300 

Arg Ala Ser Gin His Ala Asn Gly Val Ala Lys Leu His Gly Glu Val 
305 310 315 320 

Ser Arg Asp Met Phe Ala Gly Leu Tyr Pro Gly Tyr Glu Pro Arg Glu 
325 330 335 

Val Pro He Gly His Val Thr Asn Gly Val His Leu Pro Thr Trp Val 
340 345 350 

Lys Pro Glu Met Lys Glu Leu He Asp Arg Val Thr Gly Gly Ala Asp 
355 360 365 

Leu Ala Val Ala Asp Ser Trp Ser Asn Pro Gin Ala Val Glu Ser Glu 
370 375 380 

Lys He Trp Lys Val Arg Asn Lys Phe Arg Ala Asp Leu Val Glu Val 
385 390 395 400 

Ala Arg 



<210> 379 
<211> 1140 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1117) 
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<223> RXA02147 



<400> 379 

aaaagttgag agcggcttgc ttcttttcct tggctaggct tttgtaatcg ggttagagta 60 

gtggagttgc ttgaatgagg ttgatagggg atttttgaag atg ttt ggt cgc cgt 11 

Met Phe Gly Arg Arg 
1 5 



tgg gtg age gtt gtg gcg tea tgt gtt ate gca age acg ctg att ctg 163 
Trp Val Ser Val Val Ala Ser Cys Val He Ala Ser Thr Leu He Leu 
10 15 20 



gtg cct teg cat tec ggt gcg gag gaa gtc gat caa ctg att get gat 
Val Pro Ser His Ser Gly Ala Glu Glu Val Asp Gin Leu He Ala Asp 
25 30 35 

ate gag cat gtc tct cag gaa acg tct gec cag aat gag gaa gtc aaa 
He Glu His Val Ser Gin Glu Thr Ser Ala Gin Asn Glu Glu Val Lys 
40 45 50 

cag ctt gag att gat att gag get cgt gag gtc acg ate aag gaa gtt 
Gin Leu Glu He Asp He Glu Ala Arg Glu Val Thr He Lys Glu Val 
55 60 65 

cag gag cag teg gta age tac cgt gag gcg get gat caa gca teg gag 
Gin Glu Gin Ser Val Ser Tyr Arg Glu Ala Ala Asp Gin Ala Ser Glu 
70 75 80 85 

aat gtc gaa get tat cgt teg gag ate aat egg ate get cag gcg aag 
Asn Val Glu Ala Tyr Arg Ser Glu He Asn Arg He Ala Gin Ala Lys 
90 95 100 

tat cgt ggc aca gtc acg gat cct ttg age att gcg gtg tct gca gaa 
Tyr Arg Gly Thr Val Thr Asp Pro Leu Ser He Ala Val Ser Ala Glu 
105 HO H5 

gat cca caa aac gtg att gat egg atg age tac ctt tea acg ttg act 
Asp Pro Gin Asn Val He Asp Arg Met Ser Tyr Leu Ser Thr Leu Thr 
120 125 130 

aag tec act agt gat gtg gtt gaa tec etc aac gcg gag act gag aag 
Lys Ser Thr Ser Asp Val Val Glu Ser Leu Asn Ala Glu Thr Glu Lys 
135 140 145 

tec gca gaa get gtg tat caa gca aac cgt act aag gcg gaa gcg gag 
Ser Ala Glu Ala Val Tyr Gin Ala Asn Arg Thr Lys Ala Glu Ala Glu 
150 155 160 165 

ttc cag ttg ggg cag ctg aag gta cgc cag gcg gag ctt gaa tct gaa 
Phe Gin Leu Gly Gin Leu Lys Val Arg Gin Ala Glu Leu Glu Ser Glu 
170 175 180 

aag gaa gca ttg gat ggt cga aaa teg gag ate cga gac egg gtg gat 
Lys Glu Ala Leu Asp Gly Arg Lys Ser Glu He Arg Asp Arg Val Asp 
185 190 195 

gee ctg acg cca cag gag egg gaa atg tgg gtt get aag aat ggt cca 
Ala Leu Thr Pro Gin Glu Arg Glu Met Trp Val Ala Lys Asn Gly Pro 
200 205 210 



211 



259 



307 



355 



403 



451 



499 



547 



595 



643 



691 



739 
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ttg gac att gat ctg act gat ttg ctt ggt ctt tec get gcg act teg 787 
Leu Asp He Asp Leu Thr Asp Leu Leu Gly Leu Ser Ala Ala Thr Ser 
215 220 225 

ggt gcg gtg gat get gee ttg tct aag ttg gga age cct tat ggt tgg 835 
Gly Ala Val Asp Ala Ala Leu Ser Lys Leu Gly Ser Pro Tyr Gly Trp 
230 235 240 245 

ggt ggc att ggc cca aat gag ttt gat tgc tea ggt ttg ate tat tgg 883 
Gly Gly He Gly Pro Asn Glu Phe Asp Cys Ser Gly Leu He Tyr Trp 
250 255 260 

gcg tat cag cag atg ggt aag act ttg cca cgt acg tct caa get cag 931 
Ala Tyr Gin Gin Met Gly Lys Thr Leu Pro Arg Thr Ser Gin Ala Gin 
265 270 275 

atg get ggc gga acg ccg gtg age aga gat gag ctg cag cct ggc gat 979 
Met Ala Gly Gly Thr Pro Val Ser Arg Asp Glu Leu Gin Pro Gly Asp 
280 285 290 

gtc att gga tat tac cca ggt get act cac gtg gga ctg tat att ggg 1027 
Val He Gly Tyr Tyr Pro Gly Ala Thr His Val Gly Leu Tyr He Gly 
295 300 305 

gac gga aag att gtg cac gec tea gac tac gga ate cct gtg cag gtg 1075 
Asp Gly Lys He Val His Ala Ser Asp Tyr Gly He Pro Val Gin Val 
310 315 320 325 

gta tct gtt gat tea gca ccg ttt tat ggt gcg cgt cgc tac 1117 
Val Ser Val Asp Ser Ala Pro Phe Tyr Gly Ala Arg Arg Tyr 
330 335 

taagaaatag ttcgtcagga gaa 1140 



<210> 380 
<211> 339 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 380 

Met Phe Gly Arg Arg Trp Val Ser Val Val Ala Ser Cys Val He Ala 
15 10 15 

Ser Thr Leu He Leu Val Pro Ser His Ser Gly Ala Glu Glu Val Asp 
20 25 30 

Gin Leu He Ala Asp He Glu His Val Ser Gin Glu Thr Ser Ala Gin 
35 40 45 

Asn Glu Glu Val Lys Gin Leu Glu He Asp He Glu Ala Arg Glu Val 
50 55 60 

Thr He Lys Glu Val Gin Glu Gin Ser Val Ser Tyr Arg Glu Ala Ala 
65 70 75 80 

Asp Gin Ala Ser Glu Asn Val Glu Ala Tyr Arg Ser Glu He Asn Arg 
85 90 95 



He Ala Gin Ala Lys Tyr Arg Gly Thr Val Thr Asp Pro Leu Ser He 
100 105 110 
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Ala Val Ser Ala Glu Asp Pro Gin Asn Val lie Asp Arg Met Ser Tyr 
115 120 125 

Leu Ser Thr Leu Thr Lys Ser Thr Ser Asp Val Val Glu Ser Leu Asn 
130 135 140 

Ala Glu Thr Glu Lys Ser Ala Glu Ala Val Tyr Gin Ala Asn Arg Thr 
145 150 155 160 

Lys Ala Glu Ala Glu Phe Gin Leu Gly Gin Leu Lys Val Arg Gin Ala 
165 170 175 

Glu Leu Glu Ser Glu Lys Glu Ala Leu Asp Gly Arg Lys Ser Glu He 
180 185 190 

Arg Asp Arg Val Asp Ala Leu Thr Pro Gin Glu Arg Glu Met Trp Val 
195 200 205 

Ala Lys Asn Gly Pro Leu Asp He Asp Leu Thr Asp Leu Leu Gly Leu 
210 215 220 

Ser Ala Ala Thr Ser Gly Ala Val Asp Ala Ala Leu Ser Lys Leu Gly 
225 230 235 240 

Ser Pro Tyr Gly Trp Gly Gly He Gly Pro Asn Glu Phe Asp Cys Ser 
245 250 255 

Gly Leu He Tyr Trp Ala Tyr Gin Gin Met Gly Lys Thr Leu Pro Arg 
260 265 270 

Thr Ser Gin Ala Gin Met Ala Gly Gly Thr Pro Val Ser Arg Asp Glu 
275 280 285 

Leu Gin Pro Gly Asp Val He Gly Tyr Tyr Pro Gly Ala Thr His Val 
290 295 300 

Gly Leu Tyr He Gly Asp Gly Lys He Val His Ala Ser Asp Tyr Gly 
305 310 315 320 

He Pro Val Gin Val Val Ser Val Asp Ser Ala Pro Phe Tyr Gly Ala 
325 330 335 

Arg Arg Tyr 



<210> 381 
<211> 1959 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1936) 

<223> RXA01478 

<400> 381 

gcgggttttg ttgtggaggg gcgcgtcgaa aagcaatttt ttttccaaga tagctcactt 
tattggagtc acctggcctg aaatcctcta ctctgggcgc atg acc att cca gga 
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Met Thr lie Pro Gly 

1 5 

get tec aca cag act gat ate cct ctg gac aca ctt ctt gag gat tac 163 

Ala Ser Thr Gin Thr Asp He Pro Leu Asp Thr Leu Leu Glu Asp Tyr 

10 15 20 

gcg eta ctg tea gac act cac ace ggc get ctg ctg tec aac atg ggc 211 
Ala Leu Leu Ser Asp Thr His Thr Gly Ala Leu Leu Ser Asn Met Gly 
25 30 35 

agt ttg gac tgg ttg tgc ctg cct cgt ttt gat tec caa gec atg ttc 259 
Ser Leu Asp Trp Leu Cys Leu Pro Arg Phe Asp Ser Gin Ala Met Phe 
40 45 50 

ace agg ctg ctt ggt gat cgc gag cac gga cac tgg agt ttg cgt gtc 
Thr Arg Leu Leu Gly Asp Arg Glu His Gly His Trp Ser Leu Arg Val 
55 60 65 

cca ggt ggt gag gtg ate age caa aac tac etc ggc gat tec ttc gtg 355 
Pro Gly Gly Glu Val He Ser Gin Asn Tyr Leu Gly Asp Ser Phe Val 

75 80 85 



307 



403 



451 



499 



547 



70 

gtg cag acc gtg tgg cgt tea gag acc ggt act gee egg gtt gtt gat 
Val Gin Thr Val Trp Arg Ser Glu Thr Gly Thr Ala Arg Val Val Asp 
90 95 100 

ttc atg cca att cac ggt caa gaa caa ccc gat ate acc gac ctg gtg 
Phe Met Pro He His Gly Gin Glu Gin Pro Asp He Thr Asp Leu Val 
105 HO 115 

cgc tct gtg cac tgc gtg gaa ggc gaa gtg gat gtg gaa teg ate ctg 
Arg Ser Val His Cys Val Glu Gly Glu Val Asp Val Glu Ser He Leu 
120 125 130 

cgc ctg cgt ttt gat tat ggc gag tec act ccg tat ttc cgc acc age 
Arg Leu Arg Phe Asp Tyr Gly Glu Ser Thr Pro Tyr Phe Arg Thr Ser 
135 140 145 

act gtc gac ggc ate age ate gtg cag get gtc gee ggc ccc aat gcg 595 
Thr Val Asp Gly He Ser He Val Gin Ala Val Ala Gly Pro Asn Ala 
150 155 160 165 

gta tat gtt cgt gga cct gag atg cca cac cgc cct gca aag gat tgt 
Val Tyr Val Arg Gly Pro Glu Met Pro His Arg Pro Ala Lys Asp Cys 
170 175 180 

cac agt ggc acc ttc cac ctg acg gec ggc gaa tec gtg gaa tgg gtt 
His Ser Gly Thr Phe His Leu Thr Ala Gly Glu Ser Val Glu Trp Val 
185 190 195 

etc acc tgg gca ccg teg ttc gaa ccg cat ccc ccc atg ccg gat tac 
Leu Thr Trp Ala Pro Ser Phe Glu Pro His Pro Pro Met Pro Asp Tyr 
200 205 210 

acc cgc tct ttg gag age acc ttg age ttc tgg gca tea tgg gtt gaa 
Thr Arg Ser Leu Glu Ser Thr Leu Ser Phe Trp Ala Ser Trp Val Glu 
215 220 225 

gag etc ccc cac cag cgc etc tac gac get gaa gtc cgc cgc tec atg 
Glu Leu Pro His Gin Arg Leu Tyr Asp Ala Glu Val Arg Arg Ser Met 



643 



691 



739 



787 



835 
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230 235 240 245 

etc gta ctg cgc gec ttg acc gat eta caa acc ggt ggc ate gtg gec 883 
Leu Val Leu Arg Ala Leu Thr Asp Leu Gin Thr Gly Gly lie Val Ala 
250 255 260 

gca ccg acc acc tea eta cca gag gat ttc gga ggc ate cgt aac tgg 931 
Ala Pro Thr Thr Ser Leu Pro Glu Asp Phe Gly Gly lie Arg Asn Trp 
265 270 275 

gac tac cgc tac gtg tgg ctg cgc gac tec gca etc acc att gaa gee 979 
Asp Tyr Arg Tyr Val Trp Leu Arg Asp Ser Ala Leu Thr lie Glu Ala 
280 285 290 

etc gtg gaa tac gga ttc tec caa gca gec etc caa tgg cgc acc tgg 1027 
Leu Val Glu Tyr Gly Phe Ser Gin Ala Ala Leu Gin Trp Arg Thr Trp 
295 300 305 

ctg ctg cgc gee ate gca ggc gac ccg gaa aac etc cgc ate atg tat 1075 
Leu Leu Arg Ala lie Ala Gly Asp Pro Glu Asn Leu Arg lie Met Tyr 
310 315 320 325 

ggc etc ggc ggc gaa cga cac etc cct gaa cgc gaa etc caa cac ctg 1123 
Gly Leu Gly Gly Glu Arg His Leu Pro Glu Arg Glu Leu Gin His Leu 
330 335 340 

cgc gga tac gaa aac tec gtg cct gtt cgc gtt ggc aat gga gee gec 1171 
Arg Gly Tyr Glu Asn Ser Val Pro Val Arg Val Gly Asn Gly Ala Ala 
345 350 355 

gaa caa tac caa gca gat gtc gtc ggc gaa gta atg gtc gcg ctt gaa 1219 
Glu Gin Tyr Gin Ala Asp Val Val Gly Glu Val Met Val Ala Leu Glu 
360 365 370 

acc ate cgc cgc gee ggg tgc etc gag gac gaa ttc tec tgg ggc atg 1267 
Thr lie Arg Arg Ala Gly Cys Leu Glu Asp Glu Phe Ser Trp Gly Met 
375 380 385 

caa aaa gee ate etc gat ttc caa gaa gec aac ttc gac cgc aag gat 1315 
Gin Lys Ala lie Leu Asp Phe Gin Glu Ala Asn Phe Asp Arg Lys Asp 
390 395 400 405 

caa ggc ate tgg gaa atg cgc tec gaa ccg caa tat ttc acc cac ggc 1363 
Gin Gly lie Trp Glu Met Arg Ser Glu Pro Gin Tyr Phe Thr His Gly 
410 415 420 

cgc gee atg atg tgg gec ggc ttc gac cgc ggc ate aaa gee ate gaa 1411 
Arg Ala Met Met Trp Ala Gly Phe Asp Arg Gly lie Lys Ala He Glu 
425 430 435 

gaa ttc aac etc gac ggc ccc ate gag cgc tgg cgt gaa etc cgc gec 1459 
Glu Phe Asn Leu Asp Gly Pro He Glu Arg Trp Arg Glu Leu Arg Ala 
440 445 450 

aaa etc cgc gaa gaa ate atg acc aac ggc ttc aac gaa gag ate caa 1507 
Lys Leu Arg Glu Glu He Met Thr Asn Gly Phe Asn Glu Glu He Gin 
455 460 465 



tec ttc acc cag tgc tac gac aac acc caa gtc gac gee teg ctg ctt 
Ser Phe Thr Gin Cys Tyr Asp Asn Thr Gin Val Asp Ala Ser Leu Leu 
470 475 480 485 



1555 
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cag etc gee caa ata ggc ttc ate ggc ttc gac gat cca aaa atg etc 1603 
Gin Leu Ala Gin lie Gly Phe lie Gly Phe Asp Asp Pro Lys Met Leu 
490 495 500 

age ace gta gcg cgc att gag caa gag ctt etc gac gee cac ggc ttt 1651 
Ser Thr Val Ala Arg lie Glu Gin Glu Leu Leu Asp Ala His Gly Phe 
505 510 515 

ctt cac agg tac cac acc gac ggg tct gac ggc ctt gec ggc gac gaa 1699 
Leu His Arg Tyr His Thr Asp Gly Ser Asp Gly Leu Ala Gly Asp Glu 
520 525 530 

tac ccc ttc etc ate tgt tea ttc tgg ctg gta gaa caa tac gca age 1747 
Tyr Pro Phe Leu lie Cys Ser Phe Trp Leu Val Glu Gin Tyr Ala Ser 
535 540 545 

tec aac cgc etc gac gag gec aaa gaa aag atg aac cgc ate ctt gee 1795 
Ser Asn Arg Leu Asp Glu Ala Lys Glu Lys Met Asn Arg lie Leu Ala 
550 555 560 565 

gtc caa age cca ctt ggc eta ctg get gag gaa tac tec acc cac cat 1843 
Val Gin Ser Pro Leu Gly Leu Leu Ala Glu Glu Tyr Ser Thr His His 
570 575 580 

ggc agg etc get gga aac tac cct cag gec ttt tec cac att ggt ctg 1891 
Gly Arg Leu Ala Gly Asn Tyr Pro Gin Ala Phe Ser His lie Gly Leu 
585 590 595 

ate age get gec cgt gec ata aat ttc gaa gaa gcg cga aac agg 1936 
lie Ser Ala Ala Arg Ala lie Asn Phe Glu Glu Ala Arg Asn Arg 
600 605 610 

tagagtctaa ggtgtcattc ttg 1959 



<210> 382 
<211> 612 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 382 

Met Thr He Pro Gly Ala Ser Thr Gin Thr Asp He Pro Leu Asp Thr 
15 10 15 

Leu Leu Glu Asp Tyr Ala Leu Leu Ser Asp Thr His Thr Gly Ala Leu 
20 25 30 

Leu Ser Asn Met Gly Ser Leu Asp Trp Leu Cys Leu Pro Arg Phe Asp 
35 40 45 

Ser Gin Ala Met Phe Thr Arg Leu Leu Gly Asp Arg Glu His Gly His 
50 55 60 

Trp Ser Leu Arg Val Pro Gly Gly Glu Val He Ser Gin Asn Tyr Leu 
65 70 75 80 

Gly Asp Ser Phe Val Val Gin Thr Val Trp Arg Ser Glu Thr Gly Thr 
85 90 95 



Ala Arg Val Val Asp Phe Met Pro He His Gly Gin Glu Gin Pro Asp 
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100 105 110 

lie Thr Asp Leu Val Arg Ser Val His Cys Val Glu Gly Glu Val Asp 
115 120 125 

Val Glu Ser lie Leu Arg Leu Arg Phe Asp Tyr Gly Glu Ser Thr Pro 
130 135 140 

Tyr Phe Arg Thr Ser Thr Val Asp Gly He Ser He Val Gin Ala Val 
145 150 155 160 

Ala Gly Pro Asn Ala Val Tyr Val Arg Gly Pro Glu Met Pro His Arg 
165 170 175 

Pro Ala Lys Asp Cys His Ser Gly Thr Phe His Leu Thr Ala Gly Glu 
180 185 190 

Ser Val Glu Trp Val Leu Thr Trp Ala Pro Ser Phe Glu Pro His Pro 
195 200 205 

Pro Met Pro Asp Tyr Thr Arg Ser Leu Glu Ser Thr Leu Ser Phe Trp 
210 215 220 

Ala Ser Trp Val Glu Glu Leu Pro His Gin Arg Leu Tyr Asp Ala Glu 
225 230 235 240 

Val Arg Arg Ser Met Leu Val Leu Arg Ala Leu Thr Asp Leu Gin Thr 
245 250 255 

Gly Gly He Val Ala Ala Pro Thr Thr Ser Leu Pro Glu Asp Phe Gly 
260 265 270 

Gly He Arg Asn Trp Asp Tyr Arg Tyr Val Trp Leu Arg Asp Ser Ala 
275 280 285 

Leu Thr He Glu Ala Leu Val Glu Tyr Gly Phe Ser Gin Ala Ala Leu 
290 295 300 

Gin Trp Arg Thr Trp Leu Leu Arg Ala He Ala Gly Asp Pro Glu Asn 
305 310 315 320 

Leu Arg He Met Tyr Gly Leu Gly Gly Glu Arg His Leu Pro Glu Arg 
325 330 335 

Glu Leu Gin His Leu Arg Gly Tyr Glu Asn Ser Val Pro Val Arg Val 
340 345 350 

Gly Asn Gly Ala Ala Glu Gin Tyr Gin Ala Asp Val Val Gly Glu Val 
355 360 365 

Met Val Ala Leu Glu Thr He Arg Arg Ala Gly Cys Leu Glu Asp Glu 
370 375 380 

Phe Ser Trp Gly Met Gin Lys Ala He Leu Asp Phe Gin Glu Ala Asn 
385 390 395 400 

Phe Asp Arg Lys Asp Gin Gly He Trp Glu Met Arg Ser Glu Pro Gin 
405 410 415 

Tyr Phe Thr His Gly Arg Ala Met Met Trp Ala Gly Phe Asp Arg Gly 
420 425 430 
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lie Lys Ala lie Glu Glu Phe Asn Leu Asp Gly Pro lie Glu Arg Trp 
435 440 445 

Arg Glu Leu Arg Ala Lys Leu Arg Glu Glu lie Met Thr Asn Gly Phe 
450 455 460 

Asn Glu Glu lie Gin Ser Phe Thr Gin Cys Tyr Asp Asn Thr Gin Val 
465 470 475 480 

Asp Ala Ser Leu Leu Gin Leu Ala Gin lie Gly Phe lie Gly Phe Asp 
485 490 495 

Asp Pro Lys Met Leu Ser Thr Val Ala Arg lie Glu Gin Glu Leu Leu 
500 505 510 

Asp Ala His Gly Phe Leu His Arg Tyr His Thr Asp Gly Ser Asp Gly 
515 520 525 

Leu Ala Gly Asp Glu Tyr Pro Phe Leu lie Cys Ser Phe Trp Leu Val 
530 535 540 

Glu Gin Tyr Ala Ser Ser Asn Arg Leu Asp Glu Ala Lys Glu Lys Met 
545 550 555 560 

Asn Arg lie Leu Ala Val Gin Ser Pro Leu Gly Leu Leu Ala Glu Glu 
565 570 575 

Tyr Ser Thr His His Gly Arg Leu Ala Gly Asn Tyr Pro Gin Ala Phe 
580 585 590 

Ser His lie Gly Leu lie Ser Ala Ala Arg Ala lie Asn Phe Glu Glu 
595 600 605 



Ala Arg Asn Arg 
610 



<210> 383 
<211> 658 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (658) 

<223> RXA01888 

<400> 383 

agtagatact agataccacc cattgatgcc gtcaaggggt ttcctgtaaa gatgtaagag 60 

attaagaaaa gaggtagata tggcgtcaaa gcgaccgaca atg get gat gtg gca 115 

Met Ala Asp Val Ala 
1 5 

aaa get get gga gta tec act gcg ctg gtc tec ate gtg ttt cgc gat 163 
Lys Ala Ala Gly Val Ser Thr Ala Leu Val Ser lie Val Phe Arg Asp 
10 15 20 



gec ccc gga gca agt gaa tec acc cgc aac cat gtg aaa gaa aaa gec 211 
Ala Pro Gly Ala Ser Glu Ser Thr Arg Asn His Val Lys Glu Lys Ala 
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25 30 35 

gcc gaa etc gga tac att cct gat cga cga gec caa aaa ctt cgc caa 
Ala Glu Leu Gly Tyr He Pro Asp Arg Arg Ala Gin Lys Leu Arg Gin 
40 45 50 

aac cgc tec gga etc ate ggt gtg gca ttc gaa atg cac caa gca ttc 
Asn Arg Ser Gly Leu He Gly Val Ala Phe Glu Met His Gin Ala Phe 
55 60 65 

cac ggc gat ate gtc gaa cac etc tat ccc acc gcc cga aaa cat ggc 
His Gly Asp He Val Glu His Leu Tyr Pro Thr Ala Arg Lys His Gly 
70 75 80 85 

ttc gac ctg tac ctt age gcg ate aca ccg act cgc act gaa aaa gat 403 
Phe Asp Leu Tyr Leu Ser Ala He Thr Pro Thr Arg Thr Glu Lys Asp 
90 95 100 



gcc gtc aac gcc ctg ate agg gaa cga tgc gaa gca gta att ctt eta 
Ala Val Asn Ala Leu He Arg Glu Arg Cys Glu Ala Val He Leu Leu 
105 HO H5 

gga tct cgc atg tea cct agt gat ttg gaa aca ate gca cag caa ctt 
Glv Ser Arg Met Ser Pro Ser Asp Leu Glu Thr He Ala Gin Gin Leu 
120 125 130 

ccc gtc caa gta att gcc cgc ggt tec gga acc ccc aaa gtc agt tec 
Pro Val Gin Val He Ala Arg Gly Ser Gly Thr Pro Lys Val Ser Ser 
135 140 145 

gtc cat gtc gac gac gca gtt ggc gcc caa tta gcc etc aac cac etc 
Val His Val Asp Asp Ala Val Gly Ala Gin Leu Ala Leu Asn His Leu 
150 155 160 165 

ate gaa tta ggc cac gaa cac ate ate tac ate gat ggt ggc gac gcc 
He Glu Leu Gly His Glu His He He Tyr He Asp Gly Gly Asp Ala 
170 175 180 

cct ggc acc cag gaa 
Pro Gly Thr Gin Glu 
185 



<210> 384 
<211> 186 
<212> PRT 

<213> Corynebacterium glutamicum 



259 



307 



355 



451 



499 



547 



595 



643 



65£ 



<400> 384 

Met Ala Asp Val Ala Lys Ala Ala 

1 5 

He Val Phe Arg Asp Ala Pro Gly 
20 

Val Lys Glu Lys Ala Ala Glu Leu 
35 40 

Gin Lys Leu Arg Gin Asn Arg Ser 
50 55 



Gly Val Ser Thr Ala Leu Val Ser 
10 15 

Ala Ser Glu Ser Thr Arg Asn His 
25 30 

Gly Tyr He Pro Asp Arg Arg Ala 
45 

Gly Leu He Gly Val Ala Phe Glu 
60 
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Met His Gin Ala 
65 

Ala Arg Lys His 



Arg Thr Glu Lys 
100 



Ala Val He Leu 
115 

He Ala Gin Gin 
130 

Pro Lys Val Ser 
145 

Ala Leu Asn His 



Asp Gly Gly Asp 
180 



Phe His Gly Asp 
70 

Gly Phe Asp Leu 
85 

Asp Ala Val Asn 



Leu Gly Ser Arg 
120 

Leu Pro Val Gin 
135 

Ser Val His Val 
150 

Leu He Glu Leu 
165 

Ala Pro Gly Thr 



He Val Glu His 
75 

Tyr Leu Ser Ala 
90 

Ala Leu He Arg 
105 

Met Ser Pro Ser 



Val He Ala Arg 
140 



Asp Asp Ala Val 
155 

Gly His Glu His 
170 

Gin Glu 
185 



Leu Tyr Pro Thr 
80 



He Thr Pro Thr 
95 

Glu Arg Cys Glu 
110 

Asp Leu Glu Thr 
125 

Gly Ser Gly Thr 



Gly Ala Gin Leu 
160 



He He Tyr He 
175 



<210> 385 
<211> 1503 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1480) 
<223> RXN01927 



IZTJII^ "ctttt^ taattcgcgc g = 9 =«atcc atgtgattg, =ca=aat,gt ™ 
gatgaaattt tgg.taoocc aacggaagag gatttttaag atg got ttg gtt ctt 11 



s ;s s ss i ss s: ss s ss s £ s ss s k 

K S SS K !S IS S £ SS S S £ K i E S 

25 JU 

2 III £1 K S S K S S S S S S - K S 
H S S S E S K K E & - S - - - s 

55 60 
« g,= .t, ,t, gc, ttg gat gaa aac gat gaa ate gtt cg= cc, J=J 

His Gly Met Val Ala Leu Asp Glu Asn Asp Glu ^ 



163 



211 



259 



307 



355 



70 75 
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ttg tta tgg aat gac act cgt tct gcc cag get gcg ttg gat etc aat 
Leu Leu Trp Asn Asp Thr Arg Ser Ala Gin Ala Ala Leu Asp Leu Asn 
90 95 100 



403 



gag gag ate ggc ggc gat cag get gcg gta gat gcc acg gga agt gtg 451 
Glu Glu lie Gly Gly Asp Gin Ala Ala Val Asp Ala Thr Gly Ser Val 
105 110 115 

tat gtt get tct tta act gcc acc aaa atg egg tgg atg cgt gat cat 4 99 
Tyr Val Ala Ser Leu Thr Ala Thr Lys Met Arg Trp Met Arg Asp His 
120 125 130 

gaa cca gaa aat gca gcg cgc acg gcg teg gtg atg ttg cct cat gat 547 
Glu Pro Glu Asn Ala Ala Arg Thr Ala Ser Val Met Leu Pro His Asp 
135 140 145 

ttc etc acc tgg cat ttg atg gga cgc gga cgc aaa gtc acc gac cat 595 
Phe Leu Thr Trp His Leu Met Gly Arg Gly Arg Lys Val Thr Asp His 
150 155 160 165 

ggt gat get tct gga acg ggc tac tac age acg cgt gat cgt gcg tgg 643 
Gly Asp Ala Ser Gly Thr Gly Tyr Tyr Ser Thr Arg Asp Arg Ala Trp 
170 175 180 

cgc acc gat eta get gcc ttg gcg ctg ggc cat gag gtg gaa ctt cct 691 
Arg Thr Asp Leu Ala Ala Leu Ala Leu Gly His Glu Val Glu Leu Pro 
185 190 195 

gaa etc ctg gcc cca aat gcg att gcg gga aca act cca ggt gga gtg 739 
Glu Leu Leu Ala Pro Asn Ala lie Ala Gly Thr Thr Pro Gly Gly Val 
200 205 210 

aaa gtt get gca ggc acg gga gat aat get gcg get gcg ctt ggc ctt 787 
Lys Val Ala Ala Gly Thr Gly Asp Asn Ala Ala Ala Ala Leu Gly Leu 
215 220 225 

gat ttg cag cct ggt gat gtc age gtg teg ate ggc acc tct ggc gtt 
Asp Leu Gin Pro Gly Asp Val Ser Val Ser lie Gly Thr Ser Gly Val 
230 235 240 245 

gcc ggc atg acc gtt caa cat age gtc cac gat cca tct ggt ttg gtc 
Ala Gly Met Thr Val Gin His Ser Val His Asp Pro Ser Gly Leu Val 
250 255 260 

act ggt ttc gcc gat gcc acg ggt gcg tat ttc ccg ctg gcc tgc acg 
Thr Gly Phe Ala Asp Ala Thr Gly Ala Tyr Phe Pro Leu Ala Cys Thr 
265 270 275 

ctt aat ggc gca ccg gtg ttg gaa ttc ggc cgc cgc att ctg ggc gtg 
Leu Asn Gly Ala Pro Val Leu Glu Phe Gly Arg Arg lie Leu Gly Val 
280 285 290 

gaa tgg gaa gag ttc gat gcg ctt gca ctg get get caa ccc ggt tea 
Glu Trp Glu Glu Phe Asp Ala Leu Ala Leu Ala Ala Gin Pro Gly Ser 
295 300 305 

ggt ggc gtg acg etc cag cct tat ttg gag ggc gag cgt acg ccg aat 1075 
Gly Gly Val Thr Leu Gin Pro Tyr Leu Glu Gly Glu Arg Thr Pro Asn 
310 315 320 325 



835 



883 



931 



979 



1027 
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cgt ccc gca gca cgt ggc gtt ttg get gga eta aac tgt gca acg acc 1123 
Arg Pro Ala Ala Arg Gly Val Leu Ala Gly Leu Asn Cys Ala Thr Thr 
330 335 340 

cgc gag gac ttt gec cga gca act gtt gaa ggc ttg ttg ttg gca ttg 1171 
Arg Glu Asp Phe Ala Arg Ala Thr Val Glu Gly Leu Leu Leu Ala Leu 
345 350 355 

gat gat get gta acg gcg ctg gtt gag gee acg gga gtg ccc gtt cag 1219 
Asp Asp Ala Val Thr Ala Leu Val Glu Ala Thr Gly Val Pro Val Gin 
360 365 370 

cgc ate cag etc ate ggt ggc ggc gcg cgt tea cag gcg gtt cgt gag 1267 
Arg lie Gin Leu lie Gly Gly Gly Ala Arg Ser Gin Ala Val Arg Glu 
375 380 385 

att gec cct gag att ttc ggc cat gag att gtg gtt cca gaa ccc get 1315 
He Ala Pro Glu He Phe Gly His Glu He Val Val Pro Glu Pro Ala 
390 395 400 405 

gaa tat gtg gcg ttg ggt gca get cgt cag gcg gca tgg gcg ctg teg 1363 
Glu Tyr Val Ala Leu Gly Ala Ala Arg Gin Ala Ala Trp Ala Leu Ser 
410 415 420 

ggt gag gec acg cca ccg cag tgg cca act ccc ggt tec gat ccg cac 1411 
Gly Glu Ala Thr Pro Pro Gin Trp Pro Thr Pro Gly Ser Asp Pro His 
425 430 435 



cgc gca cct aaa aac act gag ctg age acg cgt tat gcg aag ctg cgt 
Arg Ala Pro Lys Asn Thr Glu Leu Ser Thr Arg Tyr Ala Lys Leu Arg 
440 445 450 



1459 



get gca acg cag ggt tgg tac tagagctcga tattgtcgat caa 1503 
Ala Ala Thr Gin Gly Trp Tyr 
455 460 



<210> 386 
<211> 460 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 386 

Met Ala Leu Val Leu Gly He Asp Ser Ser Thr Gin Ser Cys Lys Ala 
15 10 15 

Leu Leu Val Asp Ala Ala Thr Gly Gin Val He Asp Glu Gly Arg Ala 
20 25 30 

Ser His Pro Ser Gly Ser Glu Val Asp Pro Arg Ala Trp He Ala Ala 
35 40 45 

Leu Asp Gin Ala Thr Glu Gly Leu Leu Glu Arg Ala Asp Ala Val Ser 
50 55 60 

He Ala Gly Gin Gin His Gly Met Val Ala Leu Asp Glu Asn Asp Glu 
65 70 75 80 



He Val Arg Pro Ala Leu Leu Trp Asn Asp Thr Arg Ser Ala Gin Ala 
85 90 95 
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Ala Leu Asp Leu 
100 

Ala Thr Gly Ser 
115 

Trp Met Arg Asp 
130 

Met Leu Pro His 
145 

Lys Val Thr Asp 



Arg Asp Arg Ala 
180 

Glu Val Glu Leu 
195 

Thr Pro Gly Gly 
210 

Ala Ala Leu Gly 
225 

Gly Thr Ser Gly 



Pro Ser Gly Leu 
260 

Pro Leu Ala Cys 
275 

Arg lie Leu Gly 
290 

Ala Gin Pro Gly 
305 

Glu Arg Thr Pro 



Asn Cys Ala Thr 
340 

Leu Leu Leu Ala 
355 

Gly Val Pro Val 
370 

Gin Ala Val Arg 
385 

Val Pro Glu Pro 



Ala Trp Ala Leu 



Asn Glu Glu lie 



Val Tyr Val Ala 
120 

His Glu Pro Glu 
135 

Asp Phe Leu Thr 
150 

His Gly Asp Ala 
165 

Trp Arg Thr Asp 



Pro Glu Leu Leu 
200 

Val Lys Val Ala 
215 

Leu Asp Leu Gin 
230 

Val Ala Gly Met 
245 

Val Thr Gly Phe 



Thr Leu Asn Gly 
280 

Val Glu Trp Glu 
295 

Ser Gly Gly Val 
310 

Asn Arg Pro Ala 
325 

Thr Arg Glu Asp 



Leu Asp Asp Ala 
360 

Gin Arg He Gin 
375 

Glu He Ala Pro 
390 

Ala Glu Tyr Val 
405 

Ser Gly Glu Ala 



Gly Gly Asp Gin 
105 

Ser Leu Thr Ala 



Asn Ala Ala Arg 
140 

Trp His Leu Met 
155 

Ser Gly Thr Gly 
170 

Leu Ala Ala Leu 
185 

Ala Pro Asn Ala 



Ala Gly Thr Gly 
220 

Pro Gly Asp Val 

235 

Thr Val Gin His 
250 

Ala Asp Ala Thr 
265 

Ala Pro Val Leu 



Glu Phe Asp Ala 
300 

Thr Leu Gin Pro 
315 

Ala Arg Gly Val 
330 

Phe Ala Arg Ala 
345 

Val Thr Ala Leu 



Leu He Gly Gly 
380 

Glu He Phe Gly 
395 

Ala Leu Gly Ala 
410 

Thr Pro Pro Gin 



Ala Ala Val Asp 
110 

Thr Lys Met Arg 
125 

Thr Ala Ser Val 



Gly Arg Gly Arg 
160 

Tyr Tyr Ser Thr 
175 

Ala Leu Gly His 
190 

He Ala Gly Thr 
205 

Asp Asn Ala Ala 



Ser Val Ser He 
240 

Ser Val His Asp 
255 

Gly Ala Tyr Phe 
270 

Glu Phe Gly Arg 
285 

Leu Ala Leu Ala 



Tyr Leu Glu Gly 
320 

Leu Ala Gly Leu 
335 

Thr Val Glu Gly 
350 

Val Glu Ala Thr 
365 

Gly Ala Arg Ser 



His Glu He Val 
400 

Ala Arg Gin Ala 
415 

Trp Pro Thr Pro 
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420 



425 



430 



Gly Ser Asp Pro His Arg Ala Pro Lys Asn Thr Glu Leu Ser Thr Arg 
435 440 445 



Tyr Ala Lys Leu Arg Ala Ala Thr Gin Gly Trp Tyr 
450 455 460 



<210> 387 
<211> 1139 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (1) . . (1116) 

<223> FRXA0192 7 

<400> 387 

aat gac act cgt tct gcc cag get gcg ttg gat etc aat gag gag ate 

Asn Asp Thr Arg Ser Ala Gin Ala Ala Leu Asp Leu Asn Glu Glu lie 

15 10 15 

ggc ggc gat cag get gcg gta gat gcc acg gga agt gtg tat gtt get 
Gly Gly Asp Gin Ala Ala Val Asp Ala Thr Gly Ser Val Tyr Val Ala 
20 25 30 

tct tta act gcc acc aaa atg egg tgg atg cgt gat cat gaa cca gaa 
Ser Leu Thr Ala Thr Lys Met Arg Trp Met Arg Asp His Glu Pro Glu 
35 40 45 

aat gca gcg cgc acg gcg teg gtg atg ttg cct cat gat ttc etc acc 
Asn Ala Ala Arg Thr Ala Ser Val Met Leu Pro His Asp Phe Leu Thr 
50 55 60 

tgg cat ttg atg gga cgc gga cgc aaa gtc acc gac cat ggt gat get 
Trp His Leu Met Gly Arg Gly Arg Lys Val Thr Asp His Gly Asp Ala 
65 70 75 80 

tct gga acg ggc tac tac age acg cgt gat cgt gcg tgg cgc acc gat 
Ser Gly Thr Gly Tyr Tyr Ser Thr Arg Asp Arg Ala Trp Arg Thr Asp 
85 90 95 

eta get gcc ttg gcg ctg ggc cat gag gtg gaa ctt cct gaa etc ctg 
Leu Ala Ala Leu Ala Leu Gly His Glu Val Glu Leu Pro Glu Leu Leu 
100 105 HO 



gca ggc acg gga gat aat get gcg get gcg ctt ggc ctt gat ttg cag 
Ala Gly Thr Gly Asp Asn Ala Ala Ala Ala Leu Gly Leu Asp Leu Gin 
130 135 140 



48 



96 



144 



192 



240 



288 



336 



gcc cca aat gcg att gcg gga aca act cca ggt gga gtg aaa gtt get 384 
Ala Pro Asn Ala lie Ala Gly Thr Thr Pro Gly Gly Val Lys Val Ala 
115 120 125 



432 



cct ggt gat gtc age gtg teg ate ggc acc tct ggc gtt gcc ggc atg 480 
Pro Gly Asp Val Ser Val Ser lie Gly Thr Ser Gly Val Ala Gly Met 
145 150 155 160 



acc gtt caa cat age gtc cac gat cca tct ggt ttg gtc act ggt ttc 



528 
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672 



720 



768 



Thr Val Gin His Ser Val His Asp Pro Ser Gly Leu Val Thr Gly Phe 
165 170 175 

gcc gat gcc acg ggt gcg tat ttc ccg ctg gcc tgc acg ctt aat ggc 576 
Ala Asp Ala Thr Gly Ala Tyr Phe Pro Leu Ala Cys Thr Leu Asn Gly 
180 185 190 

gca ccg gtg ttg gaa ttc ggc cgc cgc att ctg ggc gtg gaa tgg gaa 624 
Ala Pro Val Leu Glu Phe Gly Arg Arg lie Leu Gly Val Glu Trp Glu 
195 200 205 

gag ttc gat gcg ctt gca ctg get get caa ccc ggt tea ggt ggc gtg 
Glu Phe Asp Ala Leu Ala Leu Ala Ala Gin Pro Gly Ser Gly Gly Val 
210 215 220 

acg etc cag cct tat ttg gag ggc gag cgt acg ccg aat cgt ccc gca 
Thr Leu Gin Pro Tyr Leu Glu Gly Glu Arg Thr Pro Asn Arg Pro Ala 
225 230 235 240 

gca cgt ggc gtt ttg get gga eta aac tgt gca acg ace cgc gag gac 
Ala Arg Gly Val Leu Ala Gly Leu Asn Cys Ala Thr Thr Arg Glu Asp 
245 250 255 

ttt gcc cga gca act gtt gaa ggc ttg ttg ttg gca ttg gat gat get 816 
Phe Ala Arg Ala Thr Val Glu Gly Leu Leu Leu Ala Leu Asp Asp Ala 
260 265 270 

gta acg gcg ctg gtt gag gcc acg gga gtg ccc gtt cag cgc ate cag 864 
Val Thr Ala Leu Val Glu Ala Thr Gly Val Pro Val Gin Arg lie Gin 
275 280 285 

etc ate ggt ggc ggc gcg cgt tea cag gcg gtt cgt gag att gcc cct 
Leu lie Gly Gly Gly Ala Arg Ser Gin Ala Val Arg Glu lie Ala Pro 
290 295 300 

gag att ttc ggc cat gag att gtg gtt cca gaa ccc get gaa tat gtg 
Glu lie Phe Gly His Glu lie Val Val Pro Glu Pro Ala Glu Tyr Val 
305 310 315 320 

gcg ttg ggt gca get cgt cag gcg gca tgg gcg ctg teg ggt gag gcc 
Ala Leu Gly Ala Ala Arg Gin Ala Ala Trp Ala Leu Ser Gly Glu Ala 
325 330 335 

acg cca ccg cag tgg cca act ccc ggt tec gat ccg cac cgc gca cct 
Thr Pro Pro Gin Trp Pro Thr Pro Gly Ser Asp Pro His Arg Ala Pro 
340 345 350 

aaa aac act gag ctg age acg cgt tat gcg aag ctg cgt get gca acg 
Lys Asn Thr Glu Leu Ser Thr Arg Tyr Ala Lys Leu Arg Ala Ala Thr 
355 360 365 

cag ggt tgg tac tagagctcga tattgtcgat caa 1139 
Gin Gly Trp Tyr 
370 



912 



960 



1008 



1056 



1104 



<210> 388 
<211> 372 
<212> PRT 

<213> Corynebacterium glutamicum 
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<400> 388 

Asn Asp Thr Arg Ser Ala Gin Ala Ala Leu Asp Leu Asn Glu Glu lie 
15 10 15 

Gly Gly Asp Gin Ala Ala Val Asp Ala Thr Gly Ser Val Tyr Val Ala 
20 25 30 

Ser Leu Thr Ala Thr Lys Met Arg Trp Met Arg Asp His Glu Pro Glu 
35 40 45 

Asn Ala Ala Arg Thr Ala Ser Val Met Leu Pro His Asp Phe Leu Thr 
50 55 60 

Trp His Leu Met Gly Arg Gly Arg Lys Val Thr Asp His Gly Asp Ala 
65 70 75 80 

Ser Gly Thr Gly Tyr Tyr Ser Thr Arg Asp Arg Ala Trp Arg Thr Asp 
85 90 95 

Leu Ala Ala Leu Ala Leu Gly His Glu Val Glu Leu Pro Glu Leu Leu 
100 105 110 

Ala Pro Asn Ala lie Ala Gly Thr Thr Pro Gly Gly Val Lys Val Ala 
115 120 125 

Ala Gly Thr Gly Asp Asn Ala Ala Ala Ala Leu Gly Leu Asp Leu Gin 
130 135 140 

Pro Gly Asp Val Ser Val Ser lie Gly Thr Ser Gly Val Ala Gly Met 
145 150 155 160 

Thr Val Gin His Ser Val His Asp Pro Ser Gly Leu Val Thr Gly Phe 
165 170 175 

Ala Asp Ala Thr Gly Ala Tyr Phe Pro Leu Ala Cys Thr Leu Asn Gly 
180 185 190 

Ala Pro Val Leu Glu Phe Gly Arg Arg lie Leu Gly Val Glu Trp Glu 
195 200 205 

Glu Phe Asp Ala Leu Ala Leu Ala Ala Gin Pro Gly Ser Gly Gly Val 
210 215 220 

Thr Leu Gin Pro Tyr Leu Glu Gly Glu Arg Thr Pro Asn Arg Pro Ala 
225 230 235 240 

Ala Arg Gly Val Leu Ala Gly Leu Asn Cys Ala Thr Thr Arg Glu Asp 
245 250 255 

Phe Ala Arg Ala Thr Val Glu Gly Leu Leu Leu Ala Leu Asp Asp Ala 
260 265 270 

Val Thr Ala Leu Val Glu Ala Thr Gly Val Pro Val Gin Arg lie Gin 
275 280 285 

Leu lie Gly Gly Gly Ala Arg Ser Gin Ala Val Arg Glu lie Ala Pro 
290 295 300 

Glu lie Phe Gly His Glu lie Val Val Pro Glu Pro Ala Glu Tyr Val 
305 310 315 320 
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Ala Leu Gly Ala 



Thr Pro Pro Gin 
340 

Lys Asn Thr Glu 
355 



Ala Arg Gin Ala 
325 

Trp Pro Thr Pro 



Leu Ser Thr Arg 
360 



Ala Trp Ala Leu 
330 

Gly Ser Asp Pro 
345 

Tyr Ala Lys Leu 



Ser Gly Glu Ala 
335 

His Arg Ala Pro 

350 

Arg Ala Ala Thr 

365 



Gin Gly Trp Tyr 
370 



<210> 389 
<211> 844 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (844) 

<223> RXA02729 



<400> 389 

gaattaattg caggcacggt acctagcgtg acgaaaacta cgatccccac tgcccttatt 60 

catcgtgaat caatcatcaa ctccacttta aggaagaagg atg gac tec cca atg 11 

Met Asp Ser Pro Met 
1 5 



agt aac tea acc ggt acc gac att gtc gtt gtc gga tec ate aat gec 
Ser Asn Ser Thr Gly Thr Asp He Val Val Val Gly Ser He Asn Ala 
10 15 20 



163 



gat etc acc gca aaa gtt caa cgc cac cct gaa cct gga gaa acc etc 211 
Asp Leu Thr Ala Lys Val Gin Arg His Pro Glu Pro Gly Glu Thr Leu 
25 30 35 

ctg ggt age ggc ggc aca gtg agt get ggt ggc aaa ggc gee aac caa 259 
Leu Gly Ser Gly Gly Thr Val Ser Ala Gly Gly Lys Gly Ala Asn Gin 
40 45 50 

get gtg gcg gca gcg caa tta ggt gec aaa gtc acc atg ate ggt gcg 307 
Ala Val Ala Ala Ala Gin Leu Gly Ala Lys Val Thr Met He Gly Ala 
55 60 65 

gtc gga acc gat caa atg get ggc gag gcg ctg aca cat ttg cgt caa 355 
Val Gly Thr Asp Gin Met Ala Gly Glu Ala Leu Thr His Leu Arg Gin 
70 75 80 85 



tea gga gca gat atg tec gcg att gec act gtg gac ggt ccc act ggt 

Ser Gly Ala Asp Met Ser Ala He Ala Thr Val Asp Gly Pro Thr Gly 
90 95 100 

ctt gec ate ate act gtg tct gac gat ggg gaa aac acc ate ate gtt 

Leu Ala He He Thr Val Ser Asp Asp Gly Glu Asn Thr He He Val 
105 HO 115 

ate cct ggc get aac get tct gtc acc gcg gaa ttt gtt gat aaa cac 

He Pro Gly Ala Asn Ala Ser Val Thr Ala Glu Phe Val Asp Lys His 
120 125 130 



403 



451 



499 
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tec caa etc att gag aac gec ggc att gtg ttg ctt cag ggt gag ate 
Ser Gin Leu He Glu Asn Ala Gly He Val Leu Leu Gin Gly Glu He 



135 



140 145 



cct gec gat ggt ttc gag cgt gee gtt gat ctt tea caa gga cgt gtg 
Pro Ala Asp Gly Phe Glu Arg Ala Val Asp Leu Ser Gin Gly Arg Val 
150 155 160 165 

gtg ate aat ctg get cca gtt gtg ccc gtg gga cat gat cag ctg cgt 
Val lie Asn Leu Ala Pro Val Val Pro Val Gly His Asp Gin Leu Arg 



170 



175 180 



cat gec gat cca ttg ctg gtc aac gaa cac gaa ggc get ctg gtg ctg 
Arg Ala Asp Pro Leu Leu Val Asn Glu His Glu Gly Ala Leu Val Leu 

190 195 



185 



gac atg ctt gga act cca gcg acc acg tct gat ccc caa agt ttg gtc 
Asp Met Leu Gly Thr Pro Ala Thr Thr Ser Asp Pro Gin Ser Leu Val 
200 205 210 

act gaa ttg ctg gag cag ggt ttt act tec gtg gtg atg aca ctt ggt 
Thr Glu Leu Leu Glu Gin Gly Phe Thr Ser Val Val Met Thr Leu Gly 
215 220 225 

gee gaa ggt get ctg gtt ggc acg ccg ggc caa etc acg gca att cct 
Ala Glu Gly Ala Leu Val Gly Thr Pro Gly Gin Leu Thr Ala He Pro 
230 235 240 245 

acc cca aag 
Thr Pro Lys 



547 



595 



643 



691 



739 



787 



835 



844 



<210> 390 
<211> 248 
<212> PRT 

<213> Corynebacterium glutamicum 

<400> 390 ^ n t7 w 

Met Asp Ser Pro Met Ser Asn Ser Thr Gly Thr Asp He Val Val Val 
15 10 15 

Gly Ser He Asn Ala Asp Leu Thr Ala Lys Val Gin Arg His Pro Glu 
20 25 30 

Pro Gly Glu Thr Leu Leu Gly Ser Gly Gly Thr Val Ser Ala Gly Gly 
35 40 45 

Lys Gly Ala Asn Gin Ala Val Ala Ala Ala Gin Leu Gly Ala Lys Val 
50 55 60 

Thr Met He Gly Ala Val Gly Thr Asp Gin Met Ala Gly Glu Ala Leu 
65 70 75 80 

Thr His Leu Arg Gin Ser Gly Ala Asp Met Ser Ala He Ala Thr Val 
85 90 95 

Asp Gly Pro Thr Gly Leu Ala He He Thr Val Ser Asp Asp Gly Glu 
100 105 HO 
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^ ti Tie Val He Pro Gly Ala Asa Ala Ser Val Thr Ala Glu 
Asn Thr He He Val ue u j 125 

115 iZU 
Phe Val A» P Lys His Ser Gin Leu He 81« Asn »i. Gly He Val Leu 

Leu Z Gly Glu II. P« «P ^ At9 M " ^ "u 

150 iJJ 

".r =m Gly «, val Val He Asn Leu Ala Pro Val Val Pro Val Gly 

165 i/u 
His Asp Gin Leu Aro Arg Ala Asp Pro Leu Leu val Asn Glu His Glu 

Gly Ala Leu «1 Leu Asp Met Leu Gly Thr Pro Al, Thr Thr Ser Asp 



195 200 



Ln ser Leu val Thr Glu Leu Leu Glu Gin Gly Ph. Thr Ser val 



Pro Gin Ser Leu vai im — 220 

210 215 



a net Thr Leu Gly Ma Glu Gly Ala Leu Val Gly Thr Pro Gly Gin 



Val Met Tnr jueu — — ^ 

225 230 " 

Leu Thr Ala lie Pro Thr Pro Lys 
245 



<210> 391 
<211> 1026 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1003) 
<223> RXA02797 



S«t .aa.ccataa taaccacctt ctacaaa.at c g ac g ta g aa t gg aataacc 60 
ccttatgaaa ac g ttt g cat aactccgcta a gg at g ttcc atg aat aat cga att 



1 5 



Val fa! fal S SS S Asn K £ S £ E ^ ^ K S 

10 iD 

=,c cc. ,ca cct w= ,aa ac. etc, tt, £= jgt «« «. »« £ 

His Pro Ala Pro Gly Glu Thr Leu Leu Gly Ser Gly y ^ 

25 

E S K E S S E £ K £ E E E S E S 
S K «S E K E E E « E S £ S S E E 



163 



211 



259 



307 



55 60 
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cca gcc tta gaa ttc ctt cgt teg tea ggc gtc gac ctt acg gca gta 355 
Pro Ala Leu Glu Phe Leu Arg Ser Ser Gly Val Asp Leu Thr Ala Val 
70 75 80 85 

tec gaa gta gat gac acc acc ggg ctt gca gtt ate acc gtt gcc aaa 403 
Ser Glu Val Asp Asp Thr Thr Gly Leu Ala Val lie Thr Val Ala Lys 
90 95 100 

gac ggc gag aac aat ate gtt gtc ate ccc ggc gcg aat tec ctg gtc 4 51 
Asp Gly Glu Asn Asn lie Val Val lie Pro Gly Ala Asn Ser Leu Val 
105 110 115 

aat tgt gat tat gta age age caa tec get ctt tta get gaa get gga 499 
Asn Cys Asp Tyr Val Ser Ser Gin Ser Ala Leu Leu Ala Glu Ala Gly 
120 125 130 

ate ctg ttg ctg caa ggt gag ate cct gcg gat ggc ttc aaa gag gcc 547 
lie Leu Leu Leu Gin Gly Glu lie Pro Ala Asp Gly Phe Lys Glu Ala 
135 140 145 

att cac cac acc atg ggt cgc gtc gtg gtg aat eta gcg ccc gtc ate 595 
lie His His Thr Met Gly Arg Val Val Val Asn Leu Ala Pro Val lie 
150 155 160 165 

gag gta gag aag tec gcg tta ctt gag get gat ccg ate ate gcc aat 643 
Glu Val Glu Lys Ser Ala Leu Leu Glu Ala Asp Pro lie lie Ala Asn 
170 175 180 

gag cac gag gcc ggc ctg att ctg gat caa ttc ggg gca ggc ate gat 691 
Glu His Glu Ala Gly Leu lie Leu Asp Gin Phe Gly Ala Gly lie Asp 
185 190 195 

tec atg gat ccc cac gag etc gcg caa get etc etc gac gcc ggt ttc 739 
Ser Met Asp Pro His Glu Leu Ala Gin Ala Leu Leu Asp Ala Gly Phe 
200 205 210 

gcc tct gtt gtt tta acg ctt gga tec gca ggc gcg ttg gtc gcc gat 787 
Ala Ser Val Val Leu Thr Leu Gly Ser Ala Gly Ala Leu Val Ala Asp 
215 220 225 

gcc acc ggt ate acg gac ate gcc aca cca acg gtg cag gca gtt gac 835 
Ala Thr Gly lie Thr Asp lie Ala Thr Pro Thr Val Gin Ala Val Asp 
230 235 240 245 

acc acg gga gcc ggt gac get ttt gcc gga gcc ttc tgc gca cga eta 883 
Thr Thr Gly Ala Gly Asp Ala Phe Ala Gly Ala Phe Cys Ala Arg Leu 
250 255 260 

att aaa ggc gat teg ctt ate gac gcc gcc acc cac gca gca cgc gtc 931 
lie Lys Gly Asp Ser Leu lie Asp Ala Ala Thr His Ala Ala Arg Val 
265 270 275 

ggc get tac teg gtg caa acc gcc gga gcg caa gcg tec tat ccg gac 979 
Gly Ala Tyr Ser Val Gin Thr Ala Gly Ala Gin Ala Ser Tyr Pro Asp 
280 285 290 

gcg age gtt tea ctt ccc tct gtt taaaaaaact atttaagaag agg 1026 
Ala Ser Val Ser Leu Pro Ser Val 
295 300 
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<210> 392 
<211> 301 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 392 

Met Asn Asn Arg He Val Val Val Gly Ser He Asn Ala Asp Leu Asn 
15 10 15 

Val Leu Val Asp Arg His Pro Ala Pro Gly Glu Thr Leu Leu Gly Ser 
20 25 30 

Gly Gly His He Thr Ala Gly Gly Lys Gly Ala Asn Gin Ala Val Ala 
35 40 45 

Ala Ala Leu Gin Gly Ala Asp Val Ala Phe Val Gly Ala Val Gly Lys 
50 55 60 

Asp Pro Tyr Ala Ala Pro Ala Leu Glu Phe Leu Arg Ser Ser Gly Val 
65 70 75 80 

Asp Leu Thr Ala Val Ser Glu Val Asp Asp Thr Thr Gly Leu Ala Val 
85 90 95 

He Thr Val Ala Lys Asp Gly Glu Asn Asn He Val Val He Pro Gly 
100 105 HO 

Ala Asn Ser Leu Val Asn Cys Asp Tyr Val Ser Ser Gin Ser Ala Leu 
115 120 125 

Leu Ala Glu Ala Gly He Leu Leu Leu Gin Gly Glu He Pro Ala Asp 
130 135 140 

Gly Phe Lys Glu Ala He His His Thr Met Gly Arg Val Val Val Asn 
145 150 155 160 

Leu Ala Pro Val He Glu Val Glu Lys Ser Ala Leu Leu Glu Ala Asp 
165 170 175 

Pro He He Ala Asn Glu His Glu Ala Gly Leu He Leu Asp Gin Phe 
180 185 190 

Gly Ala Gly He Asp Ser Met Asp Pro His Glu Leu Ala Gin Ala Leu 
195 200 205 

Leu Asp Ala Gly Phe Ala Ser Val Val Leu Thr Leu Gly Ser Ala Gly 
210 215 220 

Ala Leu Val Ala Asp Ala Thr Gly He Thr Asp He Ala Thr Pro Thr 
225 230 235 240 

Val Gin Ala Val Asp Thr Thr Gly Ala Gly Asp Ala Phe Ala Gly Ala 
245 250 255 

Phe Cys Ala Arg Leu He Lys Gly Asp Ser Leu He Asp Ala Ala Thr 
260 265 270 

His Ala Ala Arg Val Gly Ala Tyr Ser Val Gin Thr Ala Gly Ala Gin 
275 280 285 

Ala Ser Tyr Pro Asp Ala Ser Val Ser Leu Pro Ser Val 
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290 295 300 



<210> 393 
<211> 1161 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1138) 
<223> RXA02730 

<400> 393 

ccaacatcgc cttgcacgta ataggttaaa acacaagtga atgtaatcgt ttgcagcaat 60 

cgattacata aaggtagata atgagataaa gcgaggcgct atg gcg acg gaa aaa 115 

Met Ala Thr Glu Lys 
1 5 

ttc cga ccg act ctt aaa gat gtc get cgt caa gca ggt gtc tec ate 163 
Phe Arg Pro Thr Leu Lys Asp Val Ala Arg Gin Ala Gly Val Ser lie 
10 15 20 

gec aca gca tea cga gca eta gcg gat aat ccg gcg gtt get gca teg 211 
Ala Thr Ala Ser Arg Ala Leu Ala Asp Asn Pro Ala Val Ala Ala Ser 
25 30 35 

act cgt gaa aga ate caa caa tta gee tct gat ctg ggt tac egg gee 259 
Thr Arg Glu Arg lie Gin Gin Leu Ala Ser Asp Leu Gly Tyr Arg Ala 
40 45 50 

aat get caa get cgt gcg ctt cgc agt tct cgc age aac acc att ggt 307 
Asn Ala Gin Ala Arg Ala Leu Arg Ser Ser Arg Ser Asn Thr lie Gly 
55 60 65 

gtg att gtt ccc agt ttg att aac cat tac ttc gee gca atg gtt act 355 
Val lie Val Pro Ser Leu lie Asn His Tyr Phe Ala Ala Met Val Thr 
70 75 80 85 

gaa att caa age acc gec age aaa get gga ctt gec acg att ate acc 403 
Glu lie Gin Ser Thr Ala Ser Lys Ala Gly Leu Ala Thr He He Thr 
90 95 100 

aac age aat gaa gat gcg acc act atg tct ggg tct ttg gag ttt etc 451 
Asn Ser Asn Glu Asp Ala Thr Thr Met Ser Gly Ser Leu Glu Phe Leu 
105 110 115 

acc teg cat ggt gtc gat gga ate ate tgc gta cct aat gag gaa tgc 499 
Thr Ser His Gly Val Asp Gly He He Cys Val Pro Asn Glu Glu Cys 
120 125 130 

gcg aat caa eta gag gac ttg cag aag caa gga atg cca gtg gtg ttg 547 
Ala Asn Gin Leu Glu Asp Leu Gin Lys Gin Gly Met Pro Val Val Leu 
135 140 145 

gtt gac cga gag ctt cca gga gac tec acc ate cca acg gcg acc tct 595 
Val Asp Arg Glu Leu Pro Gly Asp Ser Thr He Pro Thr Ala Thr Ser 
150 155 160 165 



aac ccc caa cca gga ate gec gca gca gta gaa etc ctg get cac aac 



643 
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Asn Pro Gin Pro Gly lie Ala Ala Ala Val Glu Leu Leu Ala His Asn 
170 175 180 

aac gcg ttg ccg att ggt tac etc tea ggt ccc atg gac acc tea aca 691 

Asn Ala Leu Pro lie Gly Tyr Leu Ser Gly Pro Met Asp Thr Ser Thr 
185 190 195 

ggt aga gag cga tta gag gat ttc aaa gca gee tgc gec aae tec aaa 739 

Gly Arg Glu Arg Leu Glu Asp Phe Lys Ala Ala Cys Ala Asn Ser Lys 

200 205 210 

att ggc gaa cag etc gtt ttt ctg ggt ggg tac gaa caa age gtt gga 787 

lie Gly Glu Gin Leu Val Phe Leu Gly Gly Tyr Glu Gin Ser Val Gly 
215 220 225 

ttt gaa ggc get acg aaa ttg etc gat caa gga get aaa act ctt ttt 835 

Phe Glu Gly Ala Thr Lys Leu Leu Asp Gin Gly Ala Lys Thr Leu Phe 

230 235 240 245 

gee ggc gat tct atg atg acg ate ggt gtc att gaa gee tgc cat aag 883 

Ala Gly Asp Ser Met Met Thr lie Gly Val lie Glu Ala Cys His Lys 
250 255 260 

get ggt ttg gtt ate ggc aag gat gtc age gtg att ggt ttt gat aca 931 

Ala Gly Leu Val lie Gly Lys Asp Val Ser Val lie Gly Phe Asp Thr 
265 270 275 

cat ccg ctt ttt gee ctg caa cct cat ccg ttg aca gtg att gat caa 979 

His Pro Leu Phe Ala Leu Gin Pro His Pro Leu Thr Val lie Asp Gin 

280 285 290 

aat gta gaa caa eta gee caa cga gca gtg tct ate etc acc gaa tta 1027 

Asn Val Glu Gin Leu Ala Gin Arg Ala Val Ser lie Leu Thr Glu Leu 
295 300 305 

att gca ggc acg gta cct age gtg acg aaa act acg ate ccc act gee 1075 

lie Ala Gly Thr Val Pro Ser Val Thr Lys Thr Thr lie Pro Thr Ala 

310 315 320 325 

ctt att cat cgt gaa tea ate ate aac tec act tta agg aag aag gat 1123 

Leu lie His Arg Glu Ser lie lie Asn Ser Thr Leu Arg Lys Lys Asp 
330 335 340 

gga etc ccc aat gag taactcaacc ggtaccgaca ttg 1161 
Gly Leu Pro Asn Glu 
345 



<210> 394 
<211> 346 
<212> PRT 

<213> Corynebacterium glutamicunt 
<400> 394 

Met Ala Thr Glu Lys Phe Arg Pro Thr Leu Lys Asp Val Ala Arg Gin 
15 10 15 

Ala Gly Val Ser lie Ala Thr Ala Ser Arg Ala Leu Ala Asp Asn Pro 
20 25 30 

Ala Val Ala Ala Ser Thr Arg Glu Arg lie Gin Gin Leu Ala Ser Asp 
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35 40 45 

Leu Gly Tyr Arg Ala Asn Ala Gin Ala Arg Ala Leu Arg Ser Ser Arg 
50 55 60 

Ser Asn Thr He Gly Val He Val Pro Ser Leu He Asn His Tyr Phe 
65 70 75 80 

Ala Ala Met Val Thr Glu He Gin Ser Thr Ala Ser Lys Ala Gly Leu 
85 90 95 

Ala Thr He He Thr Asn Ser Asn Glu Asp Ala Thr Thr Met Ser Gly 
100 105 HO 

Ser Leu Glu Phe Leu Thr Ser His Gly Val Asp Gly He He Cys Val 
115 120 125 

Pro Asn Glu Glu Cys Ala Asn Gin Leu Glu Asp Leu Gin Lys Gin Gly 
130 135 140 

Met Pro Val Val Leu Val Asp Arg Glu Leu Pro Gly Asp Ser Thr He 
145 150 155 160 

Pro Thr Ala Thr Ser Asn Pro Gin Pro Gly He Ala Ala Ala Val Glu 
165 170 175 

Leu Leu Ala His Asn Asn Ala Leu Pro He Gly Tyr Leu Ser Gly Pro 
180 185 190 

Met Asp Thr Ser Thr Gly Arg Glu Arg Leu Glu Asp Phe Lys Ala Ala 
195 200 205 

Cys Ala Asn Ser Lys He Gly Glu Gin Leu Val Phe Leu Gly Gly Tyr 
210 215 220 

Glu Gin Ser Val Gly Phe Glu Gly Ala Thr Lys Leu Leu Asp Gin Gly 
225 230 235 240 

Ala Lys Thr Leu Phe Ala Gly Asp Ser Met Met Thr He Gly Val He 
245 250 255 

Glu Ala Cys His Lys Ala Gly Leu Val He Gly Lys Asp Val Ser Val 
260 265 270 

He Gly Phe Asp Thr His Pro Leu Phe Ala Leu Gin Pro His Pro Leu 
275 280 285 

Thr Val He Asp Gin Asn Val Glu Gin Leu Ala Gin Arg Ala Val Ser 
290 295 300 

He Leu Thr Glu Leu He Ala Gly Thr Val Pro Ser Val Thr Lys Thr 
305 310 315 320 

Thr He Pro Thr Ala Leu He His Arg Glu Ser He He Asn Ser Thr 
325 330 335 

Leu Arg Lys Lys Asp Gly Leu Pro Asn Glu 
340 345 



<210> 395 
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<211> 483 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (460) 

<223> RXA02551 

<400> 395 

gctgcacaaa ttccgcgaaa gggtatcacc atcgacatca cagatgaaga ccgtgagatc 60 

ttaaaaaaac accgtcgatt tcatttcctt ctcctattac atg tec gta tgt gaa 115 

Met Ser Val Cys Glu 
1 5 

gec cac aac ccc gaa aac tac tea acc ggt ggc ggt aac ate ate ggc 163 
Ala His Asn Pro Glu Asn Tyr Ser Thr Gly Gly Gly Asn lie lie Gly 
10 15 20 

gga gtg gtc age ccc act etc gcg get tec gaa tgg ggt tgg caa gtt 211 
Gly Val Val Ser Pro Thr Leu Ala Ala Ser Glu Trp Gly Trp Gin Val 
25 30 35 

gat ccc etc ggt ttg cgc ate gtc ctg aac aac tac tgg gag cgc tgg 259 
Asp Pro Leu Gly Leu Arg lie Val Leu Asn Asn Tyr Trp Glu Arg Trp 
40 45 50 

cag aag cca ctg ttc ate gtc gaa aac gga eta gga gca aag gac gtg 307 
Gin Lys Pro Leu Phe lie Val Glu Asn Gly Leu Gly Ala Lys Asp Val 
55 60 65 

ctt ate gac gga ccc tec ggc cca aca gta aac gat gac tac cgc ate 355 
Leu lie Asp Gly Pro Ser Gly Pro Thr Val Asn Asp Asp Tyr Arg lie 
70 75 80 85 

aaa tac etc gac gac ggc ggc tea gga ate ttg aag cgc tac aag aag 403 
Lys Tyr Leu Asp Asp Gly Gly Ser Gly lie Leu Lys Arg Tyr Lys Lys 
90 95 100 

aag tec ttt gat tgg tgc cgc gac ate ate gee acc aat ggc gaa age 451 
Lys Ser Phe Asp Trp Cys Arg Asp lie lie Ala Thr Asn Gly Glu Ser 
105 110 115 

ctg gaa tec taagaaataa aggtaggtgt cac 483 
Leu Glu Ser 
120 



<210> 396 
<211> 120 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 396 

Met Ser Val Cys Glu Ala His Asn Pro Glu Asn Tyr Ser Thr Gly Gly 
15 10 15 

Gly Asn lie lie Gly Gly Val Val Ser Pro Thr Leu Ala Ala Ser Glu 
20 25 30 
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Trp Gly Trp Gin Val Asp Pro Leu Gly Leu Arg lie Val Leu Asn Asn 
35 40 45 

Tyr Trp Glu Arg Trp Gin Lys Pro Leu Phe lie Val Glu Asn Gly Leu 
50 55 60 

Gly Ala Lys Asp Val Leu lie Asp Gly Pro Ser Gly Pro Thr Val Asn 
65 70 75 80 

Asp Asp Tyr Arg lie Lys Tyr Leu Asp Asp Gly Gly Ser Gly lie Leu 
85 90 95 

Lys Arg Tyr Lys Lys Lys Ser Phe Asp Trp Cys Arg Asp lie lie Ala 
100 105 110 

Thr Asn Gly Glu Ser Leu Glu Ser 
115 120 



<210> 397 
<211> 795 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (772) 

<223> RXA01325 

<400> 397 

gcgcagcgct cggacgatta cgaacttcag gagaactcgg ggtcattcgt tgcattctac 60 

cctggaaatt ttcccacact aagtcaggtc taagtagggt atg gat atg acg att 115 

Met Asp Met Thr lie 
1 5 

tec cgc tec acc atg gec caa ate ctt gac tac ace etc etc gga cca 163 
Ser Arg Ser Thr Met Ala Gin lie Leu Asp Tyr Thr Leu Leu Gly Pro 
10 15 20 

gaa gta acc aac tec gaa ctg gee gca ttt ata gat tec gca att gag 211 
Glu Val Thr Asn Ser Glu Leu Ala Ala Phe lie Asp Ser Ala lie Glu 
25 30 35 

ctg gga gtc ggc acg ate tgt gtc ccc aac age atg gtc aac eta act 259 
Leu Gly Val Gly Thr lie Cys Val Pro Asn Ser Met Val Asn Leu Thr 
40 45 50 

gca aaa gec caa gaa get gga att cga gtg gec acc gtc gca gga ttc 307 
Ala Lys Ala Gin Glu Ala Gly He Arg Val Ala Thr Val Ala Gly Phe 
55 60 65 

ccg cac ggc aaa acc ccc gcg ttg gtg aaa gec gee gaa gcg cgc ctt 355 
Pro His Gly Lys Thr Pro Ala Leu Val Lys Ala Ala Glu Ala Arg Leu 
70 75 80 85 

gee gta cag tec gga get tec gaa gta gat gtt gtt ttg gat att gcg 403 
Ala Val Gin Ser Gly Ala Ser Glu Val Asp Val Val Leu Asp He Ala 
90 95 100 



gta gtg aaa gag gga gat gec aat agg ttg ctg cag gaa att gtg gca 



451 
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Val Val Lys Glu Gly Asp Ala Asn Arg Leu Leu Gin Glu lie Val Ala 
105 110 115 

ate agg gag get gtt cca tct cct gtg gtg ctg aaa ttc ate etc gaa 499 
lie Arg Glu Ala Val Pro Ser Pro Val Val Leu Lys Phe lie Leu Glu 
120 125 130 

aca get gtt gtg agt gat gaa gca att gtg act gca gtg aat gcg ttg 547 
Thr Ala Val Val Ser Asp Glu Ala lie Val Thr Ala Val Asn Ala Leu 
135 140 145 

att get get ggt get gac ttc get aaa act tec acg gga ttc cac cca 
He Ala Ala Gly Ala Asp Phe Ala Lys Thr Ser Thr Gly Phe His Pro 
150 155 160 165 

gcg gga ggg gca act gtt gag get gtt egg gtg atg get teg get tct 
Ala Gly Gly Ala Thr Val Glu Ala Val Arg Val Met Ala Ser Ala Ser 
170 175 180 

egg gga agg gtt gga att aag get gee ggt ggg gtg aaa act tgg gaa 
Arg Gly Arg Val Gly He Lys Ala Ala Gly Gly Val Lys Thr Trp Glu 
185 190 195 

gat gcg gtg gcg ttt gtt gaa gca ggg get act cgc att gga act tct 739 
Asp Ala Val Ala Phe Val Glu Ala Gly Ala Thr Arg He Gly Thr Ser 
200 205 210 

aat gcg gga gee att ttg gag ggt gcg ccg gag tagtttggcg ttctaategg 792 
Asn Ala Gly Ala He Leu Glu Gly Ala Pro Glu 
215 220 



595 



643 



691 



gac 



795 



<210> 398 
<211> 224 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 398 

Met Asp Met Thr He Ser Arg Ser Thr Met Ala Gin He Leu Asp Tyr 
15 10 15 

Thr Leu Leu Gly Pro Glu Val Thr Asn Ser Glu Leu Ala Ala Phe He 
20 25 30 

Asp Ser Ala He Glu Leu Gly Val Gly Thr He Cys Val Pro Asn Ser 
35 40 45 

Met Val Asn Leu Thr Ala Lys Ala Gin Glu Ala Gly He Arg Val Ala 
50 55 60 

Thr Val Ala Gly Phe Pro His Gly Lys Thr Pro Ala Leu Val Lys Ala 
65 70 75 80 

Ala Glu Ala Arg Leu Ala Val Gin Ser Gly Ala Ser Glu Val Asp Val 
85 90 95 



Val Leu Asp He Ala Val Val Lys Glu Gly Asp Ala Asn Arg Leu Leu 
100 105 110 
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Gin Glu He Val 
115 

Lys Phe He Leu 
130 

Ala Val Asn Ala 
145 

Thr Gly Phe His 



Met Ala Ser Ala 
180 

Val Lys Thr Trp 
195 

Arg He Gly Thr 
210 



Ala He Arg Glu 
120 

Glu Thr Ala Val 
135 

Leu He Ala Ala 
150 

Pro Ala Gly Gly 
165 

Ser Arg Gly Arg 



Glu Asp Ala Val 
200 

Ser Asn Ala Gly 
215 



Ala Val Pro Ser 



Val Ser Asp Glu 
140 

Gly Ala Asp Phe 
155 

Ala Thr Val Glu 
170 

Val Gly He Lys 
185 

Ala Phe Val Glu 



Ala He Leu Glu 
220 



Pro Val Val Leu 
125 

Ala He Val Thr 



Ala Lys Thr Ser 
160 

Ala Val Arg Val 
175 

Ala Ala Gly Gly 

190 

Ala Gly Ala Thr 
205 

Gly Ala Pro Glu 



<210> 399 
<211> 684 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (661) 

<223> RXA00195 

<400> 399 

tcgcagtcat catgcaggca taacctgaaa cccatccgtt tggattgccc caaatgggtg 60 

tagtgggtgc gtttacccaa caagtgcaag aatgggagtc gtg act aaa aag ate 115 

Val Thr Lys Lys He 
1 5 

ctt att ttg gga age act ggt teg att gga act cag gcg ctg gac gtt 163 
Leu He Leu Gly Ser Thr Gly Ser He Gly Thr Gin Ala Leu Asp Val 
10 15 20 

att get gat aat tea gac aag ttt gag gtg gtg ggt ate get gcg ggc 211 
He Ala Asp Asn Ser Asp Lys Phe Glu Val Val Gly He Ala Ala Gly 
25 30 35 

ggt tct cag cca gac etc gtt att teg cag gcg cag cag ttg ggg ctg 259 
Gly Ser Gin Pro Asp Leu Val He Ser Gin Ala Gin Gin Leu Gly Leu 
40 45 50 

get gca gac aag gtt gcg gtt get gat gca cag get gee gca gta att 307 
Ala Ala Asp Lys Val Ala Val Ala Asp Ala Gin Ala Ala Ala Val He 
55 60 65 



teg aag get etc ggc ggc gag ate ate tct gga ace gat get gcg aag 
Ser Lys Ala Leu Gly Gly Glu He He Ser Gly Thr Asp Ala Ala Lys 
70 75 80 85 



355 
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att ctg gtg gaa acc aca aag gcc gac act gtg ctt aat get ctg gtt 403 
lie Leu Val Glu Thr Thr Lys Ala Asp Thr Val Leu Asn Ala Leu Val 
90 95 100 

ggt tct ttg ggg ctt gcg gca acg ctg gcc act ctg gaa tct ggt gcg 451 
Gly Ser Leu Gly Leu Ala Ala Thr Leu Ala Thr Leu Glu Ser Gly Ala 
105 110 115 



cat ctt gcc ttg get aac aaa gaa teg ctg gtt gcc ggt ggt gag ttt 
His Leu Ala Leu Ala Asn Lys Glu Ser Leu Val Ala Gly Gly Glu Phe 
120 125 130 



499 



gtt acc tea aag gca aag ctg ggg cag ate att ccg gtc gat teg gag 547 
Val Thr Ser Lys Ala Lys Leu Gly Gin lie lie Pro Val Asp Ser Glu 
135 140 145 

cac tct gcc atg gcg cag tgt ttg cgt teg ggt act cgt gat gag gtt 595 
His Ser Ala Met Ala Gin Cys Leu Arg Ser Gly Thr Arg Asp Glu Val 
150 155 160 165 

gcg egg att gtg ctg aca get teg ggc gga cct ttc agg get gga cca 643 
Ala Arg He Val Leu Thr Ala Ser Gly Gly Pro Phe Arg Ala Gly Pro 
170 175 180 

ggg aga aga tgt ggg agg tgactcccga gcaggcagca gcg 684 
Gly Arg Arg Cys Gly Arg 
185 



<210> 400 
<211> 187 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 400 

Val Thr Lys Lys He Leu He Leu Gly Ser Thr Gly Ser He Gly Thr 
15 10 15 

Gin Ala Leu Asp Val He Ala Asp Asn Ser Asp Lys Phe Glu Val Val 
20 25 30 

Gly He Ala Ala Gly Gly Ser Gin Pro Asp Leu Val He Ser Gin Ala 
35 40 45 

Gin Gin Leu Gly Leu Ala Ala Asp Lys Val Ala Val Ala Asp Ala Gin 
50 55 60 

Ala Ala Ala Val He Ser Lys Ala Leu Gly Gly Glu He He Ser Gly 
65 70 75 80 

Thr Asp Ala Ala Lys He Leu Val Glu Thr Thr Lys Ala Asp Thr Val 
85 90 95 

Leu Asn Ala Leu Val Gly Ser Leu Gly Leu Ala Ala Thr Leu Ala Thr 
100 105 110 

Leu Glu Ser Gly Ala His Leu Ala Leu Ala Asn Lys Glu Ser Leu Val 
115 120 125 



Ala Gly Gly Glu Phe Val Thr Ser Lys Ala Lys Leu Gly Gin He He 
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130 

Pro Val Asp Ser 
145 

Thr Arg Asp Glu 

Phe Arg Ala Gly 
180 



135 

Glu His Ser Ala 
150 

Val Ala Arg lie 
165 

Pro Gly Arg Arg 



140 

Met Ala Gin Cys 
155 

Val Leu Thr Ala 
170 

Cys Gly Arg 
185 



Leu Arg Ser Gly 
160 

Ser Gly Gly Pro 
175 



<210> 401 

<211> 738 

<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (715) 

<223> RXA00196 

<400> 401 

ctgccatggc gcagtgtttg cgttcgggta ctcgtgatga ggttgcgcgg attgtgctga 60 

cagcttcggg cggacctttc agggctggac cagggagaag atg tgg gag gtg act 115 

Met Trp Glu Val Thr 

1 5 

ccc gag cag gca gca gcg cac cca acg tgg gcg atg ggg cag atg aac 163 

Pro Glu Gin Ala Ala Ala His Pro Thr Trp Ala Met Gly Gin Met Asn 

10 15 20 

acg ttg aac tec gec acc ctt att aat aaa ggc etc gaa etc ate gag 211 
Thr Leu Asn Ser Ala Thr Leu lie Asn Lys Gly Leu Glu Leu lie Glu 
25 30 35 

gcg acc ctg ctg ttt gaa acg gat gcg gat etc att gat gtg acg gtg 259 
Ala Thr Leu Leu Phe Glu Thr Asp Ala Asp Leu lie Asp Val Thr Val 
40 45 50 

cat ccg cag teg ate ate cac tec atg ate acg ttt acg gat ggt gcg 307 
His Pro Gin Ser lie He His Ser Met He Thr Phe Thr Asp Gly Ala 
55 60 65 

acc ate gcg cag gcg teg cca cca teg atg aaa ctg ccg ate gcg ttg 355 
Thr He Ala Gin Ala Ser Pro Pro Ser Met Lys Leu Pro He Ala Leu 
70 75 80 85 

gcg ctt gat tgg cca cat egg gtg ccg aag get cag ccg gcg ctg gat 403 
Ala Leu Asp Trp Pro His Arg Val Pro Lys Ala Gin Pro Ala Leu Asp 
90 95 100 

ttc acc get get cat acc tgg get ttt gag ccg gtg gat gat gee gca 451 
Phe Thr Ala Ala His Thr Trp Ala Phe Glu Pro Val Asp Asp Ala Ala 
105 110 115 



ttc cct gcg gtg cag ctg get agg cac gtc gca aag caa aaa ggc acg 
Phe Pro Ala Val Gin Leu Ala Arg His Val Ala Lys Gin Lys Gly Thr 
120 125 130 



4 99 
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tac ccc gcg gtg tat aac gcc gcc aac gag gag gcg get gag gcg ttt 
Tyr Pro Ala Val Tyr Asn Ala Ala Asn Glu Glu Ala Ala Glu Ala Phe 
135 140 145 



547 



ttg cgc ggg cga ate aag ttt ccg cag ate gtg gac gtg gtg gac gag 
Leu Arg Gly Arg lie Lys Phe Pro Gin He Val Asp Val Val Asp Glu 
150 155 160 165 



595 



gtc etc caa gga get tct cag ttt get ggt gta gca tea cac gtc gat 
Val Leu Gin Gly Ala Ser Gin Phe Ala Gly Val Ala Ser His Val Asp 
170 175 180 



643 



gat att ttg gca ace gaa tct gag gca cgc gcg cgt gcg aat get ttg 
Asp He Leu Ala Thr Glu Ser Glu Ala Arg Ala Arg Ala Asn Ala Leu 
185 190 195 



691 



ate aac egg ttg gca acc aac ttg taagctaagg agcttccgcc teg 
He Asn Arg Leu Ala Thr Asn Leu 
200 205 



738 



<210> 402 
<211> 205 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 402 

Met Trp Glu Val Thr Pro Glu Gin Ala Ala Ala His Pro Thr Trp Ala 
15 10 15 

Met Gly Gin Met Asn Thr Leu Asn Ser Ala Thr Leu He Asn Lys Gly 
20 25 30 

Leu Glu Leu He Glu Ala Thr Leu Leu Phe Glu Thr Asp Ala Asp Leu 
35 40 45 

He Asp Val Thr Val His Pro Gin Ser He He His Ser Met He Thr 
50 55 60 

Phe Thr Asp Gly Ala Thr He Ala Gin Ala Ser Pro Pro Ser Met Lys 
65 70 75 80 

Leu Pro He Ala Leu Ala Leu Asp Trp Pro His Arg Val Pro Lys Ala 
85 90 95 

Gin Pro Ala Leu Asp Phe Thr Ala Ala His Thr Trp Ala Phe Glu Pro 
100 105 110 

Val Asp Asp Ala Ala Phe Pro Ala Val Gin Leu Ala Arg His Val Ala 
115 120 125 

Lys Gin Lys Gly Thr Tyr Pro Ala Val Tyr Asn Ala Ala Asn Glu Glu 
130 135 140 

Ala Ala Glu Ala Phe Leu Arg Gly Arg He Lys Phe Pro Gin He Val 
145 150 155 160 

Asp Val Val Asp Glu Val Leu Gin Gly Ala Ser Gin Phe Ala Gly Val 
165 170 175 



Ala Ser His Val Asp Asp He Leu Ala Thr Glu Ser Glu Ala Arg Ala 
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180 185 190 

Arg Ala Asn Ala Leu lie Asn Arg Leu Ala Thr Asn Leu 
195 200 205 



<210> 403 
<211> 2031 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (2008) 
<223> RXN01562 

<400> 403 

gcaggtgcac atttgttttg tcacctgcac aaaagtgtcg ccagcccgat acttgtacaa 60 

ccgtccgcat ccgagaagca aaggtgtctg actcgcgcca atg gga att ctg aac 115 

Met Gly lie Leu Asn 

1 5 

agt att tea aca cct get gac tta aag gec ctt aat gat gag gat ttg 163 

Ser lie Ser Thr Pro Ala Asp Leu Lys Ala Leu Asn Asp Glu Asp Leu 

10 15 20 

gac get ctt gec aaa gaa ate cga act ttc ctg gtc gat aaa gtc gca 211 
Asp Ala Leu Ala Lys Glu lie Arg Thr Phe Leu Val Asp Lys Val Ala 
25 30 35 

gca act ggt ggc cac tta ggt cca aat ttg ggc gta gtg gaa tta acc 259 
Ala Thr Gly Gly His Leu Gly Pro Asn Leu Gly Val Val Glu Leu Thr 
40 45 50 

ate ggt ctt cat cga gtt ttc gat teg cct caa gac ccg ate ate ttt 307 
lie Gly Leu His Arg Val Phe Asp Ser Pro Gin Asp Pro lie lie Phe 
55 60 65 

gat act tct cac cag tec tat gtg cat aag ate ctg acg ggt cgc get 355 
Asp Thr Ser His Gin Ser Tyr Val His Lys lie Leu Thr Gly Arg Ala 
70 75 80 85 

aaa gat ttt gat tct ttg cgt caa aaa gat ggc ctt tct ggt tac acc 403 
Lys Asp Phe Asp Ser Leu Arg Gin Lys Asp Gly Leu Ser Gly Tyr Thr 
90 95 100 

tgc cgt get gaa agt gag cac gat tgg act gag tct teg cat get teg 451 
Cys Arg Ala Glu Ser Glu His Asp Trp Thr Glu Ser Ser His Ala Ser 
105 110 115 

gcg gec ttg tct tat gcg gat ggt ttg tct aaa gee aag cag ttg gat 499 
Ala Ala Leu Ser Tyr Ala Asp Gly Leu Ser Lys Ala Lys Gin Leu Asp 
120 125 130 

ggc gat acc acg cat agt gtg gtt get gtc gtt ggt gat ggc get eta 547 
Gly Asp Thr Thr His Ser Val Val Ala Val Val Gly Asp Gly Ala Leu 
135 140 145 



act ggc ggc atg tgt tgg gaa gca ctg aac aat att get get ggt aaa 
Thr Gly Gly Met Cys Trp Glu Ala Leu Asn Asn lie Ala Ala Gly Lys 



595 
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150 155 160 165 

gac cgc aaa gtt gtt gtc gta gtc aat gac aat ggc egg agt tat tct 643 
Asp Arg Lys Val Val Val Val Val Asn Asp Asn Gly Arg Ser Tyr Ser 
170 175 180 

cca acc att ggc gga ttt gcg gaa aac ctt gcg ggc ctt cgc atg cag 691 
Pro Thr lie Gly Gly Phe Ala Glu Asn Leu Ala Gly Leu Arg Met Gin 
185 190 195 

cct ttc tat gat cgc ttc atg gaa aag ggc aag acg tec ctg aaa tec 739 
Pro Phe Tyr Asp Arg Phe Met Glu Lys Gly Lys Thr Ser Leu Lys Ser 
200 205 210 

atg ggg tgg gta ggg gag cgt act ttt gaa gcg etc cat gca ttt aaa 787 
Met Gly Trp Val Gly Glu Arg Thr Phe Glu Ala Leu His Ala Phe Lys 
215 220 225 

gaa ggt gtg aag age acc gtc att ccc acc gaa atg ttc cct gaa ctg 835 
Glu Gly Val Lys Ser Thr Val lie Pro Thr Glu Met Phe Pro Glu Leu 
230 235 240 245 

ggc atg aaa tac gtg ggt ccg gtt gat gga cat aac caa aaa get gtc 883 
Gly Met Lys Tyr Val Gly Pro Val Asp Gly His Asn Gin Lys Ala Val 
250 255 260 

gac aat gcg ctg aaa tac get cat gat tat gat ggc ccc ate ate gtg 931 
Asp Asn Ala Leu Lys Tyr Ala His Asp Tyr Asp Gly Pro lie lie Val 
265 270 275 

cac atg gtc acc gaa aag ggt cgt ggt tac gcg cct get gag cag gat 979 
His Met Val Thr Glu Lys Gly Arg Gly Tyr Ala Pro Ala Glu Gin Asp 
280 285 290 

ttg gac gaa ttg atg cac tec acg ggc gtc ate gat ccg etc aca gga 1027 
Leu Asp Glu Leu Met His Ser Thr Gly Val lie Asp Pro Leu Thr Gly 
295 300 305 

get cct aaa tct gca tea aag ccc ggt tgg acc tct gtg ttc age gat 1075 
Ala Pro Lys Ser Ala Ser Lys Pro Gly Trp Thr Ser Val Phe Ser Asp 
310 315 320 325 

gag ctg gtc aag att ggt gcg cag aat gaa aac gtt gtt gee ate acc 1123 
Glu Leu Val Lys lie Gly Ala Gin Asn Glu Asn Val Val Ala He Thr 
330 335 340 

gee gcg atg gca ggt cct acc ggt ctg tec aag ttc gaa gee aat ttc 1171 
Ala Ala Met Ala Gly Pro Thr Gly Leu Ser Lys Phe Glu Ala Asn Phe 
345 350 355 

ccc aac cga ttc ttt gat gtc ggc att get gag cag cac gcg gta act 1219 
Pro Asn Arg Phe Phe Asp Val Gly He Ala Glu Gin His Ala Val Thr 
360 365 370 

tct gec gca ggc etc gca ttg ggt gga aaa cac cct gtg gtg get att 1267 
Ser Ala Ala Gly Leu Ala Leu Gly Gly Lys His Pro Val Val Ala He 
375 380 385 

tac tec acg ttc ttg aac cgc get ttt gat cag ctg etc atg gat gtg 1315 
Tyr Ser Thr Phe Leu Asn Arg Ala Phe Asp Gin Leu Leu Met Asp Val 
390 395 400 405 
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ggc atg etc aac cag cct gtt act ttg gtg ctt gat cgc tea ggt gtc 
Gly Met Leu Asn Gin Pro Val Thr Leu Val Leu Asp Arg Ser Gly Val 
410 415 420 



1363 



acg ggt teg gat gga gcg age cac aat ggc gtc tgg gat atg gcg ctg 1411 
Thr Gly Ser Asp Gly Ala Ser His Asn Gly Val Trp Asp Met Ala Leu 
425 430 435 

ace teg ate gtt cca ggc gtg cag gtg gcg gca cca cgt gat gag gat 1459 
Thr Ser He Val Pro Gly Val Gin Val Ala Ala Pro Arg Asp Glu Asp 
440 445 450 



tee ttg cgt gag ctg etc aat gag get att tec ate gat gat ggc ccc 
Ser Leu Arg Glu Leu Leu Asn Glu Ala He Ser He Asp Asp Gly Pro 
455 460 465 



gta ggc gag cgc gca act gtt gca ctt gac gtt get tec agg att aaa 
Val Gly Glu Arg Ala Thr Val Ala Leu Asp Val Ala Ser Arg He Lys 
520 525 530 



acc ate gaa gac ggc gtc ate cac ggc ggc gtg gga tec ttg etc tct 
Thr He Glu Asp Gly Val He His Gly Gly Val Gly Ser Leu Leu Ser 
570 575 580 

gat gcg ctt aac gee tct gag gtg gat acc cct cgc cga caa ate gee 
Asp Ala Leu Asn Ala Ser Glu Val Asp Thr Pro Arg Arg Gin He Ala 
585 590 595 

gtg ccc cag aag tac ctg gat cac gcg tec cgc aat gaa gtg etc gee 
Val Pro Gin Lys Tyr Leu Asp His Ala Ser Arg Asn Glu Val Leu Ala 
600 605 610 

gat tat ggc etc gac gee gac ggc att gaa acc act gtt gtt gga tgg 
Asp Tyr Gly Leu Asp Ala Asp Gly He Glu Thr Thr Val Val Gly Trp 
615 620 625 

ctg gat tec ctg ttc ggg gaa taaaaccctg cttatcgacg ccg 
Leu Asp Ser Leu Phe Gly Glu 
630 635 



1507 



aca gtt gtg cgt ttc ccc aag ggc gac ttg cca act cca att gtt get 1555 
Thr Val Val Arg Phe Pro Lys Gly Asp Leu Pro Thr Pro He Val Ala 
470 475 480 485 

ate gac acc ttg gaa gac ggc gtg gat gtc etc gca tat gaa gac gee 
He Asp Thr Leu Glu Asp Gly Val Asp Val Leu Ala Tyr Glu Asp Ala 
490 495 500 



1603 



act gac gtt gaa tea acc gac gat gcg cca tea gtt etc ate att gcg 1651 
Thr Asp Val Glu Ser Thr Asp Asp Ala Pro Ser Val Leu He He Ala 
505 510 515 



1699 



cag cac ggc gtg aac gtc acg gtt gtt gac ccc cgc tgg att gtc ccc 1747 
Gin His Gly Val Asn Val Thr Val Val Asp Pro Arg Trp He Val Pro 
535 540 545 

ate ccg cag tec ttg gtc gcg ctg tct gat gat cat gac etc gtg ate 1795 
He Pro Gin Ser Leu Val Ala Leu Ser Asp Asp His Asp Leu Val He 
550 555 560 565 



1843 



1891 



1939 



1987 



2031 
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<210> 404 
<211> 636 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 404 

Met Gly lie Leu Asn Ser lie Ser Thr Pro Ala Asp Leu Lys Ala Leu 
15 10 15 

Asn Asp Glu Asp Leu Asp Ala Leu Ala Lys Glu lie Arg Thr Phe Leu 
20 25 30 

Val Asp Lys Val Ala Ala Thr Gly Gly His Leu Gly Pro Asn Leu Gly 
35 40 45 

Val Val Glu Leu Thr lie Gly Leu His Arg Val Phe Asp Ser Pro Gin 
50 55 60 

Asp Pro lie lie Phe Asp Thr Ser His Gin Ser Tyr Val His Lys lie 
65 70 75 80 

Leu Thr Gly Arg Ala Lys Asp Phe Asp Ser Leu Arg Gin Lys Asp Gly 
85 90 95 

Leu Ser Gly Tyr Thr Cys Arg Ala Glu Ser Glu His Asp Trp Thr Glu 
100 105 110 

Ser Ser His Ala Ser Ala Ala Leu Ser Tyr Ala Asp Gly Leu Ser Lys 
115 120 125 

Ala Lys Gin Leu Asp Gly Asp Thr Thr His Ser Val Val Ala Val Val 
130 135 140 

Gly Asp Gly Ala Leu Thr Gly Gly Met Cys Trp Glu Ala Leu Asn Asn 
145 150 155 160 

lie Ala Ala Gly Lys Asp Arg Lys Val Val Val Val Val Asn Asp Asn 
165 170 175 

Gly Arg Ser Tyr Ser Pro Thr lie Gly Gly Phe Ala Glu Asn Leu Ala 
180 185 190 

Gly Leu Arg Met Gin Pro Phe Tyr Asp Arg Phe Met Glu Lys Gly Lys 
195 200 205 

Thr Ser Leu Lys Ser Met Gly Trp Val Gly Glu Arg Thr Phe Glu Ala 
210 215 220 

Leu His Ala Phe Lys Glu Gly Val Lys Ser Thr Val lie Pro Thr Glu 
225 230 235 240 

Met Phe Pro Glu Leu Gly Met Lys Tyr Val Gly Pro Val Asp Gly His 
245 250 255 

Asn Gin Lys Ala Val Asp Asn Ala Leu Lys Tyr Ala His Asp Tyr Asp 
260 265 270 



Gly Pro He He Val His Met Val Thr Glu Lys Gly Arg Gly Tyr Ala 
275 280 285 
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Pro Ala Glu Gin 
290 

Asp Pro Leu Thr 
305 

Ser Val Phe Ser 



Val Val Ala lie 
340 

Phe Glu Ala Asn 
355 

Gin His Ala Val 
370 

Pro Val Val Ala 
385 

Leu Leu Met Asp 



Asp Arg Ser Gly 
420 

Trp Asp Met Ala 
435 

Pro Arg Asp Glu 
450 

lie Asp Asp Gly 
465 

Thr Pro lie Val 



Ala Tyr Glu Asp 
500 

Val Leu lie lie 
515 

Ala Ser Arg He 
530 

Arg Trp He Val 
545 

His Asp Leu Val 



Gly Ser Leu Leu 
580 

Arg Arg Gin He 
595 

Asn Glu Val Leu 



Asp Leu Asp Glu 
295 

Gly Ala Pro Lys 
310 

Asp Glu Leu Val 
325 

Thr Ala Ala Met 



Phe Pro Asn Arg 
360 

Thr Ser Ala Ala 
375 

He Tyr Ser Thr 
390 

Val Gly Met Leu 
405 

Val Thr Gly Ser 



Leu Thr Ser He 
440 

Asp Ser Leu Arg 
455 

Pro Thr Val Val 
470 

Ala He Asp Thr 
485 

Ala Thr Asp Val 



Ala Val Gly Glu 
520 

Lys Gin His Gly 
535 

Pro He Pro Gin 
550 

He Thr He Glu 
565 

Ser Asp Ala Leu 



Ala Val Pro Gin 
600 

Ala Asp Tyr Gly 



Leu Met His Ser 
300 

Ser Ala Ser Lys 
315 

Lys He Gly Ala 
330 

Ala Gly Pro Thr 
345 

Phe Phe Asp Val 



Gly Leu Ala Leu 
380 

Phe Leu Asn Arg 
395 

Asn Gin Pro Val 
410 

Asp Gly Ala Ser 
425 

Val Pro Gly Val 



Glu Leu Leu Asn 
460 

Arg Phe Pro Lys 
475 

Leu Glu Asp Gly 
490 

Glu Ser Thr Asp 
505 

Arg Ala Thr Val 



Val Asn Val Thr 
540 

Ser Leu Val Ala 
555 

Asp Gly Val He 
570 

Asn Ala Ser Glu 
585 

Lys Tyr Leu Asp 



Leu Asp Ala Asp 



Thr Gly Val He 



Pro Gly Trp Thr 
320 

Gin Asn Glu Asn 
335 

Gly Leu Ser Lys 
350 

Gly He Ala Glu 
365 

Gly Gly Lys His 



Ala Phe Asp Gin 
400 

Thr Leu Val Leu 
415 

His Asn Gly Val 
430 

Gin Val Ala Ala 
445 

Glu Ala He Ser 



Gly Asp Leu Pro 
480 

Val Asp Val Leu 
495 

Asp Ala Pro Ser 
510 

Ala Leu Asp Val 
525 

Val Val Asp Pro 



Leu Ser Asp Asp 
560 

His Gly Gly Val 
575 

Val Asp Thr Pro 
590 

His Ala Ser Arg 
605 

Gly He Glu Thr 
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610 



615 



620 



Thr Val Val Gly Trp Leu Asp Ser Leu Phe Gly Glu 
625 630 635 



<210> 405 
<211> 1061 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1038) 

<223> FRXA01562 

<400> 405 

gag cag gat ttg gac gaa ttg atg cac tec acg ggc gtc ate gat ccg 
Glu Gin Asp Leu Asp Glu Leu Met His Ser Thr Gly Val He Asp Pro 
15 10 15 

etc aca gga get cct aaa tct gca tea aag ccc ggt tgg ace tct gtg 
Leu Thr Gly Ala Pro Lys Ser Ala Ser Lys Pro Gly Trp Thr Ser Val 
20 25 30 

ttc age gat gag ctg gtc aag att ggt gcg cag aat gaa aac gtt gtt 
Phe Ser Asp Glu Leu Val Lys He Gly Ala Gin Asn Glu Asn Val Val 
35 40 45 

gec ate ace gee gcg atg gca ggt cct acc ggt ctg tec aag ttc gaa 
Ala He Thr Ala Ala Met Ala Gly Pro Thr Gly Leu Ser Lys Phe Glu 
50 55 60 

gee aat ttc ccc aac cga ttc ttt gat gtc ggc att get gag cag cac 
Ala Asn Phe Pro Asn Arg Phe Phe Asp Val Gly He Ala Glu Gin His 
65 70 75 80 

gcg gta act tct gec gca ggc etc gca ttg ggt gga aaa cac cct gtg 
Ala Val Thr Ser Ala Ala Gly Leu Ala Leu Gly Gly Lys His Pro Val 
85 90 95 

gtg get att tac tec acg ttc ttg aac cgc get ttt gat cag ctg etc 
Val Ala He Tyr Ser Thr Phe Leu Asn Arg Ala Phe Asp Gin Leu Leu 
100 105 HO 

atg gat gtg ggc atg etc aac cag cct gtt act ttg gtg ctt gat cgc 
Met Asp Val Gly Met Leu Asn Gin Pro Val Thr Leu Val Leu Asp Arg 
115 120 125 

tea ggt gtc acg ggt teg gat gga gcg age cac aat ggc gtc tgg gat 
Ser Gly Val Thr Gly Ser Asp Gly Ala Ser His Asn Gly Val Trp Asp 
130 135 140 

atg gcg ctg acc teg ate gtt cca ggc gtg cag gtg gcg gca cca cgt 
Met Ala Leu Thr Ser He Val Pro Gly Val Gin Val Ala Ala Pro Arg 
145 150 155 160 

gat gag gat tec ttg cgt gag ctg etc aat gag get att tec ate gat 
Asp Glu Asp Ser Leu Arg Glu Leu Leu Asn Glu Ala lie Ser lie Asp 
165 170 175 



96 



144 



192 



240 



288 



336 



384 



432 



480 



528 
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gat ggc ccc aca gtt gtg cgt ttc ccc aag ggc gac ttg cca act cca 57 6 
Asp Gly Pro Thr Val Val Arg Phe Pro Lys Gly Asp Leu Pro Thr Pro 
180 185 190 

att gtt get ate gac acc ttg gaa gac ggc gtg gat gtc etc gca tat 624 
lie Val Ala lie Asp Thr Leu Glu Asp Gly Val Asp Val Leu Ala Tyr 
195 200 205 

gaa gac gec act gac gtt gaa tea acc gac gat gcg cca tea gtt etc 672 
Glu Asp Ala Thr Asp Val Glu Ser Thr Asp Asp Ala Pro Ser Val Leu 
210 215 220 

ate att gcg gta ggc gag cgc gca act gtt gca ctt gac gtt get tec 720 
lie lie Ala Val Gly Glu Arg Ala Thr Val Ala Leu Asp Val Ala Ser 
225 230 235 240 

agg att aaa cag cac ggc gtg aac gtc acg gtt gtt gac ccc cgc tgg 768 
Arg lie Lys Gin His Gly Val Asn Val Thr Val Val Asp Pro Arg Trp 
245 250 255 

att gtc ccc ate ccg cag tec ttg gtc gcg ctg tct gat gat cat gac 816 
lie Val Pro lie Pro Gin Ser Leu Val Ala Leu Ser Asp Asp His Asp 
260 265 270 

etc gtg ate acc ate gaa gac ggc gtc ate cac ggc ggc gtg gga tec 864 
Leu Val lie Thr lie Glu Asp Gly Val lie His Gly Gly Val Gly Ser 
275 280 285 

ttg etc tct gat gcg ctt aac gee tct gag gtg gat acc cct cgc cga 912 
Leu Leu Ser Asp Ala Leu Asn Ala Ser Glu Val Asp Thr Pro Arg Arg 
290 295 300 

caa ate gee gtg ccc cag aag tac ctg gat cac gcg tec cgc aat gaa 960 
Gin lie Ala Val Pro Gin Lys Tyr Leu Asp His Ala Ser Arg Asn Glu 
305 310 315 320 

gtg etc gee gat tat ggc etc gac gee gac ggc att gaa acc act gtt 1008 
Val Leu Ala Asp Tyr Gly Leu Asp Ala Asp Gly lie Glu Thr Thr Val 
325 330 335 

gtt gga tgg ctg gat tec ctg ttc ggg gaa taaaaccctg cttatcg-acg 1058 
Val Gly Trp Leu Asp Ser Leu Phe Gly Glu 
340 345 



ccg 



1061 



<210> 406 
<211> 346 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 406 

Glu Gin Asp Leu Asp Glu Leu Met His Ser Thr Gly Val lie Asp Pro 
15 10 15 

Leu Thr Gly Ala Pro Lys Ser Ala Ser Lys Pro Gly Trp Thr Ser Val 
20 25 30 

Phe Ser Asp Glu Leu Val Lys lie Gly Ala Gin Asn Glu Asn Val Val 
35 40 45 
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Ala lie Thr Ala Ala Met Ala Gly Pro Thr Gly Leu Ser Lys Phe Glu 
50 55 60 

Ala Asn Phe Pro Asn Arg Phe Phe Asp Val Gly lie Ala Glu Gin His 
65 70 75 80 

Ala Val Thr Ser Ala Ala Gly Leu Ala Leu Gly Gly Lys His Pro Val 
85 90 95 

Val Ala lie Tyr Ser Thr Phe Leu Asn Arg Ala Phe Asp Gin Leu Leu 
100 105 110 

Met Asp Val Gly Met Leu Asn Gin Pro Val Thr Leu Val Leu Asp Arg 
115 120 125 

Ser Gly Val Thr Gly Ser Asp Gly Ala Ser His Asn Gly Val Trp Asp 
130 135 140 

Met Ala Leu Thr Ser lie Val Pro Gly Val Gin Val Ala Ala Pro Arg 
145 150 155 160 

Asp Glu Asp Ser Leu Arg Glu Leu Leu Asn Glu Ala lie Ser lie Asp 
165 170 175 

Asp Gly Pro Thr Val Val Arg Phe Pro Lys Gly Asp Leu Pro Thr Pro 
180 185 190 

lie Val Ala lie Asp Thr Leu Glu Asp Gly Val Asp Val Leu Ala Tyr 
195 200 205 

Glu Asp Ala Thr Asp Val Glu Ser Thr Asp Asp Ala Pro Ser Val Leu 
210 215 220 

lie lie Ala Val Gly Glu Arg Ala Thr Val Ala Leu Asp Val Ala Ser 
225 230 235 240 

Arg lie Lys Gin His Gly Val Asn Val Thr Val Val Asp Pro Arg Trp 
245 250 255 

lie Val Pro lie Pro Gin Ser Leu Val Ala Leu Ser Asp Asp His Asp 
260 265 270 

Leu Val He Thr He Glu Asp Gly Val lie His Gly Gly Val Gly Ser 
275 280 285 

Leu Leu Ser Asp Ala Leu Asn Ala Ser Glu Val Asp Thr Pro Arg Arg 
290 295 300 

Gin He Ala Val Pro Gin Lys Tyr Leu Asp His Ala Ser Arg Asn Glu 
305 310 315 320 

Val Leu Ala Asp Tyr Gly Leu Asp Ala Asp Gly He Glu Thr Thr Val 
325 330 335 

Val Gly Trp Leu Asp Ser Leu Phe Gly Glu 
340 345 



<210> 407 
<211> 703 
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<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (703) 

<223> FRXA01705 



<400> 407 

gcaggtgcac atttgttttg tcacctgcac aaaagtgtcg ccagcccgat acttgtacaa 60 

ccgtccgcat ccgagaagca aaggtgtctg actcgcgcca atg gga att ctg aac 11 

Met Gly lie Leu Asn 
1 5 



agt att tea aca 
Ser He Ser Thr 



gac get ctt gec 
Asp Ala Leu Ala 
25 

gca act ggt ggc 
Ala Thr Gly Gly 
40 

ate ggt ctt cat 
He Gly Leu His 
55 

gat act tct cac 
Asp Thr Ser His 
70 

aaa gat ttt gat 
Lys Asp Phe Asp 



tgc cgt get gaa 
Cys Arg Ala Glu 
105 

gcg gee ttg tct 
Ala Ala Leu Ser 
120 

ggc gat ace acg 
Gly Asp Thr Thr 
135 

act ggc ggc atg 
Thr Gly Gly Met 
150 

gac cgc aaa gtt 
Asp Arg Lys Val 



cca acc att ggc 
Pro Thr He Gly 



cct get gac 
Pro Ala Asp 
10 

aaa gaa ate 
Lys Glu He 



cac tta ggt 
His Leu Gly 



cga gtt ttc 
Arg Val Phe 
60 

cag tec tat 
Gin Ser Tyr 
75 

tct ttg cgt 
Ser Leu Arg 
90 

agt gag cac 
Ser Glu His 



tat gcg gat 
Tyr Ala Asp 



cat agt gtg 
His Ser Val 
140 

tgt tgg gaa 
Cys Trp Glu 
155 

gtt gtc gta 
Val Val Val 
170 

gga ttt gcg 
Gly Phe Ala 



tta aag gec 
Leu Lys Ala 
15 

cga act ttc 
Arg Thr Phe 
30 

cca aat ttg 
Pro Asn Leu 
45 

gat teg cct 
Asp Ser Pro 



gtg cat aag 
Val His Lys 



caa aaa gat 
Gin Lys Asp 
95 

gat tgg act 
Asp Trp Thr 
110 

ggt ttg tct 
Gly Leu Ser 
125 

gtt get gtc 
Val Ala Val 



gca ctg aac 
Ala Leu Asn 



gtc aat gac 
Val Asn Asp 
175 

gaa aac ctt 
Glu Asn Leu 



ctt aat gat gag 
Leu Asn Asp Glu 



ctg gtc gat aaa 
Leu Val Asp Lys 
35 

ggc gta gtg gaa 
Gly Val Val Glu 
50 

caa gac ccg ate 
Gin Asp Pro He 
65 

ate ctg acg ggt 
He Leu Thr Gly 
80 

ggc ctt tct ggt 
Gly Leu Ser Gly 



gag tct teg cat 
Glu Ser Ser His 
115 

aaa gee aag cag 
Lys Ala Lys Gin 
130 

gtt ggt gat ggc 
Val Gly Asp Gly 
145 

aat att get get 
Asn He Ala Ala 
160 

aat ggc egg agt 
Asn Gly Arg Ser 



gcg ggc ctt cgc 
Ala Gly Leu Arg 



gat ttg 163 
Asp Leu 
20 

gtc gca 211 
Val Ala 



tta acc 259 
Leu Thr 



ate ttt 307 
He Phe 



cgc get 355 
Arg Ala 
85 

tac acc 403 

Tyr Thr 

100 

get teg 451 
Ala Ser 



ttg gat 499 
Leu Asp 



get eta 547 
Ala Leu 



ggt aaa 595 
Gly Lys 
165 

tat tct 643 

Tyr Ser 

180 

atg cag 691 
Met Gin 
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185 190 195 



cct ttc tat gat 
Pro Phe Tyr Asp 
200 



<210> 408 
<211> 201 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 408 

Met Gly lie Leu Asn Ser lie Ser Thr Pro Ala Asp Leu Lys Ala Leu 
15 10 15 

Asn Asp Glu Asp Leu Asp Ala Leu Ala Lys Glu lie Arg Thr Phe Leu 
20 25 30 

Val Asp Lys Val Ala Ala Thr Gly Gly His Leu Gly Pro Asn Leu Gly 
35 40 45 

Val Val Glu Leu Thr He Gly Leu His Arg Val Phe Asp Ser Pro Gin 
50 55 60 

Asp Pro He He Phe Asp Thr Ser His Gin Ser Tyr Val His Lys lie 
65 70 75 80 

Leu Thr Gly Arg Ala Lys Asp Phe Asp Ser Leu Arg Gin Lys Asp Gly 
85 90 95 

Leu Ser Gly Tyr Thr Cys Arg Ala Glu Ser Glu His Asp Trp Thr Glu 
100 105 HO 

Ser Ser His Ala Ser Ala Ala Leu Ser Tyr Ala Asp Gly Leu Ser Lys 
115 120 125 

Ala Lys Gin Leu Asp Gly Asp Thr Thr His Ser Val Val Ala Val Val 
130 135 140 

Gly Asp Gly Ala Leu Thr Gly Gly Met Cys Trp Glu Ala Leu Asn Asn 
145 150 155 160 

He Ala Ala Gly Lys Asp Arg Lys Val Val Val Val Val Asn Asp Asn 
165 170 175 

Gly Arg Ser Tyr Ser Pro Thr He Gly Gly Phe Ala Glu Asn Leu Ala 
180 185 190 

Gly Leu Arg Met Gin Pro Phe Tyr Asp 
195 200 



<210> 409 
<211> 2241 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (2218) 



703 
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<223> RXN00879 
<400> 409 

caccccaaag cccaatccaa aagatgtatt ttctaacaaa cttaccctca cgctacaaat 60 

atgctgtgcc cacacgctat tagtggcata atgttgtgtt gtg act get cgc aga 115 

Val Thr Ala Arg Arg 
1 5 

ttt ttg aat gaa etc gec gat etc tac ggc gta gca act tec tac act 163 
Phe Leu Asn Glu Leu Ala Asp Leu Tyr Gly Val Ala Thr Ser Tyr Thr 
10 15 20 

gat tac aaa ggt gee cat att gag gtc age gat gac aca tta gtg aaa 211 
Asp Tyr Lys Gly Ala His lie Glu Val Ser Asp Asp Thr Leu Val Lys 
25 30 35 

ate ctg cgt get ctg ggt gtg aat tta gat aca age aac etc ccc aac 259 
lie Leu Arg Ala Leu Gly Val Asn Leu Asp Thr Ser Asn Leu Pro Asn 
40 45 50 



gat gac get ate caa cgc caa att gee etc ttc cat gat cga gag ttc 
Asp Asp Ala He Gin Arg Gin He Ala Leu Phe His Asp Arg Glu Phe 
55 60 65 



gaa ttg gaa gac ggc acg cag egg gat gtt tct cag gtg gaa aac tgg 
Glu Leu Glu Asp Gly Thr Gin Arg Asp Val Ser Gin Val Glu Asn Trp 
105 HO 115 



ttc aat gat tta gga aac ttg gca agt gtg gtt gee cag gat gga gca 
Phe Asn Asp Leu Gly Asn Leu Ala Ser Val Val Ala Gin Asp Gly Ala 
200 205 210 



307 



act cgc cca ctg cct cca teg gtg gtt gca gtt gaa ggt gat gaa eta 355 

Thr Arg Pro Leu Pro Pro Ser Val Val Ala Val Glu Gly Asp Glu Leu 

70 75 80 85 

gtt ttc ccg gtg cat gtg cac gac ggt tec cct gca gat gtc cac ate 403 

Val Phe Pro Val His Val His Asp Gly Ser Pro Ala Asp Val His He 

90 95 100 



451 



aca gcg cca egg gaa att gat ggg att agg tgg ggc gag gca teg ttt 499 
Thr Ala Pro Arg Glu He Asp Gly He Arg Trp Gly Glu Ala Ser Phe 
120 125 130 

aag att cct ggt gat etc ccc ttg ggt tgg cac aag ctt cac ctt aaa 547 
Lys He Pro Gly Asp Leu Pro Leu Gly Trp His Lys Leu His Leu Lys 
135 140 145 

tec aat gaa cgc tea get gag tgc ggt ttg ate ate ace ccg get cgt 
Ser Asn Glu Arg Ser Ala Glu Cys Gly Leu He He Thr Pro Ala Arg 
150 155 160 165 

ctg tct act get gat aag tat ctt gat tec cct cgc agt ggt gtc atg 
Leu Ser Thr Ala Asp Lys Tyr Leu Asp Ser Pro Arg Ser Gly Val Met 
170 175 180 

gcg cag ate tac tct gtg cgt tec acg ttg teg tgg ggc atg ggt gat 691 
Ala Gin He Tyr Ser Val Arg Ser Thr Leu Ser Trp Gly Met Gly Asp 
185 190 195 



595 



643 



739 
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gac ttc ctg etc ate aac ccc atg cac get gca gag ccg ctg cct cct 787 

Asp Phe Leu Leu lie Asn Pro Met His Ala Ala Glu Pro Leu Pro Pro 
215 220 225 

act gag gac tct cct tat ctg ccc aca acc agg cgc ttt ate aac ccg 

Thr Glu Asp Ser Pro Tyr Leu Pro Thr Thr Arg Arg Phe lie Asn Pro 
230 235 240 245 

ate tac att egg gta gaa gat att ccg gag ttt aat cag ctt gag att 

lie Tyr He Arg Val Glu Asp He Pro Glu Phe Asn Gin Leu Glu He 
250 255 260 

gat eta cgc gat gat ate gca gag atg get gcg gaa ttc cgc gaa cgc 

Asp Leu Arg Asp Asp He Ala Glu Met Ala Ala Glu Phe Arg Glu Arg 

265 270 275 

aat ctg acc tea gac ate att gag cgc aat gac gtc tac get gca aag 
Asn Leu Thr Ser Asp He He Glu Arg Asn Asp Val Tyr Ala Ala Lys 
280 285 290 

ctt caa gtg ctg cgc gee att ttt gaa atg cct cgt tec age gaa cgt 1027 
Leu Gin Val Leu Arg Ala He Phe Glu Met Pro Arg Ser Ser Glu Arg 
295 300 305 



gaa gec aac ttt gtc tec ttc gtg caa egg gaa ggc caa ggt ctt att 
Glu Ala Asn Phe Val Ser Phe Val Gin Arg Glu Gly Gin Gly Leu He 
310 315 320 325 



835 



883 



S31 



979 



1075 



gat ttc gee acc tgg tgc gcg gac cgc gaa act gca cag tct gaa tct 1123 
Asp Phe Ala Thr Trp Cys Ala Asp Arg Glu Thr Ala Gin Ser Glu Ser 
330 335 340 

gtc cac gga act gag cca gac cgc gat gag ctg acc atg ttc tac atg 1171 
Val His Gly Thr Glu Pro Asp Arg Asp Glu Leu Thr Met Phe Tyr Met 
345 350 355 

tgg ttg cag tgg eta tgt gat gag cag ctg gcg gca get caa aag cgc 1219 
Trp Leu Gin Trp Leu Cys Asp Glu Gin Leu Ala Ala Ala Gin Lys Arg 
360 365 370 

get gtc gat gee gga atg teg ate ggc ate atg gca gac ctg gca gtt 1267 
Ala Val Asp Ala Gly Met Ser He Gly He Met Ala Asp Leu Ala Val 
375 380 385 

ggt gtg cat cca ggt ggt get gat gee cag aac etc age cac gta ctt 1315 
Gly Val His Pro Gly Gly Ala Asp Ala Gin Asn Leu Ser His Val Leu 
390 395 400 405 

get ccg gat gcg tea gtg ggc gee cca cca gat gga tac aac cag cag 1363 
Ala Pro Asp Ala Ser Val Gly Ala Pro Pro Asp Gly Tyr Asn Gin Gin 
410 415 420 

ggc caa gac tgg tec cag cca cca tgg cat cca gtg cgt ctt gca gag 1411 
Gly Gin Asp Trp Ser Gin Pro Pro Trp His Pro Val Arg Leu Ala Glu 
425 430 435 

gaa ggc tac att ccg tgg cgt aat ctg ctg cgc act gtg ctg cgt cac 1459 
Glu Gly Tyr lie Pro Trp Arg Asn Leu Leu Arg Thr Val Leu Arg His 
440 445 450 



tec ggc gga ate cgc gtg gac cac gtt ctt ggt ttg ttc agg etc ttt 



1507 



BGM26CP 



- 587- 



Ser Gly Gly lie Arg Val Asp His Val 
455 460 

gtc atg cca cgc atg caa tec cct get 
Val Met Pro Arg Met Gin Ser Pro Ala 
470 475 

gac cat aat gcg ttg gta ggc att eta 
Asp His Asn Ala Leu Val Gly lie Leu 
490 

ggc gec gtt gtc att ggt gaa gat ctg 
Gly Ala Val Val lie Gly Glu Asp Leu 
505 510 



Leu Gly Leu Phe Arg Leu Phe 
465 

acg ggc acc tat ate cgc ttc 1555 
Thr Gly Thr Tyr lie Arg Phe 
480 485 

gec eta gaa gca gaa etc gca 1603 
Ala Leu Glu Ala Glu Leu Ala 
495 500 

gga acg ttt gag cct tgg gta 1651 
Gly Thr Phe Glu Pro Trp Val 
515 



caa gat gca ttg get cag cgt ggc ate atg ggc acc teg ate eta tgg 1699 
Gin Asp Ala Leu Ala Gin Arg Gly lie Met Gly Thr Ser lie Leu Trp 
520 525 530 

ttc gag cat tec cca age cag ccg ggt cct cgc cgc cag gaa gag tat 1747 
Phe Glu His Ser Pro Ser Gin Pro Gly Pro Arg Arg Gin Glu Glu Tyr 
535 540 545 

cgt ccg ctg gec ttg acc act gtg acc act cat gat etc cct ccg act 17 95 
Arg Pro Leu Ala Leu Thr Thr Val Thr Thr His Asp Leu Pro Pro Thr 
550 555 560 565 

get ggt tat ttg gag ggc gag cac att get ctt cgt gag cga ttg ggg 1843 
Ala Gly Tyr Leu Glu Gly Glu His lie Ala Leu Arg Glu Arg Leu Gly 
570 575 580 



gtg etc aac act gat cct get gca gaa etc get gag gat ctg cag tgg 
Val Leu Asn Thr Asp Pro Ala Ala Glu Leu Ala Glu Asp Leu Gin Trp 
585 590 595 



1891 



caa gcg gag ate ctt gat gtc gca gca tct gee aac gca ttg cca gec 1939 
Gin Ala Glu lie Leu Asp Val Ala Ala Ser Ala Asn Ala Leu Pro Ala 
600 605 610 

egg gaa tac gtg gga etc gaa cgc gat cag cgc ggt gag ttg get gag 1987 
Arg Glu Tyr Val Gly Leu Glu Arg Asp Gin Arg Gly Glu Leu Ala Glu 
615 620 625 

ctg ttg gaa ggc ctg cac act ttc gtt gcg aaa acc cct tea gca ctg 2035 
Leu Leu Glu Gly Leu His Thr Phe Val Ala Lys Thr Pro Ser Ala Leu 
630 635 640 645 

acc tgt gtc tgc ttg gta gac atg gtc ggt gaa aag egg gca cag aat 2083 
Thr Cys Val Cys Leu Val Asp Met Val Gly Glu Lys Arg Ala Gin Asn 
650 655 660 



cag ccg ggc aca acg agg 
Gin Pro Gly Thr Thr Arg 
665 

tgt gac age gaa ggc aac 
Cys Asp Ser Glu Gly Asn 
680 

gag ctg tat cac cgt gtg 
Glu Leu Tyr His Arg Val 



gat atg tat ccc aac tgg 
Asp Met Tyr Pro Asn Trp 
670 

tec gtg etc att gaa teg 
Ser Val Leu lie Glu Ser 
685 

gca aag gca age aag cga 
Ala Lys Ala Ser Lys Arg 



tgt ate cca ctg 2131 
Cys lie Pro Leu 
675 

ctg cgt gaa aat 2179 

Leu Arg Glu Asn 

690 

gat taggtccget 2228 
Asp 
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695 700 705 

tcagttgtgg tgg 2241 



<210> 410 
<211> 706 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 410 

Val Thr Ala Arg Arg Phe Leu Asn Glu Leu Ala Asp Leu Tyr Gly Val 
15 10 15 

Ala Thr Ser Tyr Thr Asp Tyr Lys Gly Ala His lie Glu Val Ser Asp 
20 25 30 

Asp Thr Leu Val Lys lie Leu Arg Ala Leu Gly Val Asn Leu Asp Thr 
35 40 45 

Ser Asn Leu Pro Asn Asp Asp Ala lie Gin Arg Gin lie Ala Leu Phe 
50 55 60 

His Asp Arg Glu Phe Thr Arg Pro Leu Pro Pro Ser Val Val Ala Val 
65 70 75 80 

Glu Gly Asp Glu Leu Val Phe Pro Val His Val His Asp Gly Ser Pro 
85 90 95 

Ala Asp Val His lie Glu Leu Glu Asp Gly Thr Gin Arg Asp Val Ser 
100 105 110 

Gin Val Glu Asn Trp Thr Ala Pro Arg Glu lie Asp Gly lie Arg Trp 
115 120 125 

Gly Glu Ala Ser Phe Lys lie Pro Gly Asp Leu Pro Leu Gly Trp His 
130 135 140 

Lys Leu His Leu Lys Ser Asn Glu Arg Ser Ala Glu Cys Gly Leu lie 
145 150 155 160 

lie Thr Pro Ala Arg Leu Ser Thr Ala Asp Lys Tyr Leu Asp Ser Pro 
165 170 175 

Arg Ser Gly Val Met Ala Gin lie Tyr Ser Val Arg Ser Thr Leu Ser 
180 185 190 

Trp Gly Met Gly Asp Phe Asn Asp Leu Gly Asn Leu Ala Ser Val Val 
195 200 205 

Ala Gin Asp Gly Ala Asp Phe Leu Leu lie Asn Pro Met His Ala Ala 
210 215 220 

Glu Pro Leu Pro Pro Thr Glu Asp Ser Pro Tyr Leu Pro Thr Thr Arg 
225 230 235 240 

Arg Phe lie Asn Pro lie Tyr lie Arg Val Glu Asp lie Pro Glu Phe 
245 250 255 

Asn Gin Leu Glu lie Asp Leu Arg Asp Asp lie Ala Glu Met Ala Ala 
260 265 270 
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Glu Phe Arg Glu 
275 

Val Tyr Ala Ala 
290 

Arg Ser Ser Glu 
305 

Gly Gin Gly Leu 



Ala Gin Ser Glu 
340 

Thr Met Phe Tyr 
355 

Ala Ala Gin Lys 
370 

Ala Asp Leu Ala 
385 

Leu Ser His Val 



Gly Tyr Asn Gin 
420 

Val Arg Leu Ala 
435 

Thr Val Leu Arg 
450 

Leu Phe Arg Leu 
465 

Thr Tyr lie Arg 



Glu Ala Glu Leu 
500 

Phe Glu Pro Trp 
515 

Thr Ser lie Leu 
530 

Arg Gin Glu Glu 
545 

Asp Leu Pro Pro 



Arg Glu Arg Leu 
580 



Arg Asn Leu Thr 
280 

Lys Leu Gin Val 
295 

Arg Glu Ala Asn 
310 

lie Asp Phe Ala 
325 

Ser Val His Gly 



Met Trp Leu Gin 
360 

Arg Ala Val Asp 
375 

Val Gly Val His 
390 

Leu Ala Pro Asp 
405 

Gin Gly Gin Asp 



Glu Glu Gly Tyr 
440 

His Ser Gly Gly 
455 

Phe Val Met Pro 
470 

Phe Asp His Asn 
485 

Ala Gly Ala Val 



Val Gin Asp Ala 
520 

Trp Phe Glu His 
535 

Tyr Arg Pro Leu 
550 

Thr Ala Gly Tyr 
565 

Gly Val Leu Asn 



Ser Asp He He 



Leu Arg Ala He 
300 

Phe Val Ser Phe 
315 

Thr Trp Cys Ala 
330 

Thr Glu Pro Asp 
34 5 

Trp Leu Cys Asp 



Ala Gly Met Ser 
380 

Pro Gly Gly Ala 
395 

Ala Ser Val Gly 

410 

Trp Ser Gin Pro 
425 

He Pro Trp Arg 



He Arg Val Asp 
460 

Arg Met Gin Ser 
475 

Ala Leu Val Gly 
490 

Val He Gly Glu 
505 

Leu Ala Gin Arg 



Ser Pro Ser Gin 
540 

Ala Leu Thr Thr 

555 

Leu Glu Gly Glu 
570 

Thr Asp Pro Ala 
585 



Glu Arg Asn Asp 
285 

Phe Glu Met Pro 



Val Gin Arg Glu 
320 

Asp Arg Glu Thr 
335 

Arg Asp Glu Leu 
350 

Glu Gin Leu Ala 

3 65 

He Gly He Met 



Asp Ala Gin Asn 
400 

Ala Pro Pro Asp 
415 

Pro Trp His Pro 
430 

Asn Leu Leu Arg 
445 

His Val Leu Gly 



Pro Ala Thr Gly 
480 

He Leu Ala Leu 
495 

Asp Leu Gly Thr 
510 

Gly He Met Gly 
525 

Pro Gly Pro Arg 



Val Thr Thr His 
560 

His He Ala Leu 
575 

Ala Glu Leu Ala 
590 
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Glu Asp Leu Gin 
595 

Asn Ala Leu Pro 
610 

Gly Glu Leu Ala 
625 

Thr Pro Ser Ala 



Lys Arg Ala Gin 
660 

Trp Cys lie Pro 
675 

Ser Leu Arg Glu 
690 

Arg Asp 
705 



Trp Gin Ala Glu 
600 

Ala Arg Glu Tyr 
615 

Glu Leu Leu Glu 
630 

Leu Thr Cys Val 
645 

Asn Gin Pro Gly 



Leu Cys Asp Ser 
680 

Asn Glu Leu Tyr 
695 



lie Leu Asp Val 



Val Gly Leu Glu 
620 

Gly Leu His Thr 
635 

Cys Leu Val Asp 
650 

Thr Thr Arg Asp 
665 

Glu Gly Asn Ser 



His Arg Val Ala 
700 



Ala Ala Ser Ala 
605 

Arg Asp Gin Arg 



Phe Val Ala Lys 
640 

Met Val Gly Glu 
655 

Met Tyr Pro Asn 
670 

Val Leu lie Glu 
685 

Lys Ala Ser Lys 



<210> 411 
<211> 2223 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (2200) 
<223> FRXA00879 

<400> 411 

aaaagatgta ttttctaaca aacttaccct cacgctacaa atatgctgtg cccacacgct 60 

attagtggca taatgttgtg ttgtgactgc tcgcagattt ttg aat gaa etc gec 115 

Leu Asn Glu Leu Ala 
1 5 



gat etc tac ggc gta gca act tec tac act gat tac aaa ggt gec cat 
Asp Leu Tyr Gly Val Ala Thr Ser Tyr Thr Asp Tyr Lys Gly Ala His 
10 15 20 



163 



att gag gtc age gat gac aca tta gtg aaa ate ctg cgt get ctg ggt 211 
lie Glu Val Ser Asp Asp Thr Leu Val Lys lie Leu Arg Ala Leu Gly 
25 30 35 

gtg aat tta gat aca age aac etc ccc aac gat gac get ate caa cgc 259 
Val Asn Leu Asp Thr Ser Asn Leu Pro Asn Asp Asp Ala lie Gin Arg 
40 45 50 

caa att gee etc ttc cat gat cga gag ttc act cgc cca ctg cct cca 307 
Gin lie Ala Leu Phe His Asp Arg Glu Phe Thr Arg Pro Leu Pro Pro 
55 60 65 

teg gtg gtt gca gtt gaa ggt gat gaa eta gtt ttc ccg gtg cat gtg 355 
Ser Val Val Ala Val Glu Gly Asp Glu Leu Val Phe Pro Val His Val 
70 75 80 85 
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cac gac ggt tec cct gca gat gtc cac ate gaa ttg gaa gac ggc acg 403 
His Asp Gly Ser Pro Ala Asp Val His He Glu Leu Glu Asp Gly Thr 
90 95 100 

cag egg gat gtt tct cag gtg gaa aac tgg aca gcg cca egg gaa att 
Gin Arg Asp Val Ser Gin Val Glu Asn Trp Thr Ala Pro Arg Glu He 
105 HO 115 

gat ggg att agg tgg ggc gag gca teg ttt aag att cct ggt gat etc 
Asp Gly He Arg Trp Gly Glu Ala Ser Phe Lys He Pro Gly Asp Leu 
120 125 130 

ccc ttg ggt tgg cac aag ctt cac ctt aaa tec aat gaa cgc tea get 
Pro Leu Gly Trp His Lys Leu His Leu Lys Ser Asn Glu Arg Ser Ala 
135 140 145 

gag tgc ggt ttg ate ate ace ccg get cgt ctg tct act get gat aag 
Glu Cys Gly Leu He He Thr Pro Ala Arg Leu Ser Thr Ala Asp Lys 
150 155 160 165 

tat ctt gat tec cct cgc agt ggt gtc atg gcg cag ate tac tct gtg 
Tyr Leu Asp Ser Pro Arg Ser Gly Val Met Ala Gin He Tyr Ser Val 
170 175 180 

cgt tec acg ttg teg tgg ggc atg ggt gat ttc aat gat tta gga aac 
Arg Ser Thr Leu Ser Trp Gly Met Gly Asp Phe Asn Asp Leu Gly Asn 
185 190 195 

ttg gca agt gtg gtt gec cag gat gga gca gac ttc ctg etc ate aac 739 
Leu Ala Ser Val Val Ala Gin Asp Gly Ala Asp Phe Leu Leu He Asn 
200 205 210 

ccc atg cac get gca gag ccg ctg cct cct act gag gac tct cct tat 787 
Pro Met His Ala Ala Glu Pro Leu Pro Pro Thr Glu Asp Ser Pro Tyr 
215 220 225 



ctg ccc aca ace agg cgc ttt ate aac ccg ate tac att egg gta gaa 

Leu Pro Thr Thr Arg Arg Phe He Asn Pro He Tyr He Arg Val Glu 

230 235 240 245 

gat att ccg gag ttt aat cag ctt gag att gat eta cgc gat gat ate 

Asp He Pro Glu Phe Asn Gin Leu Glu He Asp Leu Arg Asp Asp He 

250 255 260 

gca gag atg get gcg gaa ttc cgc gaa cgc aat ctg acc tea gac ate 

Ala Glu Met Ala Ala Glu Phe Arg Glu Arg Asn Leu Thr Ser Asp He 

265 270 275 

att gag cgc aat gac gtc tac get gca aag ctt caa gtg ctg cgc gec 

He Glu Arg Asn Asp Val Tyr Ala Ala Lys Leu Gin Val Leu Arg Ala 

280 285 290 

att ttt gaa atg cct cgt tec age gaa cgt gaa gec aac ttt gtc tec 

He Phe Glu Met Pro Arg Ser Ser Glu Arg Glu Ala Asn Phe Val Ser 
295 300 305 

ttc gtg caa egg gaa ggc caa ggt ctt att gat ttc gec acc tgg tgc 

Phe Val Gin Arg Glu Gly Gin Gly Leu He Asp Phe Ala Thr Trp Cys 

310 315 320 325 



451 



499 



547 



595 



643 



691 



835 



*83 



931 



979 



1027 



1075 
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gcg gac cgc gaa act gca cag tct gaa tct gtc cac gga act gag cca 1123 
Ala Asp Arg Glu Thr Ala Gin Ser Glu Ser Val His Gly Thr Glu Pro 
330 335 340 

gac cgc gat gag ctg acc atg ttc tac atg tgg ttg cag tgg eta tgt 1171 
Asp Arg Asp Glu Leu Thr Met Phe Tyr Met Trp Leu Gin Trp Leu Cys 
345 350 355 

gat gag cag ctg gcg gca get caa aag cgc get gtc gat gec gga atg 1219 
Asp Glu Gin Leu Ala Ala Ala Gin Lys Arg Ala Val Asp Ala Gly Met 
360 365 370 

teg ate ggc ate atg gca gac ctg gca gtt ggt gtg cat cca ggt ggt 1267 
Ser lie Gly He Met Ala Asp Leu Ala Val Gly Val His Pro Gly Gly 
375 380 385 

get gat gec cag aac etc age cac gta ctt get ccg gat gcg tea gtg 1315 
Ala Asp Ala Gin Asn Leu Ser His Val Leu Ala Pro Asp Ala Ser Val 
390 395 400 405 

ggc gec cca cca gat gga tac aac cag cag ggc caa gac tgg tec cag 1363 
Gly Ala Pro Pro Asp Gly Tyr Asn Gin Gin Gly Gin Asp Trp Ser Gin 
410 415 420 

cca cca tgg cat cca gtg cgt ctt gca gag gaa ggc tac att ccg tgg 1411 
Pro Pro Trp His Pro Val Arg Leu Ala Glu Glu Gly Tyr He Pro Trp 
425 430 435 

cgt aat ctg ctg cgc act gtg ctg cgt cac tec ggc gga ate cgc gtg 1459 
Arg Asn Leu Leu Arg Thr Val Leu Arg His Ser Gly Gly He Arg Val 
440 445 450 

gac cac gtt ctt ggt ttg ttc agg etc ttt gtc atg cca cgc atg caa 1507 
Asp His Val Leu Gly Leu Phe Arg Leu Phe Val Met Pro Arg Met Gin 
455 460 465 

tec cct get acg ggc acc tat ate cgc ttc gac cat aat gcg ttg gta 1555 
Ser Pro Ala Thr Gly Thr Tyr He Arg Phe Asp His Asn Ala Leu Val 
470 475 480 485 



ggc att eta gec eta gaa gca gaa etc gca ggc gec gtt gtc att ggt 
Gly He Leu Ala Leu Glu Ala Glu Leu Ala Gly Ala Val Val He Gly 
490 495 500 



1603 



gaa gat ctg gga acg ttt gag cct tgg gta caa gat gca ttg get cag 1651 

Glu Asp Leu Gly Thr Phe Glu Pro Trp Val Gin Asp Ala Leu Ala Gin 
505 510 515 

cgt ggc ate atg ggc acc teg ate eta tgg ttc gag cat tec cca age 1699 

Arg Gly He Met Gly Thr Ser He Leu Trp Phe Glu His Ser Pro Ser 
520 525 530 

cag ccg ggt cct cgc cgc cag gaa gag tat cgt ccg ctg gee ttg acc 1747 

Gin Pro Gly Pro Arg Arg Gin Glu Glu Tyr Arg Pro Leu Ala Leu Thr 
535 540 545 

act gtg acc act cat gat etc cct ccg act get ggt tat ttg gag ggc 17 95 

Thr Val Thr Thr His Asp Leu Pro Pro Thr Ala Gly Tyr Leu Glu Gly 

550 555 560 565 



gag cac att get ctt cgt gag cga ttg ggg gtg etc aac act gat cct 



1843 
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Glu His He Ala Leu Arg Glu Arg Leu Gly Val Leu Asn Thr Asp Pro 
570 575 580 

get gca gaa etc get gag gat ctg cag tgg caa gcg gag ate ctt gat 
Ala Ala Glu Leu Ala Glu Asp Leu Gin Trp Gin Ala Glu He Leu Asp 
585 590 595 

gtc gca gca tct gee aac gca ttg cca gee egg gaa tac gtg gga etc 
Val Ala Ala Ser Ala Asn Ala Leu Pro Ala Arg Glu Tyr Val Gly Leu 
600 605 610 

gaa cgc gat cag cgc ggt gag ttg get gag ctg ttg gaa ggc ctg cac 
Glu Arg Asp Gin Arg Gly Glu Leu Ala Glu Leu Leu Glu Gly Leu His 
615 620 625 

act ttc gtt gcg aaa ace cct tea gca ctg acc tgt gtc tgc ttg gta 
Thr Phe Val Ala Lys Thr Pro Ser Ala Leu Thr Cys Val Cys Leu Val 
630 635 640 645 



tec gtg etc att gaa teg ctg cgt gaa aat gag ctg tat cac cgt gtg 
Ser Val Leu He Glu Ser Leu Arg Glu Asn Glu Leu Tyr His Arg Val 
680 685 690 



1891 



1939 



1987 



2035 



2083 



gac atg gtc ggt gaa aag egg gca cag aat cag ccg ggc aca acg agg 

Asp Met Val Gly Glu Lys Arg Ala Gin Asn Gin Pro Gly Thr Thr Arg 

650 655 660 

gat atg tat ccc aac tgg tgt ate cca ctg tgt gac age gaa ggc aac 2131 

Asp Met Tyr Pro Asn Trp Cys He Pro Leu Cys Asp Ser Glu Gly Asn 

665 670 675 



2179 



gca aag gca age aag cga gat taggtccget tcagttgtgg tgg 2223 
Ala Lys Ala Ser Lys Arg Asp 
695 700 



<210> 412 
<211> 700 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 412 

Leu Asn Glu Leu Ala Asp Leu Tyr Gly Val Ala Thr Ser Tyr Thr Asp 
15 10 15 

Tyr Lys Gly Ala His He Glu Val Ser Asp Asp Thr Leu Val Lys He 
20 25 30 

Leu Arg Ala Leu Gly Val Asn Leu Asp Thr Ser Asn Leu Pro Asn Asp 
35 40 45 

Asp Ala He Gin Arg Gin He Ala Leu Phe His Asp Arg Glu Phe Thr 
50 55 60 

Arg Pro Leu Pro Pro Ser Val Val Ala Val Glu Gly Asp Glu Leu Val 
65 70 75 80 

Phe Pro Val His Val His Asp Gly Ser Pro Ala Asp Val His He Glu 
85 90 95 

Leu Glu Asp Gly Thr Gin Arg Asp Val Ser Gin Val Glu Asn Trp Thr 
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100 



105 



110 



Ala Pro Arg Glu lie Asp Gly lie Arg Trp Gly Glu Ala Ser Phe Lys 
115 120 125 

lie Pro Gly Asp Leu Pro Leu Gly Trp His Lys Leu His Leu Lys Ser 
130 135 140 

Asn Glu Arg Ser Ala Glu Cys Gly Leu lie lie Thr Pro Ala Arg Leu 
145 150 155 160 

Ser Thr Ala Asp Lys Tyr Leu Asp Ser Pro Arg Ser Gly Val Met Ala 
165 170 175 

Gin lie Tyr Ser Val Arg Ser Thr Leu Ser Trp Gly Met Gly Asp Phe 
180 185 190 

Asn Asp Leu Gly Asn Leu Ala Ser Val Val Ala Gin Asp Gly Ala Asp 
195 200 205 

Phe Leu Leu He Asn Pro Met His Ala Ala Glu Pro Leu Pro Pro Thr 
210 215 220 

Glu Asp Ser Pro Tyr Leu Pro Thr Thr Arg Arg Phe He Asn Pro He 
225 230 235 240 

Tyr He Arg Val Glu Asp He Pro Glu Phe Asn Gin Leu Glu He Asp 
245 250 255 

Leu Arg Asp Asp He Ala Glu Met Ala Ala Glu Phe Arg Glu Arg Asn 
260 265 270 

Leu Thr Ser Asp He He Glu Arg Asn Asp Val Tyr Ala Ala Lys Leu 
275 280 285 

Gin Val Leu Arg Ala He Phe Glu Met Pro Arg Ser Ser Glu Arg Glu 
290 295 300 

Ala Asn Phe Val Ser Phe Val Gin Arg Glu Gly Gin Gly Leu He Asp 
305 310 315 320 

Phe Ala Thr Trp Cys Ala Asp Arg Glu Thr Ala Gin Ser Glu Ser Val 
325 330 335 

His Gly Thr Glu Pro Asp Arg Asp Glu Leu Thr Met Phe Tyr Met Trp 
340 345 350 

Leu Gin Trp Leu Cys Asp Glu Gin Leu Ala Ala Ala Gin Lys Arg Ala 
355 360 365 

Val Asp Ala Gly Met Ser He Gly He Met Ala Asp Leu Ala Val Gly 
370 375 380 

Val His Pro Gly Gly Ala Asp Ala Gin Asn Leu Ser His Val Leu Ala 
385 390 395 400 

Pro Asp Ala Ser Val Gly Ala Pro Pro Asp Gly Tyr Asn Gin Gin Gly 



405 



410 



415 



Gin Asp Trp Ser Gin Pro Pro Trp His Pro Val Arg Leu Ala Glu Glu 
420 425 430 
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Gly Tyr lie Pro Trp Arg Asn Leu Leu Arg Thr Val Leu Arg His Ser 
435 440 445 

Gly Gly He Arg Val Asp His Val Leu Gly Leu Phe Arg Leu Phe Val 
450 455 460 

Met Pro Arg Met Gin Ser Pro Ala Thr Gly Thr Tyr He Arg Phe Asp 
465 470 475 480 

His Asn Ala Leu Val Gly He Leu Ala Leu Glu Ala Glu Leu Ala Gly 
485 490 495 

Ala Val Val He Gly Glu Asp Leu Gly Thr Phe Glu Pro Trp Val Gin 
500 505 510 

Asp Ala Leu Ala Gin Arg Gly He Met Gly Thr Ser He Leu Trp Phe 
515 520 525 

Glu His Ser Pro Ser Gin Pro Gly Pro Arg Arg Gin Glu Glu Tyr Arg 
530 535 540 

Pro Leu Ala Leu Thr Thr Val Thr Thr His Asp Leu Pro Pro Thr Ala 
545 550 555 560 

Gly Tyr Leu Glu Gly Glu His He Ala Leu Arg Glu Arg Leu Gly Val 
565 570 575 

Leu Asn Thr Asp Pro Ala Ala Glu Leu Ala Glu Asp Leu Gin Trp Gin 
580 585 590 

Ala Glu He Leu Asp Val Ala Ala Ser Ala Asn Ala Leu Pro Ala Arg 
595 600 605 

Glu Tyr Val Gly Leu Glu Arg Asp Gin Arg Gly Glu Leu Ala Glu Leu 
610 615 620 

Leu Glu Gly Leu His Thr Phe Val Ala Lys Thr Pro Ser Ala Leu Thr 
625 630 635 640 

Cys Val Cys Leu Val Asp Met Val Gly Glu Lys Arg Ala Gin Asn Gin 
645 650 655 

Pro Gly Thr Thr Arg Asp Met Tyr Pro Asn Trp Cys He Pro Leu Cys 
660 665 670 

Asp Ser Glu Gly Asn Ser Val Leu He Glu Ser Leu Arg Glu Asn Glu 
675 680 685 

Leu Tyr His Arg Val Ala Lys Ala Ser Lys Arg Asp 
690 695 700 



<210> 413 
<211> 1287 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1264) 
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<223> RXN00043 
<400> 413 

aacagcaggc ctcaagtccg aagataatta acctaaatcc gtagacataa gacatcatac 60 

gtcctatgct tgctggaagg aagcaaataa cctcagaaag atg gca gaa gtg gtg 115 

Met Ala Glu Val Val 
1 5 

cat tat caa gaa aat gca ggt caa gca gtt aaa aaa att gaa gga aga 163 
His Tyr Gin Glu Asn Ala Gly Gin Ala Val Lys Lys lie Glu Gly Arg 
10 15 20 

att gtt acc ccc cac ggg gtg att gat ggc ttt etc caa etc gaa aac 211 
lie Val Thr Pro His Gly Val lie Asp Gly Phe Leu Gin Leu Glu Asn 
25 30 35 



ggc ate ate acg gaa etc tct gga gaa cca gca cct aaa aac gca gga 
Gly He He Thr Glu Leu Ser Gly Glu Pro Ala Pro Lys Asn Ala Gly 
40 45 50 



70 



gcg agg aat gee gcg cag tat cac cgc gaa cat ggc acg acc gtg atg 
Ala Arg Asn Ala Ala Gin Tyr His Arg Glu His Gly Thr Thr Val Met 
90 95 100 



gaa aac ctt att ccc ttg tgt gaa gag ggc ctg ctg tgc ggc att cac 

Glu Asn Leu He Pro Leu Cys Glu Glu Gly Leu Leu Cys Gly He His 
120 125 130 

etc gag ggt cct ttc ate aac gca tgc cgt tgt ggt get caa aac ccg 

Leu Glu Gly Pro Phe He Asn Ala Cys Arg Cys Gly Ala Gin Asn Pro 

135 140 145 

gat ttt att ttt ccc ggc aac cca aca gat ctt gec cag gtg ate cat 

Asp Phe He Phe Pro Gly Asn Pro Thr Asp Leu Ala Gin Val He His 
150 



155 160 165 



gcg gga aaa ggt tgg ate aaa teg ate aca gta gcg ccg gaa act gac 

Ala Gly Lys Gly Trp He Lys Ser He Thr Val Ala Pro Glu Thr Asp 

170 175 180 

aat ctt act gag ctt etc gat etc tgc gca gcg cac cac ate att get 

Asn Leu Thr Glu Leu Leu Asp Leu Cys Ala Ala His His He He Ala 

185 190 195 

tec ttc ggg cac act gat gca gat ttt gat acc act acc age gca att 

Ser Phe Gly His Thr Asp Ala Asp Phe Asp Thr Thr Thr Ser Ala He 

200 205 210 



259 



307 



ttc cac ccc gaa etc ccc acg att gtt ccc agt ttt att gat ctt cat 

Phe His Pro Glu Leu Pro Thr He Val Pro Ser Phe He Asp Leu His 
55 60 65 

aat cac ggt gga aac ggt ggc gcg ttt cct acg gga acg cag gac cag 355 

Asn His Gly Gly Asn Gly Gly Ala Phe Pro Thr Gly Thr Gin Asp Gin 

75 80 85 



403 



ttg gca age atg gtt teg gcg ccg get gac gca ctg gca gcg cag gtg 451 
Leu Ala Ser Met Val Ser Ala Pro Ala Asp Ala Leu Ala Ala Gin Val 
105 HO H5 



499 



547 



595 



643 



691 



739 
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gcc ttg get aaa gag aaa aat gtg acg gtc acg get acg cat ttg ttc 
Ala Leu Ala Lys Glu Lys Asn Val Thr Val Thr Ala Thr His Leu Phe 
215 220 225 

aat gcg atg cct ccg ctg cat cat agg gat ccc ggc age gtg ggc get 
Asn Ala Met Pro Pro Leu His His Arg Asp Pro Gly Ser Val Gly Ala 
230 235 240 245 

ttg ctt get gcg gca cgt gec ggg gac gca tat gtt gag ttg ate gee 
Leu Leu Ala Ala Ala Arg Ala Gly Asp Ala Tyr Val Glu Leu lie Ala 
250 255 260 



gat cac gaa ate gtt aaa tec aac cct gta aat ttt gtg gtc ttt gac 
Asp His Glu lie Val Lys Ser Asn Pro Val Asn Phe Val Val Phe Asp 
360 365 370 

tea aac ggc cag tta caa cag gtc cat tta gac cat caa gta att 
Ser Asn Gly Gin Leu Gin Gin Val His Leu Asp His Gin Val lie 
375 380 385 



787 



835 



883 



gac ggc gtg cat ttg gee gat gga acg gtc gat eta get cgt tec aac 931 
Asp Gly Val His Leu Ala Asp Gly Thr Val Asp Leu Ala Arg Ser Asn 
265 270 275 

aac gec ttt ttc ate acg gac gec atg gaa gee gec gga atg cca gac 979 
Asn Ala Phe Phe He Thr Asp Ala Met Glu Ala Ala Gly Met Pro Asp 
280 285 290 

ggt gag tac att ttg ggc gtt ttg aac gtc ace gtc acc gat ggc gtc 
Gly Glu Tyr He Leu Gly Val Leu Asn Val Thr Val Thr Asp Gly Val 
295 300 305 

gec cgt ctg cgc gat ggc ggc gec ate gee ggg ggt acc age aca eta 
Ala Arg Leu Arg Asp Gly Gly Ala He Ala Gly Gly Thr Ser Thr Leu 
310 315 320 325 

gcg agt cag ttc gtg cac cac gtg cgc agg ggt atg acg ctt ate gac 1123 
Ala Ser Gin Phe Val His His Val Arg Arg Gly Met Thr Leu He Asp 
330 335 340 

gcg acc etc cac acc tea acc gtc gee gee aaa att etc gga ctt age 1171 
Ala Thr Leu His Thr Ser Thr Val Ala Ala Lys He Leu Gly Leu Ser 
345 350 355 



1027 



1075 



1219 



1264 



taaatacgag caaaactttc ctg 1287 



<210> 414 
<211> 388 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 414 

Met Ala Glu Val Val His Tyr Gin Glu Asn Ala Gly Gin Ala Val Lys 
15 10 15 

Lys He Glu Gly Arg He Val Thr Pro His Gly Val He Asp Gly Phe 
20 25 30 

Leu Gin Leu Glu Asn Gly He He Thr Glu Leu Ser Gly Glu Pro Ala 
35 40 45 
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Pro Lys Asn Ala 
50 

Phe lie Asp Leu 
65 

Gly Thr Gin Asp 



Gly Thr Thr Val 
100 

Leu Ala Ala Gin 
115 

Leu Cys Gly lie 
130 

Gly Ala Gin Asn 
145 

Ala Gin Val lie 



Ala Pro Glu Thr 
180 

His His lie He 
195 

Thr Thr Ser Ala 
210 

Ala Thr His Leu 
225 

Gly Ser Val Gly 



Val Glu Leu He 
260 

Leu Ala Arg Ser 
275 

Ala Gly Met Pro 
290 

Val Thr Asp Gly 
305 

Gly Thr Ser Thr 



Met Thr Leu He 
340 

He Leu Gly Leu 

355 



Gly Phe His Pro 
55 

His Asn His Gly 
70 

Gin Ala Arg Asn 
85 

Met Leu Ala Ser 



Val Glu Asn Leu 
120 

His Leu Glu Gly 
135 

Pro Asp Phe He 
150 

His Ala Gly Lys 
165 

Asp Asn Leu Thr 



Ala Ser Phe Gly 
200 

He Ala Leu Ala 
215 

Phe Asn Ala Met 
230 

Ala Leu Leu Ala 
245 

Ala Asp Gly Val 



Asn Asn Ala Phe 
280 

Asp Gly Glu Tyr 
295 

Val Ala Arg Leu 
310 

Leu Ala Ser Gin 
325 

Asp Ala Thr Leu 



Ser Asp His Glu 
360 



Glu Leu Pro Thr 
60 

Gly Asn Gly Gly 
75 

Ala Ala Gin Tyr 
90 

Met Val Ser Ala 
105 

He Pro Leu Cys 



Pro Phe He Asn 
140 

Phe Pro Gly Asn 
155 

Gly Trp He Lys 
170 

Glu Leu Leu Asp 
185 

His Thr Asp Ala 



Lys Glu Lys Asn 
220 

Pro Pro Leu His 
235 

Ala Ala Arg Ala 
250 

His Leu Ala Asp 
265 

Phe He Thr Asp 



He Leu Gly Val 
300 

Arg Asp Gly Gly 
315 

Phe Val His His 
330 

His Thr Ser Thr 
345 

He Val Lys Ser 



He Val Pro Ser 



Ala Phe Pro Thr 
80 

His Arg Glu His 
95 

Pro Ala Asp Ala 
110 

Glu Glu Gly Leu 
125 

Ala Cys Arg Cys 



Pro Thr Asp Leu 
160 

Ser He Thr Val 
175 

Leu Cys Ala Ala 
190 

Asp Phe Asp Thr 
205 

Val Thr Val Thr 



His Arg Asp Pro 
240 

Gly Asp Ala Tyr 
255 

Gly Thr Val Asp 
270 

Ala Met Glu Ala 
285 

Leu Asn Val Thr 



Ala He Ala Gly 
320 

Val Arg Arg Gly 
335 

Val Ala Ala Lys 
350 

Asn Pro Val Asn 
365 



BGM26CP 



- 599- 



Phe Val Val Phe Asp Ser Asn Gly Gin Leu Gin Gin Val His Leu Asp 
370 375 380 



His Gin Val lie 
385 



<210> 415 
<211> 1287 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1264) 
<223> FRXA00043 

<400> 415 

aacagcaggc ctcaagtccg aagataatta acctaaatcc gtagacataa gacatcatac 60 

gtcctatgct tgctggaagg aagcaaataa cctcagaaag atg gca gaa gtg gtg 115 

Met Ala Glu Val Val 

1 5 

cat tat caa gaa aat gca ggt caa gca gtt aaa aaa att gaa gga aga 163 

His Tyr Gin Glu Asn Ala Gly Gin Ala Val Lys Lys lie Glu Gly Arg 
10 15 20 

att gtt acc ccc cac ggg gtg att gat ggc ttt etc caa etc gaa aac 211 
lie Val Thr Pro His Gly Val lie Asp Gly Phe Leu Gin Leu Glu Asn 
25 30 35 

ggc ate ate acg gaa etc tct gga gaa cca gca cct aaa aac gca gga 259 
Gly lie lie Thr Glu Leu Ser Gly Glu Pro Ala Pro Lys Asn Ala Gly 
40 45 50 

ttc cac ccc gaa etc ccc acg att gtt ccc agt ttt att gat ctt cat 307 
Phe His Pro Glu Leu Pro Thr lie Val Pro Ser Phe lie Asp Leu His 
55 60 65 

aat cac ggt gga aac ggt ggc gcg ttt cct acg gga acg cag gac cag 355 
Asn His Gly Gly Asn Gly Gly Ala Phe Pro Thr Gly Thr Gin Asp Gin 
70 75 80 85 

gcg agg aat gec gcg cag tat cac cgc gaa cat ggc acg acc gtg atg 403 
Ala Arg Asn Ala Ala Gin Tyr His Arg Glu His Gly Thr Thr Val Met 
90 95 100 

ttg gca age atg gtt teg gcg ccg get gac gca ctg gca gcg cag gtg 451 
Leu Ala Ser Met Val Ser Ala Pro Ala Asp Ala Leu Ala Ala Gin Val 
105 110 115 

gaa aac ctt att ccc ttg tgt gaa gag ggc ctg ctg tgc ggc att cac 4 99 
Glu Asn Leu lie Pro Leu Cys Glu Glu Gly Leu Leu Cys Gly lie His 
120 125 130 

etc gag ggt cct ttc ate aac gca tgc cgt tgt ggt get caa aac ccg 547 
Leu Glu Gly Pro Phe lie Asn Ala Cys Arg Cys Gly Ala Gin Asn Pro 
135 140 145 



gat ttt att ttt ccc ggc aac cca aca gat ctt gec cag gtg ate cat 595 
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Asp Phe lie Phe Pro Gly Asn Pro Thr Asp Leu Ala Gin Val lie His 
150 155 160 165 

gcg gga aaa ggt tgg ate aaa teg ate aca gta gcg ccg gaa act gac 
Ala Gly Lys Gly Trp He Lys Ser He Thr Val Ala Pro Glu Thr Asp 
170 175 180 

aat ctt act gag ctt etc gat etc tgc gca gcg cac cac ate att get 
Asn Leu Thr Glu Leu Leu Asp Leu Cys Ala Ala His His He He Ala 
185 190 195 

tec ttc ggg cac act gat gca gat ttt gat acc act acc age gca att 
Ser Phe Gly His Thr Asp Ala Asp Phe Asp Thr Thr Thr Ser Ala He 
200 205 210 

gee ttg get aaa gag aaa aat gtg acg gtc acg get acg cat ttg ttc 
Ala Leu Ala Lys Glu Lys Asn Val Thr Val Thr Ala Thr His Leu Phe 
215 220 225 

aat gcg atg cct ccg ctg cat cat agg gat ccc ggc age gtg ggc get 
Asn Ala Met Pro Pro Leu His His Arg Asp Pro Gly Ser Val Gly Ala 
230 235 240 245 

ttg ctt get gcg gca cgt gee ggg gac gca tat gtt gag ttg ate gee 
Leu Leu Ala Ala Ala Arg Ala Gly Asp Ala Tyr Val Glu Leu He Ala 
250 255 260 



aac gee ttt ttc ate acg gac gee atg gaa gee gec gga atg cca gac 
Asn Ala Phe Phe He Thr Asp Ala Met Glu Ala Ala Gly Met Pro Asp 
280 285 290 



310 



315 320 325 



gcg 



gat cac gaa ate gtt aaa tec aac cct gta aat ttt gtg gtc ttt gac 

Asp His Glu He Val Lys Ser Asn Pro Val Asn Phe Val Val Phe Asp 
360 365 370 

tea aac ggc cag tta caa cag gtc cat tta gac cat caa gta att 

Ser Asn Gly Gin Leu Gin Gin Val His Leu Asp His Gin Val He 

375 380 385 

taaatacgag caaaactttc ctg 



643 



691 



739 



787 



835 



883 



gac ggc gtg cat ttg gee gat gga acg gtc gat eta get cgt tec aac 931 
Asp Gly Val His Leu Ala Asp Gly Thr Val Asp Leu Ala Arg Ser Asn 
265 270 275 



979 



ggt gag tac att ttg ggc gtt ttg aac gtc acc gtc acc gat ggc gtc 1027 
Gly Glu Tyr He Leu Gly Val Leu Asn Val Thr Val Thr Asp Gly Val 
295 300 305 

gee cgt ctg cgc gat ggc ggc gec ate gec ggg ggt acc age aca eta 1075 
Ala Arg Leu Arg Asp Gly Gly Ala He Ala Gly Gly Thr Ser Thr Leu 



gcg agt cag ttc gtg cac cac gtg cgc agg ggt atg acg ctt ate gac 1123 
Ala Ser Gin Phe Val His His Val Arg Arg Gly Met Thr Leu He Asp 
330 335 340 



acc etc cac acc tea acc gtc gee gee aaa att etc gga ctt age 1171 
Ala Thr Leu His Thr Ser Thr Val Ala Ala Lys He Leu Gly Leu Ser 
345 350 355 



1219 



1264 



1287 
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<210> 416 
<211> 388 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 416 

Met Ala Glu Val Val His Tyr Gin Glu Asn Ala Gly Gin Ala Val Lys 
15 10 15 

Lys He Glu Gly Arg He Val Thr Pro His Gly Val He Asp Gly Phe 
20 25 30 

Leu Gin Leu Glu Asn Gly He He Thr Glu Leu Ser Gly Glu Pro Ala 
35 40 45 

Pro Lys Asn Ala Gly Phe His Pro Glu Leu Pro Thr He Val Pro Ser 
50 55 60 

Phe He Asp Leu His Asn His Gly Gly Asn Gly Gly Ala Phe Pro Thr 
65 70 75 80 

Gly Thr Gin Asp Gin Ala Arg Asn Ala Ala Gin Tyr His Arg Glu His 
85 90 95 

Gly Thr Thr Val Met Leu Ala Ser Met Val Ser Ala Pro Ala Asp Ala 
100 105 HO 

Leu Ala Ala Gin Val Glu Asn Leu He Pro Leu Cys Glu Glu Gly Leu 
115 120 125 

Leu Cys Gly He His Leu Glu Gly Pro Phe He Asn Ala Cys Arg Cys 
130 135 140 

Gly Ala Gin Asn Pro Asp Phe He Phe Pro Gly Asn Pro Thr Asp Leu 
145 150 155 160 

Ala Gin Val He His Ala Gly Lys Gly Trp He Lys Ser He Thr Val 
165 170 175 

Ala Pro Glu Thr Asp Asn Leu Thr Glu Leu Leu Asp Leu Cys Ala Ala 
180 185 190 

His His He He Ala Ser Phe Gly His Thr Asp Ala Asp Phe Asp Thr 
195 200 205 

Thr Thr Ser Ala He Ala Leu Ala Lys Glu Lys Asn Val Thr Val Thr 
210 215 220 

Ala Thr His Leu Phe Asn Ala Met Pro Pro Leu His His Arg Asp Pro 
225 230 235 240 

Gly Ser Val Gly Ala Leu Leu Ala Ala Ala Arg Ala Gly Asp Ala Tyr 
245 250 255 

Val Glu Leu He Ala Asp Gly Val His Leu Ala Asp Gly Thr Val Asp 
260 265 270 

Leu Ala Arg Ser Asn Asn Ala Phe Phe He Thr Asp Ala Met Glu Ala 
275 280 285 
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Ala Gly Met Pro 
290 

Val Thr Asp Gly 
305 

Gly Thr Ser Thr 



Met Thr Leu lie 
340 

lie Leu Gly Leu 
355 

Phe Val Val Phe 
370 

His Gin Val He 
385 



Asp Gly Glu Tyr 
295 

Val Ala Arg Leu 
310 

Leu Ala Ser Gin 
325 

Asp Ala Thr Leu 



Ser Asp His Glu 
360 

Asp Ser Asn Gly 
375 



He Leu Gly Val 
300 

Arg Asp Gly Gly 
315 

Phe Val His His 
330 

His Thr Ser Thr 
345 

He Val Lys Ser 



Gin Leu Gin Gin 
380 



Leu Asn Val Thr 



Ala He Ala Gly 
320 

Val Arg Arg Gly 
335 

Val Ala Ala Lys 
350 

Asn Pro Val Asn 
365 

Val His Leu Asp 



<210> 417 
<211> 1584 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1561) 
<223> RXN01752 

<400> 417 

gaaatgacgt gaccatcgat accaataccc aattgaaaga tcttgacctg gtcagccaag 60 

ttggccgtca gatcgtggca gaacaacagg tggggaggtc atg atg gaa caa gat 115 

Met Met Glu Gin Asp 
1 5 



etc age tac cgt gaa att ctt ccc etc aac gcg agt gag gag aag aaa 
Leu Ser Tyr Arg Glu He Leu Pro Leu Asn Ala Ser Glu Glu Lys Lys 
10 15 20 



eta etc tct gec teg att gca ttt act aga ggg cag aaa gtc gee ttc 
Leu Leu Ser Ala Ser He Ala Phe Thr Arg Gly Gin Lys Val Ala Phe 
40 45 50 

att get gtg gtg gtg ggc ttt ate ttg atg etc att ttt get egg caa 
He Ala Val Val Val Gly Phe He Leu Met Leu He Phe Ala Arg Gin 
55 60 65 

gca gca ctt att gga ctg tea gca acg tgt acg ttc atg tac etc att 
Ala Ala Leu He Gly Leu Ser Ala Thr Cys Thr Phe Met Tyr Leu He 
70 75 80 85 

aca ttg ttg gac aga ttt ate atg ttt tec aga ggt ate cgc gcg gaa 
Thr Leu Leu Asp Arg Phe He Met Phe Ser Arg Gly He Arg Ala Glu 



163 



aag get gca ctg att gat gee att gaa ggg tta agg gtg cgc gat ccg 211 
Lys Ala Ala Leu He Asp Ala He Glu Gly Leu Arg Val Arg Asp Pro 
25 30 35 



259 



307 



355 



403 



BGI-126CP 



-603 - 



90 95 100 

tec ate ate cag gta teg gat gaa gat gcg ctg get ttc cct gag gac 

Ser He He Gin Val Ser Asp Glu Asp Ala Leu Ala Phe Pro Glu Asp 
105 HO H5 



451 



aag ctg aaa acc tac acg gtg ttg gtg ccc gee tat ggc gaa cct gag 4 99 
Lys Leu Lys Thr Tyr Thr Val Leu Val Pro Ala Tyr Gly Glu Pro Glu 
120 125 130 



5 95 



643 



691 



gtg att gcg cag ctg ctg gca tec atg cac get ttt gat tac ccc aag 547 
Val He Ala Gin Leu Leu Ala Ser Met His Ala Phe Asp Tyr Pro Lys 
135 140 145 

cat ctt ctg cag gta ttg etc atg ttg gag gaa gat gat ctg ccc acg 
His Leu Leu Gin Val Leu Leu Met Leu Glu Glu Asp Asp Leu Pro Thr 
150 155 160 165 

ate gee gcg gca gag gca gcg gga gtg gat cag gtg gca acg ate att 
He Ala Ala Ala Glu Ala Ala Gly Val Asp Gin Val Ala Thr He He 
170 175 180 

aag gtg ccg cca gcg cag ccc cgc acc aag ccg aag gee tgt aac tat 
Lys Val Pro Pro Ala Gin Pro Arg Thr Lys Pro Lys Ala Cys Asn Tyr 
185 190 195 

gga ttg cac ttt gec acg ggg gaa att gtc acg ate ttt gac gcg gaa 739 
Gly Leu His Phe Ala Thr Gly Glu He Val Thr He Phe Asp Ala Glu 
200 205 210 

gac atg cca gat ccc etc caa ctg cgt cgc gtg gtg gtg gca ttt gaa 787 
Asp Met Pro Asp Pro Leu Gin Leu Arg Arg Val Val Val Ala Phe Glu 
215 220 225 

cgc teg get tec aat acg gtg tgc gtc cag tea agg ttg teg tat cga 
Arg Ser Ala Ser Asn Thr Val Cys Val Gin Ser Arg Leu Ser Tyr Arg 
230 235 240 245 

aac gee agg cag aat ctg eta act gcg tgg ttc acc att gaa tat gac 
Asn Ala Arg Gin Asn Leu Leu Thr Ala Trp Phe Thr He Glu Tyr Asp 
250 255 260 

gtg tgg ttt aac ttc ctg ctg cca ggc gtc atg cgc atg aac gca cct 
Val Trp Phe Asn Phe Leu Leu Pro Gly Val Met Arg Met Asn Ala Pro 
265 270 275 

gtc cca ttg ggc ggt acc tec aac cat ctg etc acg ggt gtc ctg aaa 
Val Pro Leu Gly Gly Thr Ser Asn His Leu Leu Thr Gly Val Leu Lys 
280 285 290 

gat etc ggc gcg tgg gat cct ttc aat gtc aca gaa aat gee gac etc 
Asp Leu Gly Ala Trp Asp Pro Phe Asn Val Thr Glu Asn Ala Asp Leu 
295 300 305 

ggc gta ccc ate gcg gca aaa gga tat tec acc gcg gtg ttg gat teg 
Gly Val Pro He Ala Ala Lys Gly Tyr Ser Thr Ala Val Leu Asp Ser 
310 315 320 325 

gtg acg tgg gag gaa gca aac tec gac acc ate aac tgg ttg cgc cag 1123 
Val Thr Trp Glu Glu Ala Asn Ser Asp Thr He Asn Trp Leu Arg Gin 
330 335 340 



835 



883 



931 



979 



1027 



1075 
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cgt tct cgc tgg tac aag ggc tat ctg caa aca tgg ctt gtg tat atg 1171 
Arg Ser Arg Trp Tyr Lys Gly Tyr Leu Gin Thr Trp Leu Val Tyr Met 
345 350 355 

cgc agg cca aag tgg tta gtc caa gag ctt ggc ate att cct get gtg 
Arg Arg Pro Lys Trp Leu Val Gin Glu Leu Gly lie lie Pro Ala Val 
360 365 370 



acc att gag cag atg ttc cca cct gcg gtg tac tac cca gcg ttg gtg 
Thr He Glu Gin Met Phe Pro Pro Ala Val Tyr Tyr Pro Ala Leu Val 
410 415 420 



tgc egg gaa ggc cgc gac ccc ttg ctg etc ate gcg gtt etc acg ttc 
Cys Arg Glu Gly Arg Asp Pro Leu Leu Leu He Ala Val Leu Thr Phe 
440 445 450 

ccg ctg tat tgg ctg etc atg age att gca gcg ttg aaa ggc acg tgg 
Pro Leu Tyr Trp Leu Leu Met Ser He Ala Ala Leu Lys Gly Thr Trp 
455 460 465 

caa ttg ate acg cga cca tec tat tgg gag aaa act gee cac gga ttg 
Gin Leu He Thr Arg Pro Ser Tyr Trp Glu Lys Thr Ala His Gly Leu 
470 475 480 485 

gag gcg taagcggtgc ccatcgtcaa acc 
Glu Ala 



1219 



cgt ttt acc ttc etc atg gca ggc acc ccg ate att gcg gtg etc aat 1267 
Arg Phe Thr Phe Leu Met Ala Gly Thr Pro He He Ala Val Leu Asn 
375 380 385 

ctg etc ttt tgg tac ttg teg etc acg tgg att ctg ggc cag ccc ggc 1315 
Leu Leu Phe Trp Tyr Leu Ser Leu Thr Trp He Leu Gly Gin Pro Gly 
390 395 400 405 



1363 



tgt ttg gtg gtg gec aat get gcg acc ate ttt atg aat etc att ggc 1411 
Cys Leu Val Val Ala Asn Ala Ala Thr He Phe Met Asn Leu He Gly 
425 430 435 



1459 



1507 



1555 



1584 



<210> 418 
<211> 487 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 418 

Met Met Glu Gin Asp Leu Ser Tyr Arg Glu He Leu Pro Leu Asn Ala 
15 10 15 

Ser Glu Glu Lys Lys Lys Ala Ala Leu He Asp Ala He Glu Gly Leu 
20 25 30 

Arg Val Arg Asp Pro Leu Leu Ser Ala Ser He Ala Phe Thr Arg Gly 
35 40 45 

Gin Lys Val Ala Phe He Ala Val Val Val Gly Phe He Leu Met Leu 
50 55 60 

He Phe Ala Arg Gin Ala Ala Leu He Gly Leu Ser Ala Thr Cys Thr 
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65 



70 75 80 



Phe Met Tyr Leu He Thr Leu Leu Asp Arg Phe He Met Phe Ser Arg 
85 90 95 

Gly He Arg Ala Glu Ser He He Gin Val Ser Asp Glu Asp Ala Leu 
100 105 HO 

Ala Phe Pro Glu Asp Lys Leu Lys Thr Tyr Thr Val Leu Val Pro Ala 
115 120 125 

Tyr Gly Glu Pro Glu Val He Ala Gin Leu Leu Ala Ser Met His Ala 
130 135 140 

Phe Asp Tyr Pro Lys His Leu Leu Gin Val Leu Leu Met Leu Glu Glu 
145 150 155 160 

Asp Asp Leu Pro Thr He Ala Ala Ala Glu Ala Ala Gly Val Asp Gin 
165 170 175 

Val Ala Thr He He Lys Val Pro Pro Ala Gin Pro Arg Thr Lys Pro 
180 185 190 

Lys Ala Cys Asn Tyr Gly Leu His Phe Ala Thr Gly Glu He Val Thr 
195 200 205 

He Phe Asp Ala Glu Asp Met Pro Asp Pro Leu Gin Leu Arg Arg Val 
210 215 220 

Val Val Ala Phe Glu Arg Ser Ala Ser Asn Thr Val Cys Val Gin Ser 
225 230 235 240 

Arg Leu Ser Tyr Arg Asn Ala Arg Gin Asn Leu Leu Thr Ala Trp Phe 
245 250 255 

Thr He Glu Tyr Asp Val Trp Phe Asn Phe Leu Leu Pro Gly Val Met 
260 265 270 

Arg Met Asn Ala Pro Val Pro Leu Gly Gly Thr Ser Asn His Leu Leu 
275 280 285 

Thr Gly Val Leu Lys Asp Leu Gly Ala Trp Asp Pro Phe Asn Val Thr 
290 295 300 

Glu Asn Ala Asp Leu Gly Val Pro He Ala Ala Lys Gly Tyr Ser Thr 
305 310 315 320 

Ala Val Leu Asp Ser Val Thr Trp Glu Glu Ala Asn Ser Asp Thr He 
325 330 335 

Asn Trp Leu Arg Gin Arg Ser Arg Trp Tyr Lys Gly Tyr Leu Gin Thr 
340 345 350 

Trp Leu Val Tyr Met Arg Arg Pro Lys Trp Leu Val Gin Glu Leu Gly 
355 360 365 

He He Pro Ala Val Arg Phe Thr Phe Leu Met Ala Gly Thr Pro He 
370 375 380 

He Ala Val Leu Asn Leu Leu Phe Trp Tyr Leu Ser Leu Thr Trp He 
385 390 395 400 
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Leu Gly Gin Pro Gly Thr He Glu Gin Met Phe Pro Pro Ala Val Tyr 
405 410 415 



Tyr Pro Ala Leu Val Cys Leu Val Val Ala Asn Ala Ala Thr He Phe 
420 425 430 



Met Asn Leu He Gly Cys Arg Glu Gly Arg Asp Pro Leu Leu Leu lie 
435 440 445 

Ala Val Leu Thr Phe Pro Leu Tyr Trp Leu Leu Met Ser He Ala Ala 
450 455 460 

Leu Lys Gly Thr Trp Gin Leu He Thr Arg Pro Ser Tyr Trp Glu Lys 
465 470 475 480 



Thr Ala His Gly Leu Glu Ala 
485 



<210> 419 
<211> 689 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (19) . . (666) 

<223> FRXA01839 

<400> 419 

ttcctgctgc caggtgtcatg cgc atg aac gca cct gtc cca ttg ggc ggt 

Met Arg Met Asn Ala Pro Val Pro Leu Gly Gly 
15 10 

acc tec aac cat ctg etc acg ggt gtc ctg aaa gat etc ggc gcg tgg 
Thr Ser Asn His Leu Leu Thr Gly Val Leu Lys Asp Leu Gly Ala Trp 
15 20 25 



gca aag gga tat tec acc gcg gtg ttg gat teg gtg acg tgg gag gaa 
Ala Lys Gly Tyr Ser Thr Ala Val Leu Asp Ser Val Thr Trp Glu Glu 



45 50 55 



gca 

Ala Asn Ser Asp Thr lie Asn Trp Leu Arg Gin Arg Ser Arg Trp Tyr 

60 65 70 75 

aag ggc tat ctg caa aca tgg ctt gtg tat atg cgc agg cca aag- tgg 

Lys Gly Tyr Leu Gin Thr Trp Leu Val Tyr Met Arg Arg Pro Lys Trp 

80 85 90 

tta gtc caa gag ctt ggc ate att cct get gtg cgt ttt acc ttc etc 

Leu Val Gin Glu Leu Gly He He Pro Ala Val Arg Phe Thr Phe Leu 

95 100 105 

atg gca ggc acc ccg ate att gcg gtg etc aat ctg etc ttt tgg tac 

Met Ala Gly Thr Pro He He Ala Val Leu Asn Leu Leu Phe Trp Tyr 



51 



99 



gat cct ttc aat gtc aca gaa gat gcg gac etc ggc gta cgc ate gcg 147 
Asp Pro Phe Asn Val Thr Glu Asp Ala Asp Leu Gly Val Arg He Ala 
30 35 40 



195 



aac tec gac acc ate aac tgg ttg cgc cag cgt tct cgc tgg tac 243 



291 



339 



387 
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110 H5 120 

ttg teg etc acg tgg att ctg ggc cag ccc ggc acc att gag cag atg 
Leu Ser Leu Thr Trp He Leu Gly Gin Pro Gly Thr He Glu Gin Met 
125 130 135 

ttc cca cct gcg gtg tac tac cca gcg ttg gtg tgt ttg gtg gtg gec 
Phe Pro Pro Ala Val Tyr Tyr Pro Ala Leu Val Cys Leu Val Val Ala 
140 145 150 155 

aat get gcg acc ate ttt atg aat etc att ggc tgc egg gaa ggc cgc 
Asn Ala Ala Thr He Phe Met Asn Leu He Gly Cys Arg Glu Gly Arg 
160 165 170 



gac ccc ttg ctg etc ate 
Asp Pro Leu Leu Leu He 
175 

etc atg age att gca gcg 
Leu Met Ser He Ala Ala 
190 

cca tec tat tgg gag aaa 
Pro Ser Tyr Trp Glu Lys 
205 

ccatcgtcaa acc 



gcg gtt etc acg ttc ccg 
Ala Val Leu Thr Phe Pro 

180 

ttg aaa ggc acg tgg caa 
Leu Lys Gly Thr Trp Gin 
195 

act gee cac gga ttg gag 
Thr Ala His Gly Leu Glu 
210 215 



ctg tat tgg ctg 579 
Leu Tyr Trp Leu 
185 

ttg ate acg cga 627 

Leu He Thr Arg 

200 

gcg taagcggtgc 676 
Ala 



689 



<210> 420 
<211> 216 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 420 
Met Arg Met Asn 
1 

Leu Thr Gly Val 
20 

Thr Glu Asp Ala 
35 

Thr Ala Val Leu 
50 

He Asn Trp Leu 
65 

Thr Trp Leu Val 



Gly He He Pro 
100 

He He Ala Val 
115 

He Leu Gly Gin 
130 



Ala Pro Val Pro 
5 

Leu Lys Asp Leu 

Asp Leu Gly Val 
40 

Asp Ser Val Thr 
55 

Arg Gin Arg Ser 
70 

Tyr Met Arg Arg 
85 

Ala Val Arg Phe 

Leu Asn Leu Leu 
120 

Pro Gly Thr He 
135 



Leu Gly Gly Thr 
10 

Gly Ala Trp Asp 

25 

Arg He Ala Ala 



Trp Glu Glu Ala 
60 

Arg Trp Tyr Lys 
75 

Pro Lys Trp Leu 
90 

Thr Phe Leu Met 
105 

Phe Trp Tyr Leu 



Glu Gin Met Phe 
140 



Ser Asn His Leu 
15 

Pro Phe Asn Val 
30 

Lys Gly Tyr Ser 
45 

Asn Ser Asp Thr 



Gly Tyr Leu Gin 
80 

Val Gin Glu Leu 
95 

Ala Gly Thr Pro 
110 

Ser Leu Thr Trp 

125 

Pro Pro Ala Val 
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Tyr Tyr Pro Ala 
145 

Phe Met Asn Leu 



lie Ala Val Leu 
180 

Ala Leu Lys Gly 
195 

Lys Thr Ala His 
210 



Leu Val Cys Leu 
150 

lie Gly Cys Arg 
165 

Thr Phe Pro Leu 



Thr Trp Gin Leu 
200 

Gly Leu Glu Ala 
215 



Val Val Ala Asn 
155 

Glu Gly Arg Asp 
170 

Tyr Trp Leu Leu 
185 

lie Thr Arg Pro 



Ala Ala Thr lie 
160 

Pro Leu Leu Leu 
175 

Met Ser lie Ala 
190 

Ser Tyr Trp Glu 
205 



<210> 421 
<211> 1050 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1027) 
<22 3> RXA0185 9 

<400> 421 

tacgcccagg gtttccatat tggtaaatct aagccgattg atgaatttat agctacttat 60 

ctcgagacga accaaaccgc tacctggggg taggaagaat atg aaa aag aag age 115 

Met Lys Lys Lys Ser 
1 5 



ttt cca ate gca aga gtc ate ggt ate ggc gtc ctt ggc ate gec ggg 163 
Phe Pro lie Ala Arg Val lie Gly lie Gly Val Leu Gly lie Ala Gly 
10 15 20 



atg gga ata ttg ttg eta tgg ctt gca gtt acc ctg tct gat cca gca 211 
Met Gly lie Leu Leu Leu Trp Leu Ala Val Thr Leu Ser Asp Pro Ala 
25 30 35 



tea ccg ggt gee aaa gaa acc gaa gtc ttt gat agg tgg aaa gtg etc 
Ser Pro Gly Ala Lys Glu Thr Glu Val Phe Asp Arg Trp Lys Val Leu 
40 45 50 



259 



ttt gat gac tat att cca cca gtc agg gta ttg gtt get gcg att ate 307 
Phe Asp Asp Tyr lie Pro Pro Val Arg Val Leu Val Ala Ala lie lie 
55 60 65 

gtt gca tta att ttc gtc ttt ate get gec aca gtg gaa cga acc gta 355 
Val Ala Leu lie Phe Val Phe lie Ala Ala Thr Val Glu Arg Thr Val 
70 75 80 85 



acc aac cgc tac cga age tec gta gac ggc gaa aga gtg cca tta gcg 403 
Thr Asn Arg Tyr Arg Ser Ser Val Asp Gly Glu Arg Val Pro Leu Ala 
90 95 100 



ccg aag att gtg atg gca gaa acc cga ggg gta ttt cat gga ccg att 
Pro Lys lie Val Met Ala Glu Thr Arg Gly Val Phe His Gly Pro lie 
105 110 115 



451 
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acc att aac gtg etc gtg cca gca cac aat gag gcg gaa aga att act 
Thr He Asn Val Leu Val Pro Ala His Asn Glu Ala Glu Arg He Thr 
120 125 130 

gga aca att cag gca ttg aaa tea caa cat gag cct cca gaa cgc ate 
Gly Thr He Gin Ala Leu Lys Ser Gin His Glu Pro Pro Glu Arg He 
135 140 145 

gtt gta gtt gcc gat aat tgc act gat gaa act acg gaa tta gcc cgt 
Val Val Val Ala Asp Asn Cys Thr Asp Glu Thr Thr Glu Leu Ala Arg 
150 155 160 165 

get gag gga gtg gag gtc ttg gaa aca gtc aat aat aag ttt aag aag 
Ala Glu Gly Val Glu Val Leu Glu Thr Val Asn Asn Lys Phe Lys Lys 
170 175 180 

gcc gga gga etc aat cag get ttg age egg atg ctt ccc aca ttg ggg 
Ala Gly Gly Leu Asn Gin Ala Leu Ser Arg Met Leu Pro Thr Leu Gly 
185 190 195 

gag aat gac att gtg atg ate gtt gae get gat aca gca ctt gat caa 
Glu Asn Asp He Val Met He Val Asp Ala Asp Thr Ala Leu Asp Gin 
200 205 210 

ggt ttc etc aag gaa gca egg cgc cgc ttt gag tct gat cgc get eta 
Gly Phe Leu Lys Glu Ala Arg Arg Arg Phe Glu Ser Asp Arg Ala Leu 
215 220 225 

atg gcc gtg ggc gga ttg ttc tac ggt gag tea ggc tec gga tgg ctt 
Met Ala Val Gly Gly Leu Phe Tyr Gly Glu Ser Gly Ser Gly Trp Leu 
230 235 240 245 

ggc caa tat cag cgc aac gaa tac ace cgt tat age cgt gac ate tat 
Gly Gin Tyr Gin Arg Asn Glu Tyr Thr Arg Tyr Ser Arg Asp He Tyr 
250 255 260 

cga cgc cgc gga cgt gtg ttt gtt ttg act gga aca gcg teg get ttt 
Arg Arg Arg Gly Arg Val Phe Val Leu Thr Gly Thr Ala Ser Ala Phe 
265 270 275 

egg cca cgc ggc ctg egg aca gta gcg gaa tea cgc ggg aca ttg ate 
Arg Pro Arg Gly Leu Arg Thr Val Ala Glu Ser Arg Gly Thr Leu He 
280 285 290 

ccc gga cgt aaa gcc gat gtt tat gac acc gcg ggc gtt gac cga aga 
Pro Gly Arg Lys Ala Asp Val Tyr Asp Thr Ala Gly Val Asp Arg Arg 
295 300 305 

taatgagttg accctggctt tga 



499 



547 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1050 



<210> 422 
<211> 309 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 422 

Met Lys Lys Lys Ser Phe Pro He Ala Arg Val He Gly He Gly Val 
15 10 15 
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Leu Gly lie Ala Gly Met Gly He Leu Leu Leu Trp Leu Ala Val Thr 
20 25 30 

Leu Ser Asp Pro Ala Ser Pro Gly Ala Lys Glu Thr Glu Val Phe Asp 
35 40 45 

Arg Trp Lys Val Leu Phe Asp Asp Tyr He Pro Pro Val Arg Val Leu 
50 55 60 

Val Ala Ala He He Val Ala Leu He Phe Val Phe He Ala Ala Thr 
65 70 75 BO 

Val Glu Arg Thr Val Thr Asn Arg Tyr Arg Ser Ser Val Asp Gly Glu 
85 90 95 

Arg Val Pro Leu Ala Pro Lys He Val Met Ala Glu Thr Arg Gly Val 
100 105 HO 

Phe His Gly Pro He Thr He Asn Val Leu Val Pro Ala His Asn Glu 
115 120 125 

Ala Glu Arg He Thr Gly Thr He Gin Ala Leu Lys Ser Gin His Glu 
130 135 140 

Pro Pro Glu Arg He Val Val Val Ala Asp Asn Cys Thr Asp Glu Thr 
145 150 155 160 

Thr Glu Leu Ala Arg Ala Glu Gly Val Glu Val Leu Glu Thr Val Asn 
165 170 175 

Asn Lys Phe Lys Lys Ala Gly Gly Leu Asn Gin Ala Leu Ser Arg Met 
180 185 190 

Leu Pro Thr Leu Gly Glu Asn Asp He Val Met He Val Asp Ala Asp 
195 200 205 

Thr Ala Leu Asp Gin Gly Phe Leu Lys Glu Ala Arg Arg Arg Phe Glu 
210 215 220 

Ser Asp Arg Ala Leu Met Ala Val Gly Gly Leu Phe Tyr Gly Glu Ser 
225 230 235 240 

Gly Ser Gly Trp Leu Gly Gin Tyr Gin Arg Asn Glu Tyr Thr Arg Tyr 
245 250 255 

Ser Arg Asp He Tyr Arg Arg Arg Gly Arg Val Phe Val Leu Thr Gly 
260 265 270 

Thr Ala Ser Ala Phe Arg Pro Arg Gly Leu Arg Thr Val Ala Glu Ser 
275 280 285 

Arg Gly Thr Leu He Pro Gly Arg Lys Ala Asp Val Tyr Asp Thr Ala 
290 295 300 

Gly Val Asp Arg Arg 
305 



<210> 423 
<211> 882 
<212> DNA 
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<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (859) 

<223> RXA00042 



<400> 423 

gtggtctttg actcaaacgg ccagttacaa caggtccatt tagaccatca agtaatttaa 60 

atacgagcaa aactttcctg ataataaaag gagtccgacc atg gac ate ate ate 115 

Met Asp He He He 
1 5 

tgc aaa gac gag caa gaa gtc ggc aaa gca gcg gca gec ctg ate gca 
Cvs Lys Asp Glu Gin Glu Val Gly Lys Ala Ala Ala Ala Leu He Ala 
10 15 20 

ccc ttc gca act aag ggc gga acc ttg ggg ctt gca act gga teg tea 211 
Pro Phe Ala Thr Lys Gly Gly Thr Leu Gly Leu Ala Thr Gly Ser Ser 
25 30 35 



cct ttg age acc tac caa gag etc att cgc atg tat gaa get ggg gaa 
Pro Leu Ser Thr Tyr Gin Glu Leu He Arg Met Tyr Glu Ala Gly Glu 
40 45 50 

gtg tea ttc aag aac tgc aag gca ttc ttg ttg gat gaa tac gtg gga 
Val Ser Phe Lys Asn Cys Lys Ala Phe Leu Leu Asp Glu Tyr Val Gly 
55 60 65 

tta acg cgc gac gat gaa aac age tac ttc aaa acc att cgt aaa gag 
Leu Thr Arg Asp Asp Glu Asn Ser Tyr Phe Lys Thr He Arg Lys Glu 
70 75 80 85 



150 



155 160 165 



ttc aac acc ate gaa gag gtc cca acc cac gec etc acc cag ggt ttg 
Phe Asn Thr He Glu Glu Val Pro Thr His Ala Leu Thr Gin Gly Leu 
170 175 180 

ggc act ttg tec cgc gcg caa aac ate gtg ttg gtg gca act ggt gaa 
Gly Thr Leu Ser Arg Ala Gin Asn He Val Leu Val Ala Thr Gly Glu 
185 190 195 



163 



259 



307 



355 



403 



ttc act gac cac ate gac ate gtt gat gaa gag gtc tac age cca gat 
Phe Thr Asp His He Asp He Val Asp Glu Glu Val Tyr Ser Pro Asp 
90 95 100 

ggt gca aac cct gat cca tac gaa gca get gca gag tat gag gca aag 451 
Gly Ala Asn Pro Asp Pro Tyr Glu Ala Ala Ala Glu Tyr Glu Ala Lys 
105 HO H5 

ate get gca gaa tec gtt gat gtt caa ate ctt ggc ate ggc gga aac 
He Ala Ala Glu Ser Val Asp Val Gin He Leu Gly He Gly Gly Asn 
120 125 130 

ggc cac ate get ttc aat gag cca tea tct tct ctg tea gga ctg aca 
Gly His He Ala Phe Asn Glu Pro Ser Ser Ser Leu Ser Gly Leu Thr 
135 140 145 

aag gtc cag gcg ctg cac cct aaa act gtg gag gac aac get cga ttc 
Lys Val Gin Ala Leu His Pro Lys Thr Val Glu Asp Asn Ala Arg Phe 



499 



547 



595 



643 



691 
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gga aaa gcc gac gcc ate cgc gga act gtg gaa ggc cca ctg acc gec 739 
Gly Lys Ala Asp Ala He Arg Gly Thr Val Glu Gly Pro Leu Thr Ala 
200 205 210 



atg tgc cca ggt tec ate ctg cag atg cac aac aat gcc acc ate ate 
Met Cys Pro Gly Ser He Leu Gin Met His Asn Asn Ala Thr He He 
215 220 225 

gtt gat gaa gca gca gca tec aag ctg gaa aac get gat cac tac cgt 
Val Asp Glu Ala Ala Ala Ser Lys Leu Glu Asn Ala Asp His Tyr Arg 
230 235 240 245 

etc atg gag caa tta aag ctg cgc tagaaacaaa aaggaaagta gtg 
Leu Met Glu Gin Leu Lys Leu Arg 
250 



787 



835 



882 



<210> 424 
<211> 253 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 424 

Met Asp He He He Cys Lys Asp Glu Gin Glu Val Gly Lys Ala Ala 
15 10 15 

Ala Ala Leu He Ala Pro Phe Ala Thr Lys Gly Gly Thr Leu Gly Leu 
20 25 30 

Ala Thr Gly Ser Ser Pro Leu Ser Thr Tyr Gin Glu Leu He Arg Met 
35 40 45 

Tyr Glu Ala Gly Glu Val Ser Phe Lys Asn Cys Lys Ala Phe Leu Leu 
50 55 60 

Asp Glu Tyr Val Gly Leu Thr Arg Asp Asp Glu Asn Ser Tyr Phe Lys 
65 70 75 80 

Thr He Arg Lys Glu Phe Thr Asp His He Asp He Val Asp Glu Glu 
85 90 95 

Val Tyr Ser Pro Asp Gly Ala Asn Pro Asp Pro Tyr Glu Ala Ala Ala 
100 105 HO 

Glu Tyr Glu Ala Lys He Ala Ala Glu Ser Val Asp Val Gin He Leu 
115 120 125 

Gly He Gly Gly Asn Gly His He Ala Phe Asn Glu Pro Ser Ser Ser 
130 135 140 

Leu Ser Gly Leu Thr Lys Val Gin Ala Leu His Pro Lys Thr Val Glu 
145 150 155 160 

Asp Asn Ala Arg Phe Phe Asn Thr He Glu Glu Val Pro Thr His Ala 
165 170 175 

Leu Thr Gin Gly Leu Gly Thr Leu Ser Arg Ala Gin Asn He Val Leu 
180 185 190 

Val Ala Thr Gly Glu Gly Lys Ala Asp Ala He Arg Gly Thr Val Glu 
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195 200 

Gly Pro Leu Thr Ala Met Cys Pro 
210 215 

Asn Ala Thr lie lie Val Asp Glu 
225 230 

Ala Asp His Tyr Arg Leu Met Glu 
245 



205 

Gly Ser lie Leu Gin Met His Asn 
220 

Ala Ala Ala Ser Lys Leu Glu Asn 
235 240 

Gin Leu Lys Leu Arg 
250 



<210> 425 
<211> 1998 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1975) 

<223> RXA01482 

<400> 425 

ttgcgtgctg caacttaatt atggtcctcc cagctcagtg tgctgtgtgg attgtttatt 60 

ctcgtccatt aagtgatcga gaaaaagttg ttgtaaagtc atg cgc atg tgt gga 115 

Met Arg Met Cys Gly 

1 5 

att gtt gga tat att ggc caa gcg ggc gac tec cgt gat tac ttt get 163 

He Val Gly Tyr He Gly Gin Ala Gly Asp Ser Arg Asp Tyr Phe Ala 

10 15 20 

eta gat gta gtt gtt gaa gga eta cgt cgc ctg gaa tac cgc gga tat 
Leu Asp Val Val Val Glu Gly Leu Arg Arg Leu Glu Tyr Arg Gly Tyr 
25 30 35 

gac tec gca ggt att get att cac gee aat ggt gag att age tac cga 
Asp Ser Ala Gly He Ala He His Ala Asn Gly Glu He Ser Tyr Arg 
40 45 50 

aag aag gec gga aag gtt get gca eta gat gca gaa ate get aaa gca 307 
Lys Lys Ala Gly Lys Val Ala Ala Leu Asp Ala Glu He Ala Lys Ala 
55 60 65 

cct ctt cca gat tct att ttg gga att gga cac ace cgt tgg gca act 355 
Pro Leu Pro Asp Ser He Leu Gly He Gly His Thr Arg Trp Ala Thr 
70 75 80 85 

cat ggt ggc cca acc gat gtc aac get cac ccc cac gtt gtt tec aat 403 
His Gly Gly Pro Thr Asp Val Asn Ala His Pro His Val Val Ser Asn 
90 95 100 

ggc aag ctt gec gta gta cac aac ggc ate ate gaa aac ttt gcg gaa 451 
Gly Lys Leu Ala Val Val His Asn Gly He He Glu Asn Phe Ala Glu 
105 HO H5 



ctg cgc tct gag ctt tec get aag ggc tac aac ttt gta tec gat acc 
Leu Arg Ser Glu Leu Ser Ala Lys Gly Tyr Asn Phe Val Ser Asp Thr 
120 125 130 



211 



259 



499 
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gat acc gaa gtt get get tct ttg ctt get gaa att tac aat act cag 547 
Asp Thr Glu Val Ala Ala Ser Leu Leu Ala Glu lie Tyr Asn Thr Gin 
135 140 145 



gca aac ggt gac etc acc ctt get atg cag ctg acc ggt cag cgc ctt 
Ala Asn Gly Asp Leu Thr Leu Ala Met Gin Leu Thr Gly Gin Arg Leu 



150 



155 160 165 



gag ggt get ttc acc ctg eta get att cat get gat cac gat gac cgc 
Glu Gly Ala Phe Thr Leu Leu Ala lie His Ala Asp His Asp Asp Arg 
170 175 180 

ate gtt gca get cgt cgt aac tct cct ttg gtt ate ggc gtc ggc gag 
He Val Ala Ala Arg Arg Asn Ser Pro Leu Val He Gly Val Gly Glu 
185 190 195 

ggc gag aac ttc etc gga tct gac gtt tct ggc ttt att gat tac acc 
Gly Glu Asn Phe Leu Gly Ser Asp Val Ser Gly Phe He Asp Tyr Thr 
200 205 210 

cgc aag get gta gag ctg get aat gac cag gtt gtt acc ate acc get 
Arg Lys Ala Val Glu Leu Ala Asn Asp Gin Val Val Thr He Thr Ala 
215 220 225 

gat gat tac gec ate acc aac ttt gat gga tea gaa gca gtt ggc aag 
Asp Asp Tyr Ala He Thr Asn Phe Asp Gly Ser Glu Ala Val Gly Lys 
230 235 240 245 

cct ttc gac gtg gag tgg gac get gca get get gaa aag ggt ggc ttc 
Pro Phe Asp Val Glu Trp Asp Ala Ala Ala Ala Glu Lys Gly Gly Phe 
250 255 260 

ggt tec ttc atg gag aag gaa ate cac gat cag cca gca get gtt cgc 
Gly Ser Phe Met Glu Lys Glu He His Asp Gin Pro Ala Ala Val Arg 
265 270 275 

gat acc ctg atg ggc cgt ctt gat gaa gat ggc aag etc gtt ctt gat 
Asp Thr Leu Met Gly Arg Leu Asp Glu Asp Gly Lys Leu Val Leu Asp 
280 285 290 

gag ctg cgc ate gat gaa get att ctg cgt agt gtc gac aag ate gtc 
Glu Leu Arg He Asp Glu Ala He Leu Arg Ser Val Asp Lys He Val 
295 300 305 

att gtt get tgt ggt act gca get tat gca ggc cag gtt get cgt tac 
He Val Ala Cys Gly Thr Ala Ala Tyr Ala Gly Gin Val Ala Arg Tyr 
310 315 320 325 



595 



64 3 



691 



739 



787 



835 



931 



979 



1027 



1075 



gee att gag cac tgg tgc cgc ate cca acc gag gtg gag ctg get cac 1123 
Ala He Glu His Trp Cys Arg He Pro Thr Glu Val Glu Leu Ala His 
330 335 340 

gag ttc cgt tac cgc gac cca ate etc aac gag aag acc ctt gtt gtg 1171 
Glu Phe Arg Tyr Arg Asp Pro He Leu Asn Glu Lys Thr Leu Val Val 
345 350 355 

gca ttg tec cag tec ggc gag acc atg gat acc etc atg get gtt cgc 1219 
Ala Leu Ser Gin Ser Gly Glu Thr Met Asp Thr Leu Met Ala Val Arg 
360 365 370 



cac gca cgt gag cag ggt gee aag gtt gtt get att tgt aac act gtt 



1267 
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His Ala Arg Glu Gin Gly Ala Lys Val Val Ala lie Cys Asn Thr Val 
375 380 385 

gga tec act ctt cca cgt gaa gca gat gcg tec ctg tac acc tac get 1315 
Gly Ser Thr Leu Pro Arg Glu Ala Asp Ala Ser Leu Tyr Thr Tyr Ala 
390 395 400 405 

ggc cct gag ate get gtg gcg tec acc aag gcg ttc ttg get cag ate 1363 
Gly Pro Glu lie Ala Val Ala Ser Thr Lys Ala Phe Leu Ala Gin lie 
410 415 420 

act get tct tac ttg ctt ggc ctg tac ttg get cag ctg cgc ggc aac 1411 
Thr Ala Ser Tyr Leu Leu Gly Leu Tyr Leu Ala Gin Leu Arg Gly Asn 
425 430 435 

aag ttc get gat gag gtt tct tec att ctg gac age ctg cgt gag atg 1459 
Lys Phe Ala Asp Glu Val Ser Ser lie Leu Asp Ser Leu Arg Glu Met 
440 445 450 

cct gag aag att cag cag gtc ate gat gca gaa gag cag ate aag aag 1507 
Pro Glu Lys lie Gin Gin Val lie Asp Ala Glu Glu Gin lie Lys Lys 
455 460 465 

ctt ggc caa gat atg gca gat get aag tct gtg ctg ttc ctg ggc cgc 1555 
Leu Gly Gin Asp Met Ala Asp Ala Lys Ser Val Leu Phe Leu Gly Arg 
470 475 480 485 

cac gtt ggt ttc cca gtt gcg ctt gag ggt gcg ttg aag etc aag gag 1603 
His Val Gly Phe Pro Val Ala Leu Glu Gly Ala Leu Lys Leu Lys Glu 
490 495 500 

ate gca tac ctg cac get gaa ggt ttc get gca ggc gag etc aag cac 1651 
lie Ala Tyr Leu His Ala Glu Gly Phe Ala Ala Gly Glu Leu Lys His 
505 510 515 

ggc cca att get ttg gtt gag gaa ggc cag ccg ate ttc gtt ate gtg 1699 
Gly Pro lie Ala Leu Val Glu Glu Gly Gin Pro lie Phe Val lie Val 
520 525 530 

cct tea cct cgt ggt cgc gat tec ctg cac tec aag gtt gtc tec aac 1747 
Pro Ser Pro Arg Gly Arg Asp Ser Leu His Ser Lys Val Val Ser Asn 
535 540 545 

att cag gag ate cgt gca cgt ggc get gtc acc ate gtg att gca gag 17 95 
lie Gin Glu lie Arg Ala Arg Gly Ala Val Thr lie Val lie Ala Glu 
550 555 560 565 

gaa ggc gat gag get gtc aac gat tac gee aac ttc ate ate cgc att 1843 
Glu Gly Asp Glu Ala Val Asn Asp Tyr Ala Asn Phe lie lie Arg lie 
570 575 580 

cct cag gee cca acc ctg atg cag cct ctg ctg tec acc gtg cct ctg 1891 
Pro Gin Ala Pro Thr Leu Met Gin Pro Leu Leu Ser Thr Val Pro Leu 
585 590 595 

cag ate ttt gcg tgc get gtg gca acc gca aag ggc tac aac gtg gat 1939 
Gin lie Phe Ala Cys Ala Val Ala Thr Ala Lys Gly Tyr Asn Val Asp 
600 605 610 



cag cct cgt aac ctg gca aag tct gtc acc gtc gaa taaaaagatt 
Gin Pro Arg Asn Leu Ala Lys Ser Val Thr Val Glu 



1985 
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615 620 625 

1998 

tcgcttctcg acg 



<210> 426 
<211> 625 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 426 

Met Arg Met Cys Gly He Val Gly Tyr He Gly Gin Ala Gly Asp Ser 
15 10 15 

Arg Asp Tyr Phe Ala Leu Asp Val Val Val Glu Gly Leu Arg Arg Leu 
20 25 30 

Glu Tyr Arg Gly Tyr Asp Ser Ala Gly He Ala He His Ala Asn Gly 
35 40 45 

Glu He Ser Tyr Arg Lys Lys Ala Gly Lys Val Ala Ala Leu Asp Ala 
50 55 60 

Glu He Ala Lys Ala Pro Leu Pro Asp Ser He Leu Gly He Gly His 
65 70 75 80 

Thr Arg Trp Ala Thr His Gly Gly Pro Thr Asp Val Asn Ala His Pro 
85 90 95 

His Val Val Ser Asn Gly Lys Leu Ala Val Val His Asn Gly He He 
100 105 HO 

Glu Asn Phe Ala Glu Leu Arg Ser Glu Leu Ser Ala Lys Gly Tyr Asn 
115 120 125 

Phe Val Ser Asp Thr Asp Thr Glu Val Ala Ala Ser Leu Leu Ala Glu 
130 135 140 

He Tyr Asn Thr Gin Ala Asn Gly Asp Leu Thr Leu Ala Met Gin Leu 
145 150 155 160 

Thr Gly Gin Arg Leu Glu Gly Ala Phe Thr Leu Leu Ala He His Ala 
165 170 175 

Asp His Asp Asp Arg He Val Ala Ala Arg Arg Asn Ser Pro Leu Val 
180 185 190 

He Gly Val Gly Glu Gly Glu Asn Phe Leu Gly Ser Asp Val Ser Gly 
195 200 205 

Phe He Asp Tyr Thr Arg Lys Ala Val Glu Leu Ala Asn Asp Gin Val 
210 215 220 

Val Thr He Thr Ala Asp Asp Tyr Ala He Thr Asn Phe Asp Gly Ser 
225 230 235 240 

Glu Ala Val Gly Lys Pro Phe Asp Val Glu Trp Asp Ala Ala Ala Ala 
245 250 255 

Glu Lys Gly Gly Phe Gly Ser Phe Met Glu Lys Glu He His Asp Gin 
260 265 270 
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Pro Ala Ala Val Arg Asp Thr Leu Met Gly Arg Leu Asp Glu Asp Gly 
275 280 285 

Lys Leu Val Leu Asp Glu Leu Arg He Asp Glu Ala He Leu Arg Ser 
290 295 300 

Val Asp Lys He Val He Val Ala Cys Gly Thr Ala Ala Tyr Ala Gly 
305 310 315 320 

Gin Val Ala Arg Tyr Ala He Glu His Trp Cys Arg He Pro Thr Glu 
325 330 335 

Val Glu Leu Ala His Glu Phe Arg Tyr Arg Asp Pro He Leu Asn Glu 
340 345 350 

Lys Thr Leu Val Val Ala Leu Ser Gin Ser Gly Glu Thr Met Asp Thr 
355 360 365 

Leu Met Ala Val Arg His Ala Arg Glu Gin Gly Ala Lys Val Val Ala 
370 375 380 

He Cys Asn Thr Val Gly Ser Thr Leu Pro Arg Glu Ala Asp Ala Ser 
385 390 395 400 

Leu Tyr Thr Tyr Ala Gly Pro Glu He Ala Val Ala Ser Thr Lys Ala 
405 410 415 

Phe Leu Ala Gin He Thr Ala Ser Tyr Leu Leu Gly Leu Tyr Leu Ala 
420 425 430 

Gin Leu Arg Gly Asn Lys Phe Ala Asp Glu Val Ser Ser He Leu Asp 
435 440 445 

Ser Leu Arg Glu Met Pro Glu Lys He Gin Gin Val He Asp Ala Glu 
450 455 460 

Glu Gin He Lys Lys Leu Gly Gin Asp Met Ala Asp Ala Lys Ser Val 
465 470 475 480 

Leu Phe Leu Gly Arg His Val Gly Phe Pro Val Ala Leu Glu Gly Ala 
485 490 495 

Leu Lys Leu Lys Glu He Ala Tyr Leu His Ala Glu Gly Phe Ala Ala 
500 505 510 

Gly Glu Leu Lys His Gly Pro He Ala Leu Val Glu Glu Gly Gin Pro 
515 520 525 

He Phe Val He Val Pro Ser Pro Arg Gly Arg Asp Ser Leu His Ser 
530 535 540 

Lys Val Val Ser Asn He Gin Glu He Arg Ala Arg Gly Ala Val Thr 
545 550 555 560 

He Val He Ala Glu Glu Gly Asp Glu Ala Val Asn Asp Tyr Ala Asn 
565 570 575 

Phe He He Arg He Pro Gin Ala Pro Thr Leu Met Gin Pro Leu Leu 
580 585 590 
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Ser Thr Val Pro Leu Gin lie Phe Ala Cys Ala Val Ala Thr Ala Lys 
595 600 605 

Gly Tyr Asn Val Asp Gin Pro Arg Asn Leu Ala Lys Ser Val Thr Val 
610 615 620 

Glu 
625 



<210> 427 
<211> 666 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) - . (666) 

<223> RXN03179 

<400> 427 

get cgt gag gca tgg cgc att ttc atg tec cac tgg gat etc tac gca 

Ala Arg Glu Ala Trp Arg He Phe Met Ser His Trp Asp Leu Tyr Ala 

15 10 15 



48 



96 



gga acc gca act ggc tac tgg gtg gag cag gaa ttt gag cac gtt ttc 
Gly Thr Ala Thr Gly Tyr Trp Val Glu Gin Glu Phe Glu His Val Phe 
20 25 30 

ggc ate aac gcg gag cgc ctg aat gtt ggc acc cca gaa cat get gac 
Gly He Asn Ala Glu Arg Leu Asn Val Gly Thr Pro Glu His Ala Asp 
35 40 45 

gee ate ttt gat gag ctg acc gat att ctt gee aag cca gat ttc cga 
Ala He Phe Asp Glu Leu Thr Asp He Leu Ala Lys Pro Asp Phe Arg 
50 55 60 

cca cgc gca ctg get gag cag ttc aac ttg gaa gtt eta gee acc acc 
Pro Arg Ala Leu Ala Glu Gin Phe Asn Leu Glu Val Leu Ala Thr Thr 
65 70 75 80 

gac gat ccg etc gat gac ctg gca gat cac aag gca ctg gca gat gat 
Asp Asp Pro Leu Asp Asp Leu Ala Asp His Lys Ala Leu Ala Asp Asp 
85 90 95 

cca acc ttc tec cct cgt gtg etc cct acc ttc cgc cca gac gca tac 
Pro Thr Phe Ser Pro Arg Val Leu Pro Thr Phe Arg Pro Asp Ala Tyr 
100 105 HO 

acc aag atg tac aac get ggt tgg gca gaa aaa acc acc aag ctt ate 
Thr Lys Met Tyr Asn Ala Gly Trp Ala Glu Lys Thr Thr Lys Leu He 
115 120 125 

gat acc gca ggt gac ggc aag gca ggc tgg gag ggt tac ctt cag gca 432 
Asp Thr Ala Gly Asp Gly Lys Ala Gly Trp Glu Gly Tyr Leu Gin Ala 
130 135 140 



144 



192 



240 



288 



336 



384 



atg cgc aac cgc cgc cag tac ttc ate aat cac ggt gca acc tec gcg 
Met Arg Asn Arg Arg Gin Tyr Phe He Asn His Gly Ala Thr Ser Ala 
145 150 155 160 



480 
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gac cac ggt etc cac gac acc gac acc acc cca ctg age cac aaa gat 
Asp His Gly Leu His Asp Thr Asp Thr Thr Pro Leu Ser His Lys Asp 
165 170 175 

gec cag aag ate ttg gac aag ggt etc get ggc aca gca acc ttg get 
Ala Gin Lys He Leu Asp Lys Gly Leu Ala Gly Thr Ala Thr Leu Ala 
180 185 190 



cca aga aga egg ctg gtc atg acc ate cac cag gtg tgt acc 
Pro Arg Arg Arg Leu Val Met Thr He His Gin Val Cys Thr 
210 215 220 



528 



576 



gaa atg cat gee ttc gaa gec aac acc acc tac cgt teg egg aaa tgt 624 
Glu Met His Ala Phe Glu Ala Asn Thr Thr Tyr Arg Ser Arg Lys Cys 
195 200 205 



666 



<210> 428 
<211> 222 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 428 

Ala Arg Glu Ala Trp Arg He Phe Met Ser His Trp Asp Leu Tyr Ala 
15 10 15 

Gly Thr Ala Thr Gly Tyr Trp Val Glu Gin Glu Phe Glu His Val Phe 
20 25 30 

Gly He Asn Ala Glu Arg Leu Asn Val Gly Thr Pro Glu His Ala Asp 
35 40 45 

Ala He Phe Asp Glu Leu Thr Asp He Leu Ala Lys Pro Asp Phe Arg 
50 55 60 

Pro Arq Ala Leu Ala Glu Gin Phe Asn Leu Glu Val Leu Ala Thr Thr 
65 70 75 80 

Asp Asp Pro Leu Asp Asp Leu Ala Asp His Lys Ala Leu Ala Asp Asp 
85 90 95 

Pro Thr Phe Ser Pro Arg Val Leu Pro Thr Phe Arg Pro Asp Ala Tyr 
100 105 HO 

Thr Lys Met Tyr Asn Ala Gly Trp Ala Glu Lys Thr Thr Lys Leu He 
115 120 125 

Asp Thr Ala Gly Asp Gly Lys Ala Gly Trp Glu Gly Tyr Leu Gin Ala 
130 135 140 

Met Arg Asn Arg Arg Gin Tyr Phe He Asn His Gly Ala Thr Ser Ala 
145 150 155 160 

Asp His Gly Leu His Asp Thr Asp Thr Thr Pro Leu Ser His Lys Asp 
165 170 175 

Ala Gin Lys He Leu Asp Lys Gly Leu Ala Gly Thr Ala Thr Leu Ala 
180 185 190 

Glu Met His Ala Phe Glu Ala Asn Thr Thr Tyr Arg Ser Arg Lys Cys 
195 200 205 
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Pro Arg Arg Arg Leu Val Met Thr lie His Gin Val Cys Thr 
210 215 220 



<210> 429 
<211> 672 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 
<221> CDS 
<222> (1) . . (672) 
<223> FRXA02872 

<400> 429 

get cgt gag gca tgg cgc att ttc atg tec cac tgg gat etc tac gca 48 
Ala Arg Glu Ala Trp Arg lie Phe Met Ser His Trp Asp Leu Tyr Ala 
15 10 15 

gga acc gca act ggc tac tgg gtg gag cag gaa ttt gag cac gtt ttc 96 
Gly Thr Ala Thr Gly Tyr Trp Val Glu Gin Glu Phe Glu His Val Phe 
20 25 30 

ggc ate aac gcg gag cgc ctg aat gtt ggc acc cca gaa cat get gac 144 
Gly lie Asn Ala Glu Arg Leu Asn Val Gly Thr Pro Glu His Ala Asp 
35 40 45 

gec ate ttt gat gag ctg acc gat att ctt gec aag cca gat ttc cga 192 
Ala lie Phe Asp Glu Leu Thr Asp lie Leu Ala Lys Pro Asp Phe Arg 
50 55 60 

cca cgc gca ctg get gag cag ttc aac ttg gaa gtt eta gee acc acc 240 
Pro Arg Ala Leu Ala Glu Gin Phe Asn Leu Glu Val Leu Ala Thr Thr 
65 70 75 80 

gac gat ccg etc gat gac ctg gca gat cac aag gca ctg gca gat gat 288 
Asp Asp Pro Leu Asp Asp Leu Ala Asp His Lys Ala Leu Ala Asp Asp 
85 90 95 

cca acc ttc tec cct cgt gtg etc cct acc ttc cgc cca gac gca tac 336 
Pro Thr Phe Ser Pro Arg Val Leu Pro Thr Phe Arg Pro Asp Ala Tyr 
100 105 110 

acc aag atg tac aac get ggt tgg gca gaa aaa acc acc aag ctt ate 384 
Thr Lys Met Tyr Asn Ala Gly Trp Ala Glu Lys Thr Thr Lys Leu lie 
115 120 125 

gat acc gca ggt gac ggc aag gca ggc tgg gag ggt tac ctt cag gca 432 
Asp Thr Ala Gly Asp Gly Lys Ala Gly Trp Glu Gly Tyr Leu Gin Ala 
130 135 140 

atg cgc aac cgc cgc cag tac ttc ate aat cac ggt gca acc tec gcg 480 
Met Arg Asn Arg Arg Gin Tyr Phe lie Asn His Gly Ala Thr Ser Ala 
145 150 155 160 

gac cac ggt etc cac gac acc gac acc acc cca ctg age cac aaa gat 528 
Asp His Gly Leu His Asp Thr Asp Thr Thr Pro Leu Ser His Lys Asp 
165 170 175 



gec cag aag ate ttg gac aag ggt etc get ggc aca gca acc ttg get 



576 
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Ala Gin Lys lie Leu Asp Lys Gly Leu Ala Gly Thr Ala Thr Leu Ala 
180 185 190 

gaa atg cat gcc ttc gaa gcc aac acc acc tac cgt ttc gcg gaa atg 624 
Glu Met His Ala Phe Glu Ala Asn Thr Thr Tyr Arg Phe Ala Glu Met 
195 200 205 

tec caa gaa gac ggc ctg gtc atg acc ate cac cca ggt gtg tac cgc 672 
Ser Gin Glu Asp Gly Leu Val Met Thr lie His Pro Gly Val Tyr Arg 
210 215 220 



<210> 430 
<211> 224 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 430 

Ala Arg Glu Ala Trp Arg lie Phe Met Ser His Trp Asp Leu Tyr Ala 
15 10 15 

Gly Thr Ala Thr Gly Tyr Trp Val Glu Gin Glu Phe Glu His Val Phe 
20 25 30 

Gly lie Asn Ala Glu Arg Leu Asn Val Gly Thr Pro Glu His Ala Asp 
35 40 45 

Ala lie Phe Asp Glu Leu Thr Asp lie Leu Ala Lys Pro Asp Phe Arg 
50 55 60 

Pro Arg Ala Leu Ala Glu Gin Phe Asn Leu Glu Val Leu Ala Thr Thr 
65 70 75 80 

Asp Asp Pro Leu Asp Asp Leu Ala Asp His Lys Ala Leu Ala Asp Asp 
85 90 95 

Pro Thr Phe Ser Pro Arg Val Leu Pro Thr Phe Arg Pro Asp Ala Tyr 
100 105 110 

Thr Lys Met Tyr Asn Ala Gly Trp Ala Glu Lys Thr Thr Lys Leu lie 
115 120 125 

Asp Thr Ala Gly Asp Gly Lys Ala Gly Trp Glu Gly Tyr Leu Gin Ala 
130 135 140 

Met Arg Asn Arg Arg Gin Tyr Phe lie Asn His Gly Ala Thr Ser Ala 
145 150 155 160 

Asp His Gly Leu His Asp Thr Asp Thr Thr Pro Leu Ser His Lys Asp 
165 170 175 

Ala Gin Lys lie Leu Asp Lys Gly Leu Ala Gly Thr Ala Thr Leu Ala 
180 185 190 

Glu Met His Ala Phe Glu Ala Asn Thr Thr Tyr Arg Phe Ala Glu Met 
195 200 205 



Ser Gin Glu Asp Gly Leu Val Met Thr lie His Pro Gly Val Tyr Arg 
210 215 220 
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<210> 431 
<211> 533 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (510) 
<223> RXN03180 



<400> 431 

ttc ggt gag aac aaa gat etc ate tct gac age agt ttc aac cgc tgg 
Phe Gly Glu Asn Lys Asp Leu lie Ser Asp Ser Ser Phe Asn Arg Trp 



1 



5 10 15 



ctg cgt acg gtt tec etc gga teg ace cag gat gee gat atg get gca 
Leu Arg Thr Val Ser Leu Gly Ser Thr Gin Asp Ala Asp Met Ala Ala 
20 25 30 

get tec aac ttg gca gec aat tct aaa atg gee cgc cag aac acc cgc 
Ala Ser Asn Leu Ala Ala Asn Ser Lys Met Ala Arg Gin Asn Thr Arg 
35 40 45 

gat ate etc gac gca gtc tct gat ggt ggc gtc atg etc ggc cga aac 
Asp lie Leu Asp Ala Val Ser Asp Gly Gly Val Met Leu Gly Arg Asn 
50 55 60 

ggt gec eta gtg ttg gga cct gtg gtt gga act etc cac att aaa ttc 
Gly Ala Leu Val Leu Gly Pro Val Val Gly Thr Leu His He Lys Phe 
65 70 75 80 

att gcg cct ttg aac aag cgt gtg gaa aga gtc atg tac aaa act gga 
He Ala Pro Leu Asn Lys Arg Val Glu Arg Val Met Tyr Lys Thr Gly 
85 90 95 

etc tea gaa get get gca get gag caa tgt get ttg gag gat cgt etc 
Leu Ser Glu Ala Ala Ala Ala Glu Gin Cys Ala Leu Glu Asp Arg Leu 
100 105 HO 

cgc gaa gag atg gee cac get ttg tat caa tgg aat ccg gga cgc gat 
Arg Glu Glu Met Ala His Ala Leu Tyr Gin Trp Asn Pro Gly Arg Asp 
115 120 125 

gaa aac tat gac etc gtg ate aac acc ggt teg atg aca tac gaa caa 
Glu Asn Tyr Asp Leu Val He Asn Thr Gly Ser Met Thr Tyr Glu Gin 
130 135 140 

ate gtt gat eta gtt gtg gaa act tac gec agg aag tat ccg etc cac 
He Val Asp Leu Val Val Glu Thr Tyr Ala Arg Lys Tyr Pro Leu His 
145 150 155 160 

gtg aga ate att ccg aac gga aaa gac caa taaacataca gtccccgtga 

Val Arg He He Pro Asn Gly Lys Asp Gin 
165 170 

tgt 



48 



96 



144 



192 



240 



288 



336 



384 



432 



480 



530 



533 



BGI-126CP 



-623- 



<210> 432 
<211> 170 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 432 

Phe Gly Glu Asn Lys Asp Leu He Ser Asp Ser Ser Phe Asn Arg Trp 
15 10 15 

Leu Arg Thr Val Ser Leu Gly Ser Thr Gin Asp Ala Asp Met Ala Ala 
20 25 30 

Ala Ser Asn Leu Ala Ala Asn Ser Lys Met Ala Arg Gin Asn Thr Arg 
35 40 45 

Asp He Leu Asp Ala Val Ser Asp Gly Gly Val Met Leu Gly Arg Asn 
50 55 60 

Gly Ala Leu Val Leu Gly Pro Val Val Gly Thr Leu His He Lys Phe 
65 70 75 80 

He Ala Pro Leu Asn Lys Arg Val Glu Arg Val Met Tyr Lys Thr Gly 
85 90 95 

Leu Ser Glu Ala Ala Ala Ala Glu Gin Cys Ala Leu Glu Asp Arg Leu 
100 105 HO 

Arg Glu Glu Met Ala His Ala Leu Tyr Gin Trp Asn Pro Gly Arg Asp 
115 120 125 

Glu Asn Tyr Asp Leu Val He Asn Thr Gly Ser Met Thr Tyr Glu Gin 
130 135 140 

He Val Asp Leu Val Val Glu Thr Tyr Ala Arg Lys Tyr Pro Leu His 
145 150 155 160 

Val Arg He He Pro Asn Gly Lys Asp Gin 
165 170 



<210> 433 
<211> 533 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (510) 
<223> FRXA02873 

<400> 433 

ttc ggt gag aac aaa gat etc ate tct gac age agt ttc aac cgc tgg 
Phe Gly Glu Asn Lys Asp Leu He Ser Asp Ser Ser Phe Asn Arg Trp 
15 10 15 

ctg cgt acg gtt tec etc gga teg ace cag gat gee gat atg get gca 
Leu Arg Thr Val Ser Leu Gly Ser Thr Gin Asp Ala Asp Met Ala Ala 
20 25 30 

get tec aac ttg gca gee aat tct aaa atg gec cgc cag aac acc cgc 
Ala Ser Asn Leu Ala Ala Asn Ser Lys Met Ala Arg Gin Asn Thr Arg 



48 



96 



144 
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35 40 45 

gat ate etc gac gca gtc tct gat ggt ggc gtc atg etc ggc cga aac 
Asp lie Leu Asp Ala Val Ser Asp Gly Gly Val Met Leu Gly Arg Asn 
50 55 60 

ggt gee eta gtg ttg gga cct gtg gtt gga act etc cac att aaa ttc 
Gly Ala Leu Val Leu Gly Pro Val Val Gly Thr Leu His He Lys Phe 
65 70 75 80 

att gcg cct ttg aac aag cgt gtg gaa aga gtc atg tac aaa act gga 
He Ala Pro Leu Asn Lys Arg Val Glu Arg Val Met Tyr Lys Thr Gly 
85 90 95 

etc tea gaa get get gca get gag caa tgt get ttg gag gat cgt etc 
Leu Ser Glu Ala Ala Ala Ala Glu Gin Cys Ala Leu Glu Asp Arg Leu 
100 105 HO 

cgc gaa gag atg gec cac get ttg tat caa tgg aat ccg gga cgc gat 
Arg Glu Glu Met Ala His Ala Leu Tyr Gin Trp Asn Pro Gly Arg Asp 
115 120 125 

gaa aac tat gac etc gtg ate aac ace ggt teg atg aca tac gaa caa 432 
Glu Asn Tyr Asp Leu Val He Asn Thr Gly Ser Met Thr Tyr Glu Gin 
130 135 140 



ate gtt gat eta gtt gtg gaa act tac gee agg aag tat ccg etc cac 
He Val Asp Leu Val Val Glu Thr Tyr Ala Arg Lys Tyr Pro Leu His 
145 150 155 160 

gtg aga ate att ccg aac gga aaa gac caa taaacataca gtccccgtga 
Val Arg He He Pro Asn Gly Lys Asp Gin 
165 170 

tgt 



<210> 434 
<211> 170 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 434 

Phe Gly Glu Asn Lys Asp Leu He Ser Asp Ser Ser Phe Asn Arg Trp 
15 10 15 

Leu Arg Thr Val Ser Leu Gly Ser Thr Gin Asp Ala Asp Met Ala Ala 
20 25 30 

Ala Ser Asn Leu Ala Ala Asn Ser Lys Met Ala Arg Gin Asn Thr Arg 
35 40 45 

Asp He Leu Asp Ala Val Ser Asp Gly Gly Val Met Leu Gly Arg Asn 
50 55 60 

Gly Ala Leu Val Leu Gly Pro Val Val Gly Thr Leu His He Lys Phe 
65 70 75 80 

He Ala Pro Leu Asn Lys Arg Val Glu Arg Val Met Tyr Lys Thr Gly 
85 90 95 



192 



240 



288 



336 



384 



480 



530 



533 
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Leu Ser Glu Ala 
100 

Arg Glu Glu Met 

115 

Glu Asn Tyr Asp 
130 

lie Val Asp Leu 
145 

Val Arg lie lie 



Ala Ala Ala Glu 



Ala His Ala Leu 
120 

Leu Val lie Asn 
135 

Val Val Glu Thr 
150 

Pro Asn Gly Lys 
165 



Gin Cys Ala Leu 
105 

Tyr Gin Trp Asn 



Thr Gly Ser Met 
140 

Tyr Ala Arg Lys 
155 

Asp Gin 
170 



Glu Asp Arg Leu 
110 

Pro Gly Arg Asp 
125 

Thr Tyr Glu Gin 



Tyr Pro Leu His 
160 



<210> 435 
<211> 798 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (775) 

<223> RXA02292 

<400> 435 

tgcaccacgc cagctgcaac cctgcgcggt ggtctgggaa gttggtggag gggatcgtcg 60 

aaaagcgtag gcactaaagt tctcctgcac aatggaggat atg gac aat gac ttt 115 

Met Asp Asn Asp Phe 
1 5 



gaa tct ate gag aaa atg age age ggc gat tgg tac gtg get acc ggc 
Glu Ser He Glu Lys Met Ser Ser Gly Asp Trp Tyr Val Ala Thr Gly 
10 15 20 

gcg gaa cgt gaa gaa gtg gca caa aaa aca gcg tta ctt ttc cac gaa 
Ala Glu Arg Glu Glu Val Ala Gin Lys Thr Ala Leu Leu Phe His Glu 
25 30 35 

tac aac caa att gga cct aca gac ccc gca cga act gec gaa ata eta 
Tyr Asn Gin He Gly Pro Thr Asp Pro Ala Arg Thr Ala Glu He Leu 
40 45 50 

aga act gta eta aat cct gec age gga acc tgc acg ate aaa gcg cca 
Arg Thr Val Leu Asn Pro Ala Ser Gly Thr Cys Thr He Lys Ala Pro 
55 60 65 

gee ate att gaa tac ggc ttc aac acc acg ate ggc gag cat gtg ttc 
Ala He He Glu Tyr Gly Phe Asn Thr Thr He Gly Glu His Val Phe 
70 75 80 85 

ate aac ttt ggc etc acc att tta gat ate gca ccg gtt cgc ate ggg 
He Asn Phe Gly Leu Thr He Leu Asp He Ala Pro Val Arg He Gly 
90 95 100 

gca cgc age atg etc ggg cca aac tgt cag etc ttc acc gca ggt cac 
Ala Arg Ser Met Leu Gly Pro Asn Cys Gin Leu Phe Thr Ala Gly His 
105 HO H5 



163 



211 



259 



307 



355 



403 



451 
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ccg gtc gat gac tgg gaa atg cgc tec ggt ggg tgg gaa aat ggc gca 
Pro Val Asp Asp Trp Glu Met Arg Ser Gly Gly Trp Glu Asn Gly Ala 
120 125 130 

ccc att tec att ggc gag gat acg tgg ctg ggt gga aat gtc acc gtc 
Pro lie Ser He Gly Glu Asp Thr Trp Leu Gly Gly Asn Val Thr Val 
135 140 145 

gtt ggt ggc gtg age att ggc gat agg tgt gtg att ggc gcg ggg ccc 
Val Gly Gly Val Ser He Gly Asp Arg Cys Val He Gly Ala Gly Pro 
150 155 160 165 

gtg gtg acc aag gat att ccg gat gat tct att get gtg ggc aac cct 
Val Val Thr Lys Asp He Pro Asp Asp Ser He Ala Val Gly Asn Pro 
170 175 180 

gcg cga gta gtg egg aaa cgt gat gat age egg etc gaa cgt teg cag 
Ala Arg Val Val Arg Lys Arg Asp Asp Ser Arg Leu Glu Arg Ser Gin 
185 190 195 

ctg cca gaa ggt get tec gtg gat gcg ttg ggg att ctt cct aca aaa 
Leu Pro Glu Gly Ala Ser Val Asp Ala Leu Gly He Leu Pro Thr Lys 
200 205 210 

tea cct agg ctg tea gaa aat att gee gaa aaa tat taaatacgea 
Ser Pro Arg Leu Ser Glu Asn He Ala Glu Lys Tyr 
215 220 225 

ggcactaaga aga 



<210> 436 
<211> 225 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 436 

Met Asp Asn Asp Phe Glu Ser He Glu Lys Met Ser Ser Gly Asp Trp 
15 10 15 

Tyr Val Ala Thr Gly Ala Glu Arg Glu Glu Val Ala Gin Lys Thr Ala 
20 25 30 

Leu Leu Phe His Glu Tyr Asn Gin He Gly Pro Thr Asp Pro Ala Arg 
35 40 45 

Thr Ala Glu He Leu Arg Thr Val Leu Asn Pro Ala Ser Gly Thr Cys 
50 55 60 

Thr He Lys Ala Pro Ala He He Glu Tyr Gly Phe Asn Thr Thr He 



65 



70 75 80 



Gly Glu His Val Phe He Asn Phe Gly Leu Thr He Leu Asp He Ala 

85 90 95 

Pro Val Arg He Gly Ala Arg Ser Met Leu Gly Pro Asn Cys Gin Leu 

100 105 HO 

Phe Thr Ala Gly His Pro Val Asp Asp Trp Glu Met Arg Ser Gly Gly 

115 120 125 



499 



547 



595 



643 



691 



739 



785 



798 



BGI-126CP 
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Trp Glu Asn Gly Ala Pro lie Ser lie Gly Glu Asp Thr Trp Leu Gly 
130 135 140 

Gly Asn Val Thr Val Val Gly Gly Val Ser He Gly Asp Arg Cys Val 
145 150 155 160 

He Gly Ala Gly Pro Val Val Thr Lys Asp He Pro Asp Asp Ser He 
165 170 175 

Ala Val Gly Asn Pro Ala Arg Val Val Arg Lys Arg Asp Asp Ser Arg 
180 185 190 

Leu Glu Arg Ser Gin Leu Pro Glu Gly Ala Ser Val Asp Ala Leu Gly 
195 200 205 

He Leu Pro Thr Lys Ser Pro Arg Leu Ser Glu Asn He Ala Glu Lys 
210 215 220 

Tyr 

225 



<210> 437 
<211> 891 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (868) 

<223> RXA02666 

<400> 437 

gctcggcgac gaggaagaga agaaggacgc attcgacgac ttcgacgatt ccgacgtgga 60 

tcttgacgat ctgagcttcg acgacgaaga ttagacgccc atg teg tct aca cga 115 

Met Ser Ser Thr Arg 
1 5 

ate ccc gtc ate gca etc etc gcg gcg gcg ggg cgc gga acc cgc etc 163 
He Pro Val He Ala Leu Leu Ala Ala Ala Gly Arg Gly Thr Arg Leu 
10 15 20 

ggc gga ccc ate ccc aaa gca ttc gtc acg ttg cgt gaa cgc aca ctt 211 
Gly Gly Pro He Pro Lys Ala Phe Val Thr Leu Arg Glu Arg Thr Leu 
25 30 35 

tta gag cgc teg etc caa gee atg etc acc tec gaa age gtc gac gaa 259 
Leu Glu Arg Ser Leu Gin Ala Met Leu Thr Ser Glu Ser Val Asp Glu 
40 45 50 

ate ate ate etc gtc age ccc gac atg gaa acc tac gee cgc gat ttg 307 
He He He Leu Val Ser Pro Asp Met Glu Thr Tyr Ala Arg Asp Leu 
55 60 65 

ctg cgc aaa cgc ggt ctt ttg aac gac ccc gaa ggg gta cgc gta egg 355 
Leu Arg Lys Arg Gly Leu Leu Asn Asp Pro Glu Gly Val Arg Val Arg 
70 75 80 85 



etc gtg cac ggc ggc ggg gag cgc gcg gac teg gtc tgg gca ggc ctt 
Leu Val His Gly Gly Gly Glu Arg Ala Asp Ser Val Trp Ala Gly Leu 



403 
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90 95 100 

cag gca att teg ctt gac gac gec acc ccc gat gca att gtc tta ate 
Gin Ala He Ser Leu Asp Asp Ala Thr Pro Asp Ala He Val Leu He 
105 HO H5 

cac gac age gee cga gcg etc aca cca ccc ggc atg att gcg cgc gtg 
His Asp Ser Ala Arg Ala Leu Thr Pro Pro Gly Met He Ala Arg Val 
120 125 130 

gtg cgc aaa gtc cac gaa ggc gec acc gca gtc ate cca gta ctg cca 
Val Arg Lys Val His Glu Gly Ala Thr Ala Val He Pro Val Leu Pro 
135 140 145 

gta teg gac acc ate aaa cga gtg tec cct gat ggc gga gta gtt gtc 
Val Ser Asp Thr He Lys Arg Val Ser Pro Asp Gly Gly Val Val Val 
150 155 160 165 



451 



499 



547 



595 



643 



gac aca ccc aac cgt gca gaa ctt cgc gec gtc caa acc cca caa ggc 
Asp Thr Pro Asn Arg Ala Glu Leu Arg Ala Val Gin Thr Pro Gin Gly 
170 175 180 

ttc ctg ctg tec gaa ctt gtt gca gcg aat gag aaa ttc ttc gec gac 
Phe Leu Leu Ser Glu Leu Val Ala Ala Asn Glu Lys Phe Phe Ala Asp 
185 190 195 

ccc aac cca ggc ttc ate cca acc gat gac gec age ttg atg gaa tgg 
Pro Asn Pro Gly Phe He Pro Thr Asp Asp Ala Ser Leu Met Glu Trp 
200 205 210 

tac ggc gca gat gta gtc tgc gta caa ggc gac cca atg gcg ttt aaa 
Tyr Gly Ala Asp Val Val Cys Val Gin Gly Asp Pro Met Ala Phe Lys 
215 220 225 

gta aca acc ccc att gat atg atg ctg gca caa cgc ate acc gac gaa 
Val Thr Thr Pro He Asp Met Met Leu Ala Gin Arg He Thr Asp Glu 
230 235 240 245 

gec gaa ccc aca ata ttt gag gta cca ggt gac taacccaatc atcccccgcg Qi 
Ala Glu Pro Thr He Phe Glu Val Pro Gly Asp 
250 255 



691 



739 



787 



835 



tag 



891 



<210> 438 
<211> 256 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 438 

Met Ser Ser Thr Arg lie Pro Val 
1 5 

Arg Gly Thr Arg Leu Gly Gly Pro 
20 

Arg Glu Arg Thr Leu Leu Glu Arg 
35 40 

Glu Ser Val Asp Glu He He He 



He Ala Leu Leu Ala Ala Ala Gly 
10 15 

He Pro Lys Ala Phe Val Thr Leu 
25 30 

Ser Leu Gin Ala Met Leu Thr Ser 
45 

Leu Val Ser Pro Asp Met Glu Thr 
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50 



55 



60 



Tvr Ala Arq Asp Leu Leu Arg Lys Arg Gly Leu Leu Asn Asp Pro Glu 
65 70 75 80 

Gly Val Arg Val Arg Leu Val His Gly Gly Gly Glu Arg Ala Asp Ser 
85 90 95 

Val Trp Ala Gly Leu Gin Ala lie Ser Leu Asp Asp Ala Thr Pro Asp 
100 105 HO 

Ala He Val Leu He His Asp Ser Ala Arg Ala Leu Thr Pro Pro Gly 
115 120 125 

Met He Ala Arg Val Val Arg Lys Val His Glu Gly Ala Thr Ala Val 
130 135 140 

He Pro Val Leu Pro Val Ser Asp Thr He Lys Arg Val Ser Pro Asp 
145 150 155 160 

Gly Gly Val Val Val Asp Thr Pro Asn Arg Ala Glu Leu Arg Ala Val 
165 170 175 

Gin Thr Pro Gin Gly Phe Leu Leu Ser Glu Leu Val Ala Ala Asn Glu 
180 185 190 

Lys Phe Phe Ala Asp Pro Asn Pro Gly Phe He Pro Thr Asp Asp Ala 
195 200 205 

Ser Leu Met Glu Trp Tyr Gly Ala Asp Val Val Cys Val Gin Gly Asp 
210 215 220 

Pro Met Ala Phe Lys Val Thr Thr Pro He Asp Met Met Leu Ala Gin 
225 230 235 240 

Arg He Thr Asp Glu Ala Glu Pro Thr He Phe Glu Val Pro Gly Asp 
245 250 255 



<210> 439 
<211> 1065 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1042) 

<223> RXA00202 

<400> 439 

ctggcagcag attgtcatcg gttgtgtcat cgcgcttgcg gtgggcttcg atgtcatccg 6 

aaacaaaacc tctaagtaat tcctgaaagg aaattttcac atg tac get cgt aaa 1 

Met Tyr Ala Arg Lys 
1 5 

ctt att get ctg tec get tct gtc gtt ttg get ttc age ttg tct get 1 
Leu He Ala Leu Ser Ala Ser Val Val Leu Ala Phe Ser Leu Ser Ala 



BGM26CP 
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10 



15 20 



tqc aac cgt gaa tct tct ggc acc age gca gac ggc ggt tct gcg gat 
Cys Asn Arg Glu Ser Ser Gly Thr Ser Ala Asp Gly Gly Ser Ala Asp 

30 35 



25 



ggg teg ate acc ttg get ctg tct acc cag acc aac ccg ttc ttt gtg 
Gly Ser He Thr Leu Ala Leu Ser Thr Gin Thr Asn Pro Phe Phe Val 
40 45 50 

cag ctt cgt gat ggt gee cag gaa aag get gat gaa ttg ggc gtg acc 
Gin Leu Arg Asp Gly Ala Gin Glu Lys Ala Asp Glu Leu Gly Val Thr 
55 60 65 

etc aat gtt cag gat get tec gat gac get gca acg cag gee aac cag 
Leu Asn Val Gin Asp Ala Ser Asp Asp Ala Ala Thr Gin Ala Asn Gin 



70 75 



80 85 



etc aac aac get gtc acc acc ggt get ggc gtg gtg att gtc aac cca 
Leu Asn Asn Ala Val Thr Thr Gly Ala Gly Val Val He Val Asn Pro 
90 95 10° 

act gat tct gat get gtg gtg ccg teg gtg gaa get etc aac cag get 
Thr Asp Ser Asp Ala Val Val Pro Ser Val Glu Ala Leu Asn Gin Ala 
105 HO H5 

gac att cct gtt gtg get gtc gac cgt tec tec aat ggt ggc gag gtg 
Asp He Pro Val Val Ala Val Asp Arg Ser Ser Asn Gly Gly Glu Val 
120 125 130 

gcg tec ttc gtg gca tct gac aac gtt get ggc ggc gcg cag get get 
Ala Ser Phe Val Ala Ser Asp Asn Val Ala Gly Gly Ala Gin Ala Ala 
135 140 I 45 

gca gec ctg gca gag gcg ate ggt ggc gaa ggt gaa ate etc atg ctg 
lla Ala Leu Ala Glu Ala He Gly Gly Glu Gly Glu He Leu Met Leu 
150 155 160 165 

caa ggc att gcg gga tec tct gca tea cgt gat cgt gga cag gga ttt 
Gin Gly lie Ala Gly Ser Ser Ala Ser Arg Asp Arg Gly Gin Gly Phe 
170 175 180 

gaa gag gag ate get aag cat gag ggc att tec att gtg get aag cag 
Glu Glu Glu lie Ala Lys His Glu Gly He Ser He Val Ala Lys Gin 
185 190 195 

acc gec aac ttt gac cgc ggt gag ggc ctg gac gtg gca act aac ctg 
Thr Ala Asn Phe Asp Arg Gly Glu Gly Leu Asp Val Ala Thr Asn Leu 
200 205 210 

ctg cag gca cac ccc aat gtg aag gcg ate ttc gcg gaa aac gat gag 
Leu Gin Ala His Pro Asn Val Lys Ala He Phe Ala Glu Asn Asp Glu 
215 220 225 



211 



259 



307 



355 



403 



451 



499 



547 



595 



643 



691 



739 



787 



atg gcg ttg ggc gca ate gaa gec ctg ggt get cgt get ggt gaa gat 
Met Ala Leu Gly Ala He Glu Ala Leu Gly Ala Arg Ala Gly Glu Asp 
230 235 240 245 



gtc ate gtt gtc ggt ttc gat ggc acc aat gat ggt ctg gca gcg gtt 
Val He Val Val Gly Phe Asp Gly Thr Asn Asp Gly Leu Ala Ala Val 
250 255 260 



835 



883 



BGI-126CP 
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gaa gat gga cgc atg ttg gcc acc gtt get cag cag cca gaa gag ctg 931 
Glu Asp Gly Arg Met Leu Ala Thr Val Ala Gin Gin Pro Glu Glu Leu 
265 270 275 

gga gca aag get gtg gaa gaa gca get aag etc ctg cgc ggt gag gac 97 9 
Gly Ala Lys Ala Val Glu Glu Ala Ala Lys Leu Leu Arg Gly Glu Asp 
280 285 290 



get gaa aca gag gta cca gtt gag gtt gtc act gtg aag etc gac aac 
Ala Glu Thr Glu Val Pro Val Glu Val Val Thr Val Lys Leu Asp Asn 
295 300 305 



1027 



gtc gcg gac ttc aag tagteggega tgaaaaagtc cgt 1065 

Val Ala Asp Phe Lys 

310 



<210> 440 
<211> 314 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 440 

Met Tyr Ala Arg Lys Leu lie Ala Leu Ser Ala Ser Val Val Leu Ala 
15 10 15 

Phe Ser Leu Ser Ala Cys Asn Arg Glu Ser Ser Gly Thr Ser Ala Asp 
20 25 30 

Gly Gly Ser Ala Asp Gly Ser lie Thr Leu Ala Leu Ser Thr Gin Thr 
35 40 45 

Asn Pro Phe Phe Val Gin Leu Arg Asp Gly Ala Gin Glu Lys Ala Asp 
50 55 60 

Glu Leu Gly Val Thr Leu Asn Val Gin Asp Ala Ser Asp Asp Ala Ala 
65 70 75 80 

Thr Gin Ala Asn Gin Leu Asn Asn Ala Val Thr Thr Gly Ala Gly Val 
85 90 95 

Val lie Val Asn Pro Thr Asp Ser Asp Ala Val Val Pro Ser Val Glu 
100 105 HO 

Ala Leu Asn Gin Ala Asp lie Pro Val Val Ala Val Asp Arg Ser Ser 
115 120 125 

Asn Gly Gly Glu Val Ala Ser Phe Val Ala Ser Asp Asn Val Ala Gly 
130 135 140 

Gly Ala Gin Ala Ala Ala Ala Leu Ala Glu Ala He Gly Gly Glu Gly 
145 150 155 160 

Glu He Leu Met Leu Gin Gly He Ala Gly Ser Ser Ala Ser Arg Asp 
165 170 175 

Arg Gly Gin Gly Phe Glu Glu Glu He Ala Lys His Glu Gly He Ser 
180 185 190 



He Val Ala Lys Gin Thr Ala Asn Phe Asp Arg Gly Glu Gly Leu Asp 
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195 

Val Ala Thr Asn 
210 

Ala Glu Asn Asp 
225 

Arg Ala Gly Glu 



Gly Leu Ala Ala 
260 

Gin Pro Glu Glu 
275 

Leu Arg Gly Glu 
290 

Val Lys Leu Asp 
305 



200 

Leu Leu Gin Ala 

215 

Glu Met Ala Leu 
230 

Asp Val He Val 
245 

Val Glu Asp Gly 



Leu Gly Ala Lys 
280 

Asp Ala Glu Thr 

295 

Asn Val Ala Asp 
310 



His Pro Asn Val 
220 

Gly Ala He Glu 
235 

Val Gly Phe Asp 
250 

Arg Met Leu Ala 
265 

Ala Val Glu Glu 



Glu Val Pro Val 
300 

Phe Lys 



205 

Lys Ala He Phe 



Ala Leu Gly Ala 
240 

Gly Thr Asn Asp 
255 

Thr Val Ala Gin 
270 

Ala Ala Lys Leu 
285 

Glu Val Val Thr 



<210> 441 
<211> 963 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (940) 

<223> RXA02440 

<400> 441 

gctgttaatc acgggttgtt cagctaccgg gggagcacca cgggcaacag atggggcatc 60 

aggcggagga accgtcgata cgcctcggtt ggttgtcgcg atg gtg age cac ggc 115 

Met Val Ser His Gly 
1 5 



gcg ccg ggc gat act ttt tgg gat ttg gtc cga aaa ggt get gaa gac 
Ala Pro Gly Asp Thr Phe Trp Asp Leu Val Arg Lys Gly Ala Glu Asp 
10 15 20 



ate cct gaa caa tec aac etc gtg caa aat gee ate gat tea cgc gtc 

He Pro Glu Gin Ser Asn Leu Val Gin Asn Ala He Asp Ser Arg Val 

40 45 50 

gac ggc ate gee atg acc atg cct aat get caa tea eta gga ccg gtc 

Asp Gly He Ala Met Thr Met Pro Asn Ala Gin Ser Leu Gly Pro Val 

55 60 65 

get caa aag gec gtg gat gcg ggc att cct gtg gtt ggt etc aac get 

Ala Gin Lys Ala Val Asp Ala Gly He Pro Val Val Gly Leu Asn Ala 

70 75 80 85 



163 



gec gee caa aaa gac aac gtt gaa etc cgc tat tec tct aat ccg gaa 211 
Ala Ala Gin Lys Asp Asn Val Glu Leu Arg Tyr Ser Ser Asn Pro Glu 
25 30 35 



259 



307 



355 



BGI-126CP 



- 633 - 



gga atg aac gaa tac caa gat tat gga atg aca gga ttc ttt ggt caa 403 
Gly Met Asn Glu Tyr Gin Asp Tyr Gly Met Thr Gly Phe Phe Gly Gin 
90 95 100 

gat gaa tec gtc gca gga gca tec gca gga gcg cgc ctt gec gag gaa 
Asp Glu Ser Val Ala Gly Ala Ser Ala Gly Ala Arg Leu Ala Glu Glu 
105 HO H5 

aac gca caa aaa gtt ttg tgt gtg ate cat gaa cag ggc aac tec tec 
Asn Ala Gin Lys Val Leu Cys Val He His Glu Gin Gly Asn Ser Ser 
120 125 130 

cag gaa get cgc tgt ggt ggc gtg tct gaa ggt ttg ggc aaa caa gta 547 
Gin Glu Ala Arg Cys Gly Gly Val Ser Glu Gly Leu Gly Lys Gin Val 
135 140 145 



gaa acc ctg tat gtc aac ggc atg gat etc ace tea gtg aac tec acc 
Glu Thr Leu Tyr Val Asn Gly Met Asp Leu Thr Ser Val Asn Ser Thr 

155 160 165 



150 



ggt ctg cga tgacaaaaat caagagtggg gag 
Gly Leu Arg 
280 



451 



499 



595 



643 



ctg cag gca aaa ctt get caa gac cgc age att gat tgg gtt gtg gga 
Leu Gin Ala Lys Leu Ala Gin Asp Arg Ser He Asp Trp Val Val Gly 
170 175 180 

etc cag get ggt gta tea atg get att tct gat gcg gca gac get gcg 
Leu Gin Ala Gly Val Ser Met Ala He Ser Asp Ala Ala Asp Ala Ala 
185 190 195 

aac tea gaa gta aag ate gee acc ttt gat aca aac gca cag etc atg 
Asn Ser Glu Val Lys He Ala Thr Phe Asp Thr Asn Ala Gin Leu Met 
200 205 210 

acc get att cgt gat ggc aag ate caa ttc gec att gat cag caa cca 
Thr Ala He Arg Asp Gly Lys He Gin Phe Ala He Asp Gin Gin Pro 
215 220 225 

tat ctg cag ggc tac atg gec gtg gat teg ctg tgg ttg gcg cac cga 
Tyr Leu Gin Gly Tyr Met Ala Val Asp Ser Leu Trp Leu Ala His Arg 
230 235 240 245 

aac ggc acc act gtt ggt ggc gga cga ccc gtg tac aca gga cca gec 883 
Asn Gly Thr Thr Val Gly Gly Gly Arg Pro Val Tyr Thr Gly Pro Ala 
250 255 260 

att gtg gat gec acc aac gtt gat gtc att get gaa gec gtt ggg gag 931 
lie Val Asp Ala Thr Asn Val Asp Val He Ala Glu Ala Val Gly Glu 
265 270 275 



691 



73 9 



787 



835 



963 



<210> 442 
<211> 280 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 442 

Met Val Ser His Gly Ala Pro Gly Asp Thr Phe Trp Asp Leu Val Arg 
15 10 15 
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Lys Gly Ala Glu Asp Ala Ala Gin Lys Asp Asn Val Glu Leu Arg Tyr 
20 25 30 

Ser Ser Asn Pro Glu lie Pro Glu Gin Ser Asn Leu Val Gin Asn Ala 
35 40 45 

He Asp Ser Arg Val Asp Gly He Ala Met Thr Met Pro Asn Ala Gin 
50 55 60 

Ser Leu Gly Pro Val Ala Gin Lys Ala Val Asp Ala Gly He Pro Val 
65 70 75 80 

Val Gly Leu Asn Ala Gly Met Asn Glu Tyr Gin Asp Tyr Gly Met Thr 
85 90 95 

Gly Phe Phe Gly Gin Asp Glu Ser Val Ala Gly Ala Ser Ala Gly Ala 
100 105 HO 

Arg Leu Ala Glu Glu Asn Ala Gin Lys Val Leu Cys Val He His Glu 
115 120 125 

Gin Gly Asn Ser Ser Gin Glu Ala Arg Cys Gly Gly Val Ser Glu Gly 
130 135 140 

Leu Gly Lys Gin Val Glu Thr Leu Tyr Val Asn Gly Met Asp Leu Thr 
145 150 155 160 

Ser Val Asn Ser Thr Leu Gin Ala Lys Leu Ala Gin Asp Arg Ser He 
165 170 175 

Asp Trp Val Val Gly Leu Gin Ala Gly Val Ser Met Ala He Ser Asp 
180 185 190 

Ala Ala Asp Ala Ala Asn Ser Glu Val Lys He Ala Thr Phe Asp Thr 
195 200 205 

Asn Ala Gin Leu Met Thr Ala He Arg Asp Gly Lys He Gin Phe Ala 
210 215 220 

He Asp Gin Gin Pro Tyr Leu Gin Gly Tyr Met Ala Val Asp Ser Leu 
225 230 235 240 

Trp Leu Ala His Arg Asn Gly Thr Thr Val Gly Gly Gly Arg Pro Val 
245 250 255 

Tyr Thr Gly Pro Ala He Val Asp Ala Thr Asn Val Asp Val He Ala 
260 265 270 

Glu Ala Val Gly Glu Gly Leu Arg 
275 280 



<210> 443 
<211> 1482 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1459) 



BGI-126CP 



-635 - 



<223> RXN01569 



<400> 443 

aaggcctaga gcagaccatc gattggtacc gcgaaaacga ggcctggtgg cgccctgcca 60 



agaacaacgt cgaagctacc tacgctaagc agggacaata atg gaa tac ggt aaa 

Met Glu Tyr Gly Lys 
1 5 



115 



caa etc acc tec cac acc acc gac ate gaa ggc eta ctg gtt ttc gat 
Gin Leu Thr Ser His Thr Thr Asp lie Glu Gly Leu Leu Val Phe Asp 
10 15 20 

ttc ccc gtc cac ggc gac aac cgc ggc tgg ttc aag gaa aat tgg cag 
Phe Pro Val His Gly Asp Asn Arg Gly Trp Phe Lys Glu Asn Trp Gin 
25 30 35 



163 



211 



cgc acc aag atg acc aac ctg ggg ctg ccc gat ttt ggc ccc gtc caa 
Arg Thr Lys Met Thr Asn Leu Gly Leu Pro Asp Phe Gly Pro Val Gin 
40 45 50 

aac aac atg agt ttc aac gec acc gec ggc acg act cgc ggc atg cac 
Asn Asn Met Ser Phe Asn Ala Thr Ala Gly Thr Thr Arg Gly Met His 
55 60 65 

get gag ccg tgg gat aaa ttt gtg tec gtc gcg gtg ggt tec gtt ttc 
Ala Glu Pro Trp Asp Lys Phe Val Ser Val Ala Val Gly Ser Val Phe 
70 75 80 85 

gga get tgg gtg gat ctg cgc gcg ggc teg age acg tac ggt aac gtc 
Gly Ala Trp Val Asp Leu Arg Ala Gly Ser Ser Thr Tyr Gly Asn Val 
90 95 100 

gta acg caa aaa att acc cct gac gtg gga gtt tac gtc ccg cgt ggt 
Val Thr Gin Lys lie Thr Pro Asp Val Gly Val Tyr Val Pro Arg Gly 
105 HO H5 

gtg gca aac ggc ttc cag gcg etc gag gac ggc acg ctg tac acc tac 
Val Ala Asn Gly Phe Gin Ala Leu Glu Asp Gly Thr Leu Tyr Thr Tyr 
120 125 130 

etc gtc aac gat cat tgg tec ccc gac gcg cat tac gee aac gtc aac 
Leu Val Asn Asp His Trp Ser Pro Asp Ala His Tyr Ala Asn Val Asn 
135 140 145 

etc aac atg ate gac tgg ccg ctg ccc ate acc gag ate tec gaa aaa 
Leu Asn Met lie Asp Trp Pro Leu Pro lie Thr Glu lie Ser Glu Lys 
150 155 160 165 

gat aaa aaa cat cca gcg ctt ate gac gee acc ccc ctg ccc gee cgc 
Asp Lys Lys His Pro Ala Leu He Asp Ala Thr Pro Leu Pro Ala Arg 
170 175 180 



259 



307 



355 



403 



451 



499 



547 



595 



643 



aag gtt etc gtg gtc ggc gec ggc gga caa ctg gga acc gcg eta cgc 
Lys Val Leu Val Val Gly Ala Gly Gly Gin Leu Gly Thr Ala Leu Arg 
185 190 195 

gcg cag ttc cca gac gcg gaa ttt gtc acg cgc caa gaa etc gat ate 
Ala Gin Phe Pro Asp Ala Glu Phe Val Thr Arg Gin Glu Leu Asp He 
200 205 210 



691 



739 
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acc tea gat etc acc gag get cgc gcg tgg aaa caa tac tec acc ate 787 
Thr Ser Asp Leu Thr Glu Ala Arg Ala Trp Lys Gin Tyr Ser Thr He 
215 220 225 



ata aac gee gee gec tac act gee gtt gac cag gca gaa cac gac cgc 
He Asn Ala Ala Ala Tyr Thr Ala Val Asp Gin Ala Glu His Asp Arg 
230 235 240 245 

gca gca gcg tgg gac ate aac gca gcg gca gtg get aac etc gcg acc 
Ala Ala Ala Trp Asp He Asn Ala Ala Ala Val Ala Asn Leu Ala Thr 
250 255 260 

ate gcg cgc gac aac aac etc acc etc gtg cae gtg tec tea gat tat 
He Ala Arg Asp Asn Asn Leu Thr Leu Val His Val Ser Ser Asp Tyr 
265 270 275 

gtc ttc gac ggt gcg gee gaa tec tac gat gaa aac gca ccg ttt tec 
Val Phe Asp Gly Ala Ala Glu Ser Tyr Asp Glu Asn Ala Pro Phe Ser 
280 285 290 

cca etc ggc gtg tac ggc caa tec aaa gca gee ggc gac ate gga gac 
Pro Leu Gly Val Tyr Gly Gin Ser Lys Ala Ala Gly Asp He Gly Asp 
295 300 305 

acc acc gca ccg cgc cac tac att gtg cgc acc age tgg gtg att ggc 
Thr Thr Ala Pro Arg His Tyr He Val Arg Thr Ser Trp Val He Gly 
310 315 320 325 



age acc gee gag tac ttc gee aac aaa gac gca gcg ccc cgc cca ctg 
Ser Thr Ala Glu Tyr Phe Ala Asn Lys Asp Ala Ala Pro Arg Pro Leu 
410 415 420 

aac tec gtt ttg gat etc ggc aaa ate gaa gee acc gga ttt age gca 
Asn Ser Val Leu Asp Leu Gly Lys He Glu Ala Thr Gly Phe Ser Ala 
425 430 435 

ccg acc tgg cag acc cgc etc aac gac tac etc aag gaa etc tea aag 
Pro Thr Trp Gin Thr Arg Leu Asn Asp Tyr Leu Lys Glu Leu Ser Lys 
440 445 450 

tgaaaggcat catcctcgca ggt 



835 



931 



979 



1027 



1075 



gat ggc aat aat ttt gtc cgc acc atg aaa tec etc gac gaa cgc ggc 1123 

Asp Gly Asn Asn Phe Val Arg Thr Met Lys Ser Leu Asp Glu Arg Gly 
330 335 340 

ate gca cca tea gta gtt gat gat caa ate ggc cgc eta tec ttc acc 1171 

He Ala Pro Ser Val Val Asp Asp Gin He Gly Arg Leu Ser Phe Thr 
345 350 355 

gaa gac ate gca gee ggc ate gcg cac ctt ttg gaa gtg ggt gca gca 1219 

Glu Asp He Ala Ala Gly He Ala His Leu Leu Glu Val Gly Ala Ala 

360 365 370 

tat ggc acc tac aac etc acc aac acc ggc gaa ccc gca age tgg gec 1267 

Tyr Gly Thr Tyr Asn Leu Thr Asn Thr Gly Glu Pro Ala Ser Trp Ala 
375 380 385 

gat gtt gee cgc gca gta ttt tec gac ccc acc aaa gtt acc ggc gtg 1315 

Asp Val Ala Arg Ala Val Phe Ser Asp Pro Thr Lys Val Thr Gly Val 
390 395 400 405 



1363 



1411 



1459 



1482 



BGI-126CP 



-637 - 



<210> 444 
<211> 453 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 444 

Met Glu Tyr Gly Lys Gin Leu Thr Ser His Thr Thr Asp lie Glu Gly 
15 10 15 

Leu Leu Val Phe Asp Phe Pro Val His Gly Asp Asn Arg Gly Trp Phe 
20 25 30 

Lys Glu Asn Trp Gin Arg Thr Lys Met Thr Asn Leu Gly Leu Pro Asp 
35 40 45 

Phe Gly Pro Val Gin Asn Asn Met Ser Phe Asn Ala Thr Ala Gly Thr 
50 55 60 

Thr Arg Gly Met His Ala Glu Pro Trp Asp Lys Phe Val Ser Val Ala 
65 70 75 80 

Val Gly Ser Val Phe Gly Ala Trp Val Asp Leu Arg Ala Gly Ser Ser 
85 90 95 

Thr Tyr Gly Asn Val Val Thr Gin Lys lie Thr Pro Asp Val Gly Val 
100 105 HO 

Tyr Val Pro Arg Gly Val Ala Asn Gly Phe Gin Ala Leu Glu Asp Gly 
115 120 125 

Thr Leu Tyr Thr Tyr Leu Val Asn Asp His Trp Ser Pro Asp Ala His 
130 135 140 

Tyr Ala Asn Val Asn Leu Asn Met lie Asp Trp Pro Leu Pro lie Thr 
145 150 155 160 

Glu lie Ser Glu Lys Asp Lys Lys His Pro Ala Leu lie Asp Ala Thr 
165 170 175 

Pro Leu Pro Ala Arg Lys Val Leu Val Val Gly Ala Gly Gly Gin Leu 
180 185 190 

Gly Thr Ala Leu Arg Ala Gin Phe Pro Asp Ala Glu Phe Val Thr Arg 
195 200 205 

Gin Glu Leu Asp He Thr Ser Asp Leu Thr Glu Ala Arg Ala Trp Lys 
210 215 220 

Gin Tyr Ser Thr He He Asn Ala Ala Ala Tyr Thr Ala Val Asp Gin 
225 230 235 240 

Ala Glu His Asp Arg Ala Ala Ala Trp Asp He Asn Ala Ala Ala Val 
245 250 255 

Ala Asn Leu Ala Thr He Ala Arg Asp Asn Asn Leu Thr Leu Val His 
260 265 270 



Val Ser Ser Asp Tyr Val Phe Asp Gly Ala Ala Glu Ser Tyr Asp Glu 
275 280 285 
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Asn Ala Pro Phe 
290 

Gly Asp lie Gly 
305 

Ser Trp Val lie 



Leu Asp Glu Arg 
340 

Arg Leu Ser Phe 
355 

Glu Val Gly Ala 
370 

Pro Ala Ser Trp 
385 

Lys Val Thr Gly 



Ala Pro Arg Pro 
420 

Thr Gly Phe Ser 
435 



Ser Pro Leu Gly 
295 

Asp Thr Thr Ala 
310 

Gly Asp Gly Asn 

325 

Gly lie Ala Pro 



Thr Glu Asp lie 
360 

Ala Tyr Gly Thr 
375 

Ala Asp Val Ala 
390 

Val Ser Thr Ala 
405 

Leu Asn Ser Val 



Ala Pro Thr Trp 
440 



Val Tyr Gly Gin 
300 

Pro Arg His Tyr 
315 

Asn Phe Val Arg 
330 

Ser Val Val Asp 
345 

Ala Ala Gly lie 



Tyr Asn Leu Thr 
380 

Arg Ala Val Phe 
395 

Glu Tyr Phe Ala 
410 

Leu Asp Leu Gly 
425 

Gin Thr Arg Leu 



Ser Lys Ala Ala 



lie Val Arg Thr 
320 

Thr Met Lys Ser 

335 

Asp Gin He Gly 
350 

Ala His Leu Leu 
365 

Asn Thr Gly Glu 



Ser Asp Pro Thr 
400 

Asn Lys Asp Ala 
415 

Lys He Glu Ala 
430 

Asn Asp Tyr Leu 
445 



Lys Glu Leu Ser Lys 
450 



<210> 445 
<211> 449 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (426) 
<223> FRXA01569 

<400> 445 

gca ccg cgc cac tac att gtg cgc acc age tgg gtg att ggc gat ggc 
Ala Pro Arg His Tyr He Val Arg Thr Ser Trp Val He Gly Asp Gly 
15 10 15 

aat aat ttt gtc cgc acc atg aaa tec etc gac gaa cgc ggc ate gca 
Asn Asn Phe Val Arg Thr Met Lys Ser Leu Asp Glu Arg Gly He Ala 
20 25 30 

cca tea gta gtt gat gat caa ate ggc cgc eta tec ttc acc gaa gac 
Pro Ser Val Val Asp Asp Gin He Gly Arg Leu Ser Phe Thr Glu Asp 
35 40 45 

ate gca gec ggc ate gcg cac ctt ttg gaa gtg ggt gca gca tat ggc 
He Ala Ala Gly He Ala His Leu Leu Glu Val Gly Ala Ala Tyr Gly 
50 55 60 



48 



96 



144 



192 
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acc tac aac etc acc aac acc ggc gaa ccc gca age tgg gec gat gtt 
Thr Tyr Asn Leu Thr Asn Thr Gly Glu Pro Ala Ser Trp Ala Asp Val 
65 70 75 80 

gec cgc gca gta ttt tec gac ccc acc aaa gtt acc ggc gtg age acc 
Ala Arg Ala Val Phe Ser Asp Pro Thr Lys Val Thr Gly Val Ser Thr 
85 90 95 

gec gag tac ttc gec aac aaa gac gca gcg ccc cgc cca ctg aac tec 
Ala Glu Tyr Phe Ala Asn Lys Asp Ala Ala Pro Arg Pro Leu Asn Ser 
100 105 HO 

gtt ttg gat etc ggc aaa ate gaa gec acc gga ttt age gca ccg acc 
Val Leu Asp Leu Gly Lys He Glu Ala Thr Gly Phe Ser Ala Pro Thr 
115 120 125 

tgg cag acc cgc etc aac gac tac etc aag gaa etc tea aag 
Trp Gin Thr Arg Leu Asn Asp Tyr Leu Lys Glu Leu Ser Lys 
130 135 140 

tgaaaggcat catcctcgca ggt 



240 



288 



336 



384 



426 



449 



<210> 446 
<211> 142 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 446 

Ala Pro Arg His Tyr He Val Arg Thr Ser Trp Val He Gly Asp Gly 
15 10 15 

Asn Asn Phe Val Arg Thr Met Lys Ser Leu Asp Glu Arg Gly He Ala 
20 25 30 

Pro Ser Val Val Asp Asp Gin He Gly Arg Leu Ser Phe Thr Glu Asp 
35 40 45 

He Ala Ala Gly He Ala His Leu Leu Glu Val Gly Ala Ala Tyr Gly 
50 55 60 

Thr Tyr Asn Leu Thr Asn Thr Gly Glu Pro Ala Ser Trp Ala Asp Val 
65 70 75 80 

Ala Arg Ala Val Phe Ser Asp Pro Thr Lys Val Thr Gly Val Ser Thr 
85 90 95 

Ala Glu Tyr Phe Ala Asn Lys Asp Ala Ala Pro Arg Pro Leu Asn Ser 
100 105 HO 

Val Leu Asp Leu Gly Lys He Glu Ala Thr Gly Phe Ser Ala Pro Thr 
115 120 125 

Trp Gin Thr Arg Leu Asn Asp Tyr Leu Lys Glu Leu Ser Lys 
130 135 140 



<210> 447 
<211> 1028 
<212> DNA 
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<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1021) 
<223> FRXA02055 



<400> 447 

aaggcctaga gcagaccatc gattggtacc gcgaaaacga ggcctggtgg cgccctgcca 60 

agaacaacgt cgaagctacc tacgctaagc agggacaata atg gaa tac ggt aaa 11 

Met Glu Tyr Gly Lys 
1 5 



caa etc acc tec cac ace acc gac ate gaa ggc eta ctg gtt ttc gat 163 

Gin Leu Thr Ser His Thr Thr Asp lie Glu Gly Leu Leu Val Phe Asp 
10 15 20 

ttc ccc gtc cac ggc gac aac cgc ggc tgg ttc aag gaa aat tgg cag 211 

Phe Pro Val His Gly Asp Asn Arg Gly Trp Phe Lys Glu Asn Trp Gin 
25 30 35 



cgc acc aag atg acc aac ctg ggg ctg ccc gat ttt ggc ccc gtc caa 
Arg Thr Lys Met Thr Asn Leu Gly Leu Pro Asp Phe Gly Pro Val Gin 
40 45 50 

aac aac atg agt ttc aac gee acc gee ggc acg act cgc ggc atg cac 
Asn Asn Met Ser Phe Asn Ala Thr Ala Gly Thr Thr Arg Gly Met His 
55 60 65 

get gag ccg tgg gat aaa ttt gtg tec gtc gcg gtg ggt tec gtt ttc 
Ala Glu Pro Trp Asp Lys Phe Val Ser Val Ala Val Gly Ser Val Phe 
70 75 80 85 

gga get tgg gtg gat ctg cgc gcg ggc teg age acg tac ggt aac gtc 
Gly Ala Trp Val Asp Leu Arg Ala Gly Ser Ser Thr Tyr Gly Asn Val 
90 95 100 

gta acg caa aaa att acc cct gac gtg gga gtt tac gtc ccg cgt ggt 
Val Thr Gin Lys He Thr Pro Asp Val Gly Val Tyr Val Pro Arg Gly 
105 HO 115 

gtg gca aac ggc ttc cag gcg etc gag gac ggc acg ctg tac acc tac 
Val Ala Asn Gly Phe Gin Ala Leu Glu Asp Gly Thr Leu Tyr Thr Tyr 
120 125 130 

etc gtc aac gat cat tgg tee ccc gac gcg cat tac gee aac gtc aac 
Leu Val Asn Asp His Trp Ser Pro Asp Ala His Tyr Ala Asn Val Asn 
135 140 145 

etc aac atg ate gac tgg ccg ctg ccc ate acc gag ate tec gaa aaa 
Leu Asn Met He Asp Trp Pro Leu Pro lie Thr Glu He Ser Glu Lys 
150 155 160 165 

gat aaa aaa cat cca gcg ctt ate gac gee acc ccc ctg ccc gee cgc 
Asp Lys Lys His Pro Ala Leu He Asp Ala Thr Pro Leu Pro Ala Arg 
170 175 180 

aag gtt etc gtg gtc ggc gee ggc gga caa ctg gga acc gcg eta cgc 
Lys Val Leu Val Val Gly Ala Gly Gly Gin Leu Gly Thr Ala Leu Arg 
185 190 195 



259 



307 



355 



403 



451 



499 



547 



595 



643 



691 



BGI-126CP 



-641 - 



gcg cag ttc cca gac gcg gaa ttt gtc acg cgc caa gaa etc gat ate 
Ala Gin Phe Pro Asp Ala Glu Phe Val Thr Arg Gin Glu Leu Asp He 
200 205 210 

acc tea gat etc acc gag get cgc gcg tgg aaa caa tac tec acc ate 
Thr Ser Asp Leu Thr Glu Ala Arg Ala Trp Lys Gin Tyr Ser Thr He 
215 220 225 

ata aac gec gec gec tac act gec gtt gac cag gca gaa cac gac cgc 
He Asn Ala Ala Ala Tyr Thr Ala Val Asp Gin Ala Glu His Asp Arg 
230 235 240 245 

gca gca gcg tgg gac att aac gca gcg gca gtg get acc teg cga cca 
Ala Ala Ala Trp Asp He Asn Ala Ala Ala Val Ala Thr Ser Arg Pro 
250 255 260 

teg cgc gcg aca aca acc tea ccc teg tgc acg tgt cct cag att atg 
Ser Arg Ala Thr Thr Thr Ser Pro Ser Cys Thr Cys Pro Gin He Met 
265 270 275 

tct teg acg gtg egg gcg aat cct acg atg aaa acg cac cgt ttt ccc 
Ser Ser Thr Val Arg Ala Asn Pro Thr Met Lys Thr His Arg Phe Pro 
280 285 290 

cac teg gcg tgt acg gee aat cca aag cag ccg gcg aca teg 
His Ser Ala Cys Thr Ala Asn Pro Lys Gin Pro Ala Thr Ser 
295 300 305 

taagcac 



739 



787 



835 



931 



979 



1021 



1028 



<210> 448 
<211> 307 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 448 

Met Glu Tyr Gly Lys Gin Leu Thr Ser His Thr Thr Asp He Glu Gly 
15 10 15 

Leu Leu Val Phe Asp Phe Pro Val His Gly Asp Asn Arg Gly Trp Phe 
20 25 30 

Lys Glu Asn Trp Gin Arg Thr Lys Met Thr Asn Leu Gly Leu Pro Asp 
35 40 45 

Phe Gly Pro Val Gin Asn Asn Met Ser Phe Asn Ala Thr Ala Gly Thr 
50 55 60 

Thr Arg Gly Met His Ala Glu Pro Trp Asp Lys Phe Val Ser Val Ala 
65 70 75 80 

Val Gly Ser Val Phe Gly Ala Trp Val Asp Leu Arg Ala Gly Ser Ser 
85 90 95 

Thr Tyr Gly Asn Val Val Thr Gin Lys He Thr Pro Asp Val Gly Val 
100 105 HO 

Tyr Val Pro Arg Gly Val Ala Asn Gly Phe Gin Ala Leu Glu Asp Gly 
115 120 125 
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Thr Leu Tyr Thr Tyr Leu Val Asn Asp His Trp Ser Pro Asp Ala His 
130 135 140 

Tyr Ala Asn Val Asn Leu Asn Met lie Asp Trp Pro Leu Pro lie Thr 
145 150 155 160 

Glu lie Ser Glu Lys Asp Lys Lys His Pro Ala Leu lie Asp Ala Thr 
165 170 175 

Pro Leu Pro Ala Arg Lys Val Leu Val Val Gly Ala Gly Gly Gin Leu 
180 185 190 

Gly Thr Ala Leu Arg Ala Gin Phe Pro Asp Ala Glu Phe Val Thr Arg 
195 200 205 

Gin Glu Leu Asp lie Thr Ser Asp Leu Thr Glu Ala Arg Ala Trp Lys 
210 215 220 

Gin Tyr Ser Thr He He Asn Ala Ala Ala Tyr Thr Ala Val Asp Gin 
225 230 235 240 

Ala Glu His Asp Arg Ala Ala Ala Trp Asp He Asn Ala Ala Ala Val 
245 250 255 

Ala Thr Ser Arg Pro Ser Arg Ala Thr Thr Thr Ser Pro Ser Cys Thr 
260 265 270 

Cys Pro Gin He Met Ser Ser Thr Val Arg Ala Asn Pro Thr Met Lys 
275 280 285 

Thr His Arg Phe Pro His Ser Ala Cys Thr Ala Asn Pro Lys Gin Pro 
290 295 300 

Ala Thr Ser 
305 



<210> 449 
<211> 1056 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1033) 
<223> RXA00825 

<400> 449 

cccgttcatg ctgggctttg gtgcggtgat ggcaactatt tgtctgatca ttgtgagttt 60 

tagtgcacgc cgattctgag aaacaactaa agtgagccac atg cgc aca gta gtt 115 

Met Arg Thr Val Val 
1 5 

acc ggc ggt gcc ggc ttc ate gga tec cat etc gtt gac ctt ttg ate 163 

Thr Gly Gly Ala Gly Phe He Gly Ser His Leu Val Asp Leu Leu He 
10 15 20 

aag gaa ggc cac gag gtc gtt gtg ate gat aac etc tec cgc gga cgc 211 
Lys Glu Gly His Glu Val Val Val He Asp Asn Leu Ser Arg Gly Arg 
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ctg gag aat 
Leu Glu Asn 
40 

gaa gcc gat 
Glu Ala Asp 
55 

aag cct gag 
Lys Pro Glu 
70 

tct gtt gta 
Ser Val Val 



ate cgc ate 
lie Arg lie 



ttt ace tec 
Phe Thr Ser 
120 

gtt gat gaa 
Val Asp Glu 
135 

aag gtg tec 
Lys Val Ser 
150 

tta gac tgt 
Leu Asp Cys 



gat cca cac 
Asp Pro His 



ctg gga ggc 
Leu Gly Gly 
200 

gac tac gtc 
Asp Tyr Val 
215 

ggg gaa ate 
Gly Glu lie 
230 

acc tct gac 
Thr Ser Asp 



aaa gat gat 
Lys Asp Asp 



25 

etc tec gat 
Leu Ser Asp 



ctt etc gac 
Leu Leu Asp 



gtt att ttc 
Val lie Phe 
75 

gat cct ctt 
Asp Pro Leu 
90 

get gac get 
Ala Asp Ala 
105 

tea ggc ggt 
Ser Gly Gly 



acc gtg cca 
Thr Val Pro 



ggt gaa att 
Gly Glu lie 
155 

tct cac ate 
Ser His lie 
170 

ggt gaa gca 
Gly Glu Ala 
185 

ctg gac acc 
Leu Asp Thr 



tac gtc ggt 
Tyr Val Gly 



ggt ggg gga 
Gly Gly Gly 
235 

cgc cag ctg 
Arg Gin Leu 
250 

cct gaa tat 
Pro Glu Tyr 
265 



30 

gcg gaa gcc 
Ala Glu Ala 
45 

gtt gat ttc 
Val Asp Phe 
60 

cac ctg gca 
His Leu Ala 



cac gac gcc 
His Asp Ala 



gcc cgc cag 
Ala Arg Gin 
110 

tec att tac 
Ser lie Tyr 
125 

gtg gat cca 
Val Asp Pro 
140 

tac ctg aac 
Tyr Leu Asn 



gca ccg gca 
Ala Pro Ala 



gga gtt gtg 
Gly Val Val 
190 

aag gta ttc 
Lys Val Phe 
205 

gac gta gtt 
Asp Val Val 
220 

gag cgc ttc 
Glu Arg Phe 



cac acc etc 
His Thr Leu 



gca cct gca 
Ala Pro Ala 
270 



acc gga aaa 
Thr Gly Lys 



aac gag ttt 
Asn Glu Phe 
65 

gcg caa ate 
Ala Gin lie 
80 

gaa acc aac 
Glu Thr Asn 
95 

cac ggt gtt 
His Gly Val 



ggt gag cct 
Gly Glu Pro 



cat tec cct 
His Ser Pro 
145 

acc ttc cgc 
Thr Phe Arg 
160 

aat gtt tac 
Asn Val Tyr 
175 

gcc att ttc 
Ala lie Phe 



ggc gac ggc 
Gly Asp Gly 



cgt get ttc 
Arg Ala Phe 
225 

aac att ggc 
Asn lie Gly 
240 

gtg gcc act 
Val Ala Thr 
255 

cgt etc ggc 
Arg Leu Gly 



35 

etc acc ttt 
Leu Thr Phe 
50 

eta gga acc 
Leu Gly Thr 



gat gtg cgc 
Asp Val Arg 



att ttg tec 
He Leu Ser 
100 

cgc aag gtt 
Arg Lys Val 
115 

teg gaa ttc 
Ser Glu Phe 
130 

tat gcg gca 
Tyr Ala Ala 



cac ctg tac 
His Leu Tyr 



ggc cca cgc 
Gly Pro Arg 
180 

gcg ctg cga 
Ala Leu Arg 
195 

gga aac acc 
Gly Asn Thr 
210 

tac ctg get 
Tyr Leu Ala 



acc tct gtg 
Thr Ser Val 



gcg gca ggt 
Ala Ala Gly 
260 

gat gtg cca 
Asp Val Pro 
275 



gtg 259 
Val 



cac 307 
His 



cac 355 
His 
85 

acc 403 
Thr 



gtc 451 
Val 



cca 499 
Pro 



tec 547 
Ser 



ggc 595 

Gly 

165 

caa 643 
Gin 



ctt 691 
Leu 



cgc 739 
Arg 



tct 787 
Ser 



gaa 835 

Glu 

245 

tec 883 
Ser 



cgc 931 
Arg 
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agt gca etc age ttc ggc aag gec aaa gag gtg ctt ggt tgg gag cct 
Ser Ala Leu Ser Phe Gly Lys Ala Lys Glu Val Leu Gly Trp Glu Pro 
280 285 290 

gag gtg aac ate gaa caa ggt gtg gee aag act gtg gag tac ttc cgc 
Glu Val Asn He Glu Gin Gly Val Ala Lys Thr Val Glu Tyr Phe Arg 
295 300 305 

act cac taggggaaaa tccaccacaa ate 

Thr His 

310 



<210> 450 
<211> 311 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 450 

Met Arg Thr Val Val Thr Gly Gly Ala Gly Phe He Gly Ser His Leu 
15 10 15 

Val Asp Leu Leu He Lys Glu Gly His Glu Val Val Val He Asp Asn 
20 25 30 

Leu Ser Arg Gly Arg Leu Glu Asn Leu Ser Asp Ala Glu Ala Thr Gly 
35 40 45 

Lys Leu Thr Phe Val Glu Ala Asp Leu Leu Asp Val Asp Phe Asn Glu 
50 55 60 

Phe Leu Gly Thr His Lys Pro Glu Val He Phe His Leu Ala Ala Gin 
65 70 75 80 

He Asp Val Arg His Ser Val Val Asp Pro Leu His Asp Ala Glu Thr 
85 90 95 

Asn He Leu Ser Thr He Arg He Ala Asp Ala Ala Arg Gin His Gly 
100 105 HO 

Val Arg Lys Val Val Phe Thr Ser Ser Gly Gly Ser He Tyr Gly Glu 
115 120 125 

Pro Ser Glu Phe Pro Val Asp Glu Thr Val Pro Val Asp Pro His Ser 
130 135 140 

Pro Tyr Ala Ala Ser Lys Val Ser Gly Glu He Tyr Leu Asn Thr Phe 
145 150 155 160 

Arg His Leu Tyr Gly Leu Asp Cys Ser His He Ala Pro Ala Asn Val 
165 170 175 

Tyr Gly Pro Arg Gin Asp Pro His Gly Glu Ala Gly Val Val Ala He 
180 185 190 

Phe Ala Leu Arg Leu Leu Gly Gly Leu Asp Thr Lys Val Phe Gly Asp 
195 200 205 



Gly Gly Asn Thr Arg Asp Tyr Val Tyr Val Gly Asp Val Val Arg Ala 
210 215 220 
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Phe Tyr Leu Ala Ser Gly Glu He Gly Gly Gly Glu Arg Phe Asn He 
225 230 235 240 

Gly Thr Ser Val Glu Thr Ser Asp Arg Gin Leu His Thr Leu Val Ala 
245 250 255 

Thr Ala Ala Gly Ser Lys Asp Asp Pro Glu Tyr Ala Pro Ala Arg Leu 
260 265 270 

Gly Asp Val Pro Arg Ser Ala Leu Ser Phe Gly Lys Ala Lys Glu Val 
275 280 285 

Leu Gly Trp Glu Pro Glu Val Asn He Glu Gin Gly Val Ala Lys Thr 
290 295 300 

Val Glu Tyr Phe Arg Thr His 
305 310 



<210> 451 
<211> 1140 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1117) 
<223> RXA02054 

<400> 451 

cctaatgaac agccggagca ccctggtcgt ttgcagaata ggcgcatcga caacagctac 60 

taactctgcc agctcgcccg gacgaactaa ggtagacggc atg act tct ttg ctt 115 

Met Thr Ser Leu Leu 
1 5 



gtg acc gga ggt gcc gga ttt ate ggc gec aac ttc gtc cgc caa acc 
Val Thr Gly Gly Ala Gly Phe He Gly Ala Asn Phe Val Arg Gin Thr 



10 15 20 



acc tac gca gga aac gcc gac aat etc aaa ggc etc ccc gac age aaa 
Thr Tyr Ala Gly Asn Ala Asp Asn Leu Lys Gly Leu Pro Asp Ser Lys 
40 45 50 

gta acc etc ate gaa ggc gat ate tgc gat get gaa tta gtc gac tec 
Val Thr Leu He Glu Gly Asp He Cys Asp Ala Glu Leu Val Asp Ser 
55 60 65 

ctg gtc aaa gac cac gac ate aca gtc cac ttc gca gca gaa tec cac 
Leu Val Lys Asp His Asp He Thr Val His Phe Ala Ala Glu Ser His 
70 75 80 85 

aac gac aac tec etc aac gac ccc tec ccg ttt gtt cac act aac etc 
Asn Asp Asn Ser Leu Asn Asp Pro Ser Pro Phe Val His Thr Asn Leu 
90 95 100 



163 



gta gag cag cac cct gaa tac acc cac ate acg gtg ctg gat aaa etc 211 
Val Glu Gin His Pro Glu Tyr Thr His He Thr Val Leu Asp Lys Leu 
25 30 35 



259 



307 



355 



403 
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atc ggc acc ttt gtc ctg eta gaa gca gtc cgc aag cac aac aaa cgc 
lie Gly Thr Phe Val Leu Leu Glu Ala Val Arg Lys His Asn Lys Arg 
105 HO H5 

ttc cac cac ate tec acc gat gaa gtc ttc ggc gat eta gag ctg gat 
Phe His His lie Ser Thr Asp Glu Val Phe Gly Asp Leu Glu Leu Asp 
120 125 130 

gat cca aac cgc ttc act gaa acc acc gec tac aag cca teg tct cca 
Asp Pro Asn Arg Phe Thr Glu Thr Thr Ala Tyr Lys Pro Ser Ser Pro 
135 140 145 

tat tct gca acc aag gca ggg tct gat cac ttg gta cac gca tgg ate 
Tyr Ser Ala Thr Lys Ala Gly Ser Asp His Leu Val His Ala Trp lie 
150 155 160 165 

cgc tec ttc gga ate cag gca acc atg tct aac tgc tec aac aat tac 
Arg Ser Phe Gly He Gin Ala Thr Met Ser Asn Cys Ser Asn Asn Tyr 
170 175 180 

ggt ccc tac cag cac att gaa aag ttc ate ccc cgc cag ate acc aat 
Gly Pro Tyr Gin His He Glu Lys Phe He Pro Arg Gin He Thr Asn 
185 190 195 

att ctg gee ggc ctg aca cca aaa ctt tat gga acc ggc gag cag gtc 
He Leu Ala Gly Leu Thr Pro Lys Leu Tyr Gly Thr Gly Glu Gin Val 
200 205 210 

cgc gac tgg ate cac gtc gat gat cac aat gac gee gtc cac ctg ate 
Arg Asp Trp He His Val Asp Asp His Asn Asp Ala Val His Leu He 
215 220 225 

ctg agt aag ggc aag ate ggc gaa acc tac ate ate ggc gee gac aac 
Leu Ser Lys Gly Lys He Gly Glu Thr Tyr He He Gly Ala Asp Asn 
230 235 240 245 

gat cat gtg aat aac aag cag gtc ate gag ctt att tgt gaa etc atg 
Asp His Val Asn Asn Lys Gin Val He Glu Leu He Cys Glu Leu Met 
250 255 260 

ggc etc gac aaa aac gca tac gag cac gtc gca gac cgc ccc ggc cac 
Gly Leu Asp Lys Asn Ala Tyr Glu His Val Ala Asp Arg Pro Gly His 
265 270 275 

gat atg cgt tac gee atg gat tec acc aag ctg cgc acc gag etc ggc 
Asp Met Arg Tyr Ala Met Asp Ser Thr Lys Leu Arg Thr Glu Leu Gly 
280 285 290 

tgg gca cct aaa tac acc gac gtt gat tec ggc atg cgc aaa ggc eta 
Trp Ala Pro Lys Tyr Thr Asp Val Asp Ser Gly Met Arg Lys Gly Leu 
295 300 305 

gag cag acc ate gat tgg tac cgc gaa aac gag gec tgg tgg cgc cct 
Glu Gin Thr He Asp Trp Tyr Arg Glu Asn Glu Ala Trp Trp Arg Pro 
310 315 320 325 

gec aag aac aac gtc gaa get acc tac get aag cag gga caa 
Ala Lys Asn Asn Val Glu Ala Thr Tyr Ala Lys Gin Gly Gin 
330 335 

taatggaata eggtaaacaa etc 



451 



499 



547 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1075 



1117 



1140 
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<210> 452 
<211> 339 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 452 

Met Thr Ser Leu Leu Val Thr Gly Gly Ala Gly Phe He Gly Ala Asn 
15 10 15 

Phe Val Arg Gin Thr Val Glu Gin His Pro Glu Tyr Thr His He Thr 
20 25 30 

Val Leu Asp Lys Leu Thr Tyr Ala Gly Asn Ala Asp Asn Leu Lys Gly 
35 40 45 

Leu Pro Asp Ser Lys Val Thr Leu He Glu Gly Asp He Cys Asp Ala 
50 55 60 

Glu Leu Val Asp Ser Leu Val Lys Asp His Asp He Thr Val His Phe 
65 70 75 80 

Ala Ala Glu Ser His Asn Asp Asn Ser Leu Asn Asp Pro Ser Pro Phe 
85 90 95 

Val His Thr Asn Leu He Gly Thr Phe Val Leu Leu Glu Ala Val Arg 
100 105 HO 

Lys His Asn Lys Arg Phe His His He Ser Thr Asp Glu Val Phe Gly 
115 120 125 

Asp Leu Glu Leu Asp Asp Pro Asn Arg Phe Thr Glu Thr Thr Ala Tyr 
130 135 140 

Lys Pro Ser Ser Pro Tyr Ser Ala Thr Lys Ala Gly Ser Asp His Leu 
145 150 155 160 

Val His Ala Trp He Arg Ser Phe Gly He Gin Ala Thr Met Ser Asn 
165 170 175 

Cys Ser Asn Asn Tyr Gly Pro Tyr Gin His He Glu Lys Phe He Pro 
180 185 190 

Arg Gin He Thr Asn He Leu Ala Gly Leu Thr Pro Lys Leu Tyr Gly 
195 200 205 

Thr Gly Glu Gin Val Arg Asp Trp He His Val Asp Asp His Asn Asp 
210 215 220 

Ala Val His Leu He Leu Ser Lys Gly Lys He Gly Glu Thr Tyr He 
225 230 235 240 

He Gly Ala Asp Asn Asp His Val Asn Asn Lys Gin Val He Glu Leu 
245 250 255 

He Cys Glu Leu Met Gly Leu Asp Lys Asn Ala Tyr Glu His Val Ala 
260 265 270 



Asp Arg Pro Gly His Asp Met Arg Tyr Ala Met Asp Ser Thr Lys Leu 
275 280 285 
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Arg Thr Glu Leu Gly Trp Ala Pro Lys Tyr Thr Asp Val Asp Ser Gly 
290 295 300 

Met Arg Lys Gly Leu Glu Gin Thr lie Asp Trp Tyr Arg Glu Asn Glu 

305 310 315 320 



Ala Trp Trp Arg Pro Ala Lys Asn Asn Val Glu Ala Thr Tyr Ala Lys 
325 330 335 



Gin Gly Gin 



<210> 453 
<211> 909 
<212> DNA 

<213> Corynebacterium glut ami cum 



<220> 

<221> CDS 

<222> (101) . . (886) 

<223> RXN00427 



<400> 453 

gcggtcattg tgacccacaa tcgtgtggaa ttgctgcggc attccctcga ggttgttgcc 60 

aatcaaacct atccggtgaa acacattgtg gtggtggata atg ggg egg ate eta 11 

Met Gly Arg lie Leu 
1 5 



gta ttc tat agt gtc act tta gag gtg gcg gga gac cgt ccc gtt tac 
Val Phe Tyr Ser Val Thr Leu Glu Val Ala Gly Asp Arg Pro Val Tyr 
10 15 20 



ttt ttg acg gcg ttg gcg ctg ggg gcg aac gcg gtg tgg tgc aca gac 
Phe Leu Thr Ala Leu Ala Leu Gly Ala Asn Ala Val Trp Cys Thr Asp 
40 45 50 



163 



acg cct teg cgc acc aat ttg ggc gac ggt ggc ggt ttt get ttt ggt 211 
Thr Pro Ser Arg Thr Asn Leu Gly Asp Gly Gly Gly Phe Ala Phe Gly 
25 30 35 



259 



gat gac ggc egg ccg gag ggg cca ggg gtg ttg aag acg ctt ate gac 307 
Asp Asp Gly Arg Pro Glu Gly Pro Gly Val Leu Lys Thr Leu lie Asp 
55 60 65 

gec get tct egg cat aat ctg gag gag gtt tct ccg gtg gta tgc aat 355 
Ala Ala Ser Arg His Asn Leu Glu Glu Val Ser Pro Val Val Cys Asn 
70 75 80 85 



get gat gat ccg gag egg ttg gca ttt ccg ctg cgt egg ggc ttg gag 
Ala Asp Asp Pro Glu Arg Leu Ala Phe Pro Leu Arg Arg Gly Leu Glu 
90 95 100 



403 



tgg cgt egg atg cgc agt gag ttg 
Trp Arg Arg Met Arg Ser Glu Leu 
105 

gat ttg ctg ccg ggc ate gec tec 
Asp Leu Leu Pro Gly lie Ala Ser 



att gat cca gec aac ccg gag gat 451 
lie Asp Pro Ala Asn Pro Glu Asp 
110 115 

ttg ttc aat ggt gec ctg ate age 499 
Leu Phe Asn Gly Ala Leu lie Ser 
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120 125 130 

get tat gca atg gag cgc att ggc gtg ccg gac tat cga ctg ttt att 

Ala Tyr Ala Met Glu Arg lie Gly Val Pro Asp Tyr Arg Leu Phe He 
135 140 145 

cgc ggc gat gag gtg gag tat cac cgc cgt ttg gtg cgt tec ggt ttg 

Arg Gly Asp Glu Val Glu Tyr His Arg Arg Leu Val Arg Ser Gly Leu 

150 155 160 165 

ccg ttt ggt acg tgt ttg ace acg gcg tat ttg cac ccg gat ggt tct 

Pro Phe Gly Thr Cys Leu Thr Thr Ala Tyr Leu His Pro Asp Gly Ser 

170 175 180 

gat gag ttc aag ccg att ctg ggt ggg egg atg cat acg cag tat ccg 

Asp Glu Phe Lys Pro He Leu Gly Gly Arg Met His Thr Gin Tyr Pro 
185 190 195 

gat aat gat ttc aag agg ttt ttc acc tac cgc aac cgt ggc tac ctg 
Asp Asn Asp Phe Lys Arg Phe Phe Thr Tyr Arg Asn Arg Gly Tyr Leu 
200 205 210 



ttt gcg tgg ttc ttc ctg gtt cag aaa egg gat gtg aag gga ttc egg 
Phe Ala Trp Phe Phe Leu Val Gin Lys Arg Asp Val Lys Gly Phe Arg 
230 235 240 245 

gag tgg ctg cgc ctg cac aaa ctg ggc cgc gac gag aaa ttc aat agg 
Glu Trp Leu Arg Leu His Lys Leu Gly Arg Asp Glu Lys Phe Asn Arg 
250 255 260 

ccc tagatcagtt ttagtagttc etc 
Pro 



547 



595 



643 



691 



739 



atg age cag ccg gga atg cgc aag ctt etc cct cag gaa tat gcg cgc 787 
Met Ser Gin Pro Gly Met Arg Lys Leu Leu Pro Gin Glu Tyr Ala Arg 
215 220 225 



835 



909 



<210> 454 
<211> 262 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 454 

Met Gly Arg He Leu Val Phe Tyr Ser Val Thr Leu Glu Val Ala Gly 
15 10 15 

Asp Arg Pro Val Tyr Thr Pro Ser Arg Thr Asn Leu Gly Asp Gly Gly 
20 25 30 

Gly Phe Ala Phe Gly Phe Leu Thr Ala Leu Ala Leu Gly Ala Asn Ala 
35 40 45 

Val Trp Cys Thr Asp Asp Asp Gly Arg Pro Glu Gly Pro Gly Val Leu 
50 55 60 

Lys Thr Leu lie Asp Ala Ala Ser Arg His Asn Leu Glu Glu Val Ser 
65 70 75 80 



Pro Val Val Cys Asn Ala Asp Asp Pro Glu Arg Leu Ala Phe Pro Leu 
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85 90 95 

Arg Arg Gly Leu Glu Trp Arg Arg Met Arg Ser Glu Leu lie Asp Pro 
100 105 110 

Ala Asn Pro Glu Asp Asp Leu Leu Pro Gly He Ala Ser Leu Phe Asn 
115 120 125 

Gly Ala Leu He Ser Ala Tyr Ala Met Glu Arg He Gly Val Pro Asp 
130 135 140 

Tyr Arg Leu Phe He Arg Gly Asp Glu Val Glu Tyr His Arg Arg Leu 
145 150 155 160 

Val Arg Ser Gly Leu Pro Phe Gly Thr Cys Leu Thr Thr Ala Tyr Leu 
165 170 175 

His Pro Asp Gly Ser Asp Glu Phe Lys Pro He Leu Gly Gly Arg Met 
180 185 190 

His Thr Gin Tyr Pro Asp Asn Asp Phe Lys Arg Phe Phe Thr Tyr Arg 
195 200 205 

Asn Arg Gly Tyr Leu Met Ser Gin Pro Gly Met Arg Lys Leu Leu Pro 
210 215 220 

Gin Glu Tyr Ala Arg Phe Ala Trp Phe Phe Leu Val Gin Lys Arg Asp 
225 230 235 240 

Val Lys Gly Phe Arg Glu Trp Leu Arg Leu His Lys Leu Gly Arg Asp 
245 250 255 



Glu Lys Phe Asn Arg Pro 
260 



<210> 455 
<211> 555 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (532} 

<223> FRXA00427 



<400> 455 

tgctgatgat ccggagcggt tggcatttcc gctgcgtcgg ggcttggagt ggcgtcggat 60 

gcgcagtgag ttgattgatc cagccaaccc ggaggatgat ttg ctg ccg ggc ate 11 

Leu Leu Pro Gly He 
1 5 



gec tec ttg ttc aat ggt gec ctg ate age get tat gca atg gag cgc 
Ala Ser Leu Phe Asn Gly Ala Leu He Ser Ala Tyr Ala Met Glu Arg 
10 15 20 



163 



att ggc gtg ccg gac tat cga ctg ttt att cgc ggc gat gag gtg gag 
He Gly Val Pro Asp Tyr Arg Leu Phe He Arg Gly Asp Glu Val Glu 
25 30 35 



211 
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tat cac cgc cgt ttg gtg cgt tec ggt ttg ccg ttt ggt acg tgt ttg 259 
Tyr His Arg Arg Leu Val Arg Ser Gly Leu Pro Phe Gly Thr Cys Leu 
40 45 50 



acc acg gcg tat ttg cac ccg gat ggt tct gat gag ttc aag ccg att 
Thr Thr Ala Tyr Leu His Pro Asp Gly Ser Asp Glu Phe Lys Pro lie 
55 60 65 



307 



ctg ggt ggg egg atg cat acg cag tat ccg gat aat gat ttc aag agg 355 
Leu Gly Gly Arg Met His Thr Gin Tyr Pro Asp Asn Asp Phe Lys Arg 
70 75 80 85 

ttt ttc acc tac cgc aac cgt ggc tac ctg atg age cag ccg gga atg 403 
Phe Phe Thr Tyr Arg Asn Arg Gly Tyr Leu Met Ser Gin Pro Gly Met 
90 95 100 

cgc aag ctt etc cct cag gaa tat gcg cgc ttt gcg tgg ttc ttc ctg 
Arg Lys Leu Leu Pro Gin Glu Tyr Ala Arg Phe Ala Trp Phe Phe Leu 
105 110 115 

gtt cag aaa egg gat gtg aag gga ttc egg gag tgg ctg cgc ctg cac 
Val Gin Lys Arg Asp Val Lys Gly Phe Arg Glu Trp Leu Arg Leu His 
120 125 130 

aaa ctg ggc cgc gac gag aaa ttc aat agg ccc tagatcagtt ttagtagttc 552 
Lys Leu Gly Arg Asp Glu Lys Phe Asn Arg Pro 



451 



499 



135 140 



etc 



555 



<210> 456 
<211> 144 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 456 
Leu Leu Pro Gly 
1 

Tyr Ala Met Glu 
20 

Gly Asp Glu Val 
35 

Phe Gly Thr Cys 
50 

Glu Phe Lys Pro 
65 

Asn Asp Phe Lys 



Ser Gin Pro Gly 
100 



lie Ala Ser Leu 
5 

Arg lie Gly Val 



Glu Tyr His Arg 

40 

Leu Thr Thr Ala 
55 

lie Leu Gly Gly 
70 

Arg Phe Phe Thr 
85 

Met Arg Lys Leu 



Phe Asn Gly Ala 
10 

Pro Asp Tyr Arg 
25 

Arg Leu Val Arg 



Tyr Leu His Pro 
60 

Arg Met His Thr 
75 

Tyr Arg Asn Arg 
90 

Leu Pro Gin Glu 
105 



Leu lie Ser Ala 
15 

Leu Phe lie Arg 
30 

Ser Gly Leu Pro 
45 

Asp Gly Ser Asp 



Gin Tyr Pro Asp 
80 

Gly Tyr Leu Met 
95 

Tyr Ala Arg Phe 
110 



Ala Trp Phe Phe Leu Val Gin Lys Arg Asp Val Lys Gly Phe Arg Glu 
115 120 125 
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Trp Leu Arg Leu His Lys Leu Gly Arg Asp Glu Lys Phe Asn Arg Pro 
130 135 140 



<210> 457 
<211> 507 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (484) 

<223> RXA00327 

<400> 457 

aacgattttc gccgtcgcaa ccgtgatcac cggtcgcttt ccggcatcgt gtcgtcgcgg 60 

ctagggggcc aggcgcggga tgattgggtt tgtcacgccg atg att cag gcg gcg 115 

Met He Gin Ala Ala 
1 5 



ttg tgg ate gtg etc ttt tta ttc get gat cgc ctg tec aat ccg ctg 
Leu Trp lie Val Leu Phe Leu Phe Ala Asp Arg Leu Ser Asn Pro Leu 
10 15 20 

gtt ttt gtc age gee ate atg ttc gcg att tec ttt age tec ccc gtg 
Val Phe Val Ser Ala He Met Phe Ala He Ser Phe Ser Ser Pro Val 
25 30 35 

gcg aac ttc ggt ttc gat acg ate tgc gaa aaa etc gac cgc cgc gtc 
Ala Asn Phe Gly Phe Asp Thr He Cys Glu Lys Leu Asp Arg Arg Val 
40 45 50 

atg gtc gec ggc acc ggc atg gec aac atg age gec tac att tgc gcg 
Met Val Ala Gly Thr Gly Met Ala Asn Met Ser Ala Tyr He Cys Ala 
55 60 65 

atg ctg gec aca caa ate ate gga ttt tta etc gac tgg aac gec gac 
Met Leu Ala Thr Gin He He Gly Phe Leu Leu Asp Trp Asn Ala Asp 
70 75 80 85 

ggc cac gee tac acc tgg teg aat ttc cag gtg gcg tgg ctt ggt ctg 
Gly His Ala Tyr Thr Trp Ser Asn Phe Gin Val Ala Trp Leu Gly Leu 
90 95 100 



163 



211 



259 



307 



355 



403 



ggc gcg gtg tgg ctg gca ggc atg ate ggg ctt gca gtc tgc etc ctg 451 
Gly Ala Val Trp Leu Ala Gly Met He Gly Leu Ala Val Cys Leu Leu 
105 HO H5 

ctg cag cgt cga aaa aat att get ttt cga cgc taaaacccga ccgtaaccgc 504 
Leu Gin Arg Arg Lys Asn He Ala Phe Arg Arg 
120 125 



tag 



507 



<210> 458 
<211> 128 
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<212> PRT 

<213> Corynebacterium glutamicum 



<400> 458 
Met lie Gin Ala 
1 

Leu Ser Asn Pro 
20 

Phe Ser Ser Pro 
35 

Leu Asp Arg Arg 
50 

Ala Tyr lie Cys 
65 

Asp Trp Asn Ala 



Ala Trp Leu Gly 
100 

Ala Val Cys Leu 
115 



Ala Leu Trp lie 
5 

Leu Val Phe Val 



Val Ala Asn Phe 
40 

Val Met Val Ala 
55 

Ala Met Leu Ala 
70 

Asp Gly His Ala 
85 

Leu Gly Ala Val 



Leu Leu Gin Arg 
120 



Val Leu Phe Leu 
10 

Ser Ala lie Met 
25 

Gly Phe Asp Thr 



Gly Thr Gly Met 
60 

Thr Gin lie lie 
75 

Tyr Thr Trp Ser 
90 

Trp Leu Ala Gly 
105 

Arg Lys Asn lie 



Phe Ala Asp Arg 
15 

Phe Ala lie Ser 

30 

lie Cys Glu Lys 
45 

Ala Asn Met Ser 



Gly Phe Leu Leu 
80 

Asn Phe Gin Val 
95 

Met lie Gly Leu 
110 

Ala Phe Arg Arg 
125 



<210> 459 
<211> 615 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (592) 

<223> RXA00328 



<400> 459 

gtcacgggat ttgttgtagc ccgactcaag ggtggaccgg gccgcagatt actcgcccag 

attaggtcta ccaaggactt ttaaagatcg ggtaaaacct gtg ggc gtt gaa agg 

Val Gly Val Glu Arg 
1 5 



ggc aag gtc tct gcc aag gca eta gtt gtc tgg ttg acg gca atg tgc 
Gly Lys Val Ser Ala Lys Ala Leu Val Val Trp Leu Thr Ala Met Cys 
10 15 20 



163 



gtg tac ate gtg gcc att get ggt cga aca tea ttt ggt gtc gcc gga 
Val Tyr lie Val Ala lie Ala Gly Arg Thr Ser Phe Gly Val Ala Gly 
25 30 35 



211 



gtg cat gcg ate gat cgc ttt gat ate gac gcc tec egg ttg gcc gtg 
Val His Ala lie Asp Arg Phe Asp He Asp Ala Ser Arg Leu Ala Val 
40 45 50 



259 
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ttc act tct gtt cag gtt gga gtc tat gtt etc gcg cag att ccc atg 
Phe Thr Ser Val Gin Val Gly Val Tyr Val Leu Ala Gin He Pro Met 
55 60 65 

ggc atg ctg gtg gac agg ttc gac gec egg aaa etc ttg ctg get ggc 
Gly Met Leu Val Asp Arg Phe Asp Ala Arg Lys Leu Leu Leu Ala Gly 
70 75 80 85 

get tta att ttg gca get ggc cag etc att ttg ggt ttc act gat tct 
Ala Leu He Leu Ala Ala Gly Gin Leu He Leu Gly Phe Thr Asp Ser 
90 95 100 



ggg cag ttt tct ccg egg tgc cgt ttt tgc aca tac tea aca cct 

Gly Gin Phe Ser Pro Arg Cys Arg Phe Cys Thr Tyr Ser Thr Pro 
150 155 160 

tagggtggac aattcctttc gca 



307 



355 



403 



tat atg ate gec att ttt gec cga gtg etc ate agt gtt ggc gat tct 451 
Tyr Met He Ala He Phe Ala Arg Val Leu He Ser Val Gly Asp Ser 
105 HO H5 

tct gca ttt ttg tec gtg atg cga ctg ttg ccc aac tgg ttc ccg atg 499 
Ser Ala Phe Leu Ser Val Met Arg Leu Leu Pro Asn Trp Phe Pro Met 
120 125 130 

tct tgg aca cct gtg ttg cag cag etc acg ggc get ttt ggc ttt gtg 547 
Ser Trp Thr Pro Val Leu Gin Gin Leu Thr Gly Ala Phe Gly Phe Val 
135 140 145 



592 



615 



<210> 460 
<211> 164 
<212> PRT 

<213> Corynebacteriurn glutamicum 
<400> 460 

Val Gly Val Glu Arg Gly Lys Val Ser Ala Lys Ala Leu Val Val Trp 
15 10 15 

Leu Thr Ala Met Cys Val Tyr He Val Ala He Ala Gly Arg Thr Ser 
20 25 30 

Phe Gly Val Ala Gly Val His Ala He Asp Arg Phe Asp He Asp Ala 
35 40 45 

Ser Arg Leu Ala Val Phe Thr Ser Val Gin Val Gly Val Tyr Val Leu 
50 55 60 

Ala Gin He Pro Met Gly Met Leu Val Asp Arg Phe Asp Ala Arg Lys 
65 70 75 80 

Leu Leu Leu Ala Gly Ala Leu He Leu Ala Ala Gly Gin Leu He Leu 
85 90 95 

Gly Phe Thr Asp Ser Tyr Met He Ala He Phe Ala Arg Val Leu He 
100 105 HO 

Ser Val Gly Asp Ser Ser Ala Phe Leu Ser Val Met Arg Leu Leu Pro 
115 120 125 
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Asn Trp Phe Pro 
130 

Ala Phe Gly Phe 
145 

Tyr Ser Thr Pro 



Met Ser Trp Thr 
135 

Val Gly Gin Phe 
150 



Pro Val Leu Gin 
140 

Ser Pro Arg Cys 
155 



Gin Leu Thr Gly 

Arg Phe Cys Thr 
160 



<210> 461 
<211> 1347 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1324) 

<223> RXA00329 

<400> 461 

tgtgaagaac aatgatcaac ggccttcgcc aagaccgcat cccagagaga aagtaactac 60 

ccgcgccctc atagtttggg cagcagcctg tcttgtgtat atg gca gcc att acc 115 

Met Ala Ala He Thr 
1 5 



age cgc acc age ttt ggt gtg get gga gtg gag gcc att gat cgt ttt 
Ser Arg Thr Ser Phe Gly Val Ala Gly Val Glu Ala He Asp Arg Phe 
10 15 20 



gtg tac gcg ttt get cag att ccg atg ggc att ttg ate gat aag ttt 
Val Tyr Ala Phe Ala Gin He Pro Met Gly He Leu He Asp Lys Phe 
40 45 50 

ggt cct egg aag etc ctt gcc att ggt get ttg gtg atg ggt ate ggc 
Gly Pro Arg Lys Leu Leu Ala He Gly Ala Leu Val Met Gly He Gly 
55 60 65 

cag etc att ttg ggc ttt acg gat age tat tec ate gcg att att gcc 
Gin Leu He Leu Gly Phe Thr Asp Ser Tyr Ser He Ala He He Ala 
70 75 80 85 

cgc gtg ttt ate ggc gcc ggc gat gca teg ate ttc ctt teg gtt atg 
Arg Val Phe He Gly Ala Gly Asp Ala Ser He Phe Leu Ser Val Met 
90 95 100 

cgc ate ctg ccg ttt tgg ttc cca ctg aag cac acc cct att ttc acg 
Arg He Leu Pro Phe Trp Phe Pro Leu Lys His Thr Pro He Phe Thr 
105 HO 115 

cag tta act acc tgc ctt ggc cag ttg ggc cag ttc ttt tct gcg gtg 
Gin Leu Thr Thr Cys Leu Gly Gin Leu Gly Gin Phe Phe Ser Ala Val 
120 125 130 



163 



cag gta gac gcc aca cgc att gca gta ttc act tct gtt cag gtt ggt 211 
Gin Val Asp Ala Thr Arg He Ala Val Phe Thr Ser Val Gin Val Gly 
25 30 35 



259 



307 



355 



403 



451 



499 



cct ttc atg gcg ttg ttg ggt gcg cag ggt tgg cct gtg gcg ttt gtc 
Pro Phe Met Ala Leu Leu Gly Ala Gin Gly Trp Pro Val Ala Phe Val 



547 
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135 140 145 

age ctt ggt tec gtg gtg gca etc att gcg ate gca gcg ctg gtg gec 
Ser Leu Gly Ser Val Val Ala Leu lie Ala lie Ala Ala Leu Val Ala 
150 155 160 165 

gtt egg gat act cca gat cct cag cca aaa cct gtc gaa tea get cag 
Val Arg Asp Thr Pro Asp Pro Gin Pro Lys Pro Val Glu Ser Ala Gin 
170 175 180 

gaa gca gat aaa cca age ctg cgc gcg agt ttg aag ttg att gtc cgc 
Glu Ala Asp Lys Pro Ser Leu Arg Ala Ser Leu Lys Leu lie Val Arg 
185 190 195 

aat ccg att acg tgg cag ggt ttc ttc att cac tac gta ttg atg gtg 
Asn Pro lie Thr Trp Gin Gly Phe Phe lie His Tyr Val Leu Met Val 
200 205 210 

tgg cag acc gtg ttc tec atg atg tgg ggc gtc ccg ctg atg act ttg 
Trp Gin Thr Val Phe Ser Met Met Trp Gly Val Pro Leu Met Thr Leu 
215 220 225 

ggc atg gga ctg tct gca acg acg get ggt ttg gtg ttg age ate aac 
Gly Met Gly Leu Ser Ala Thr Thr Ala Gly Leu Val Leu Ser lie Asn 
230 235 240 245 

acg ctg tgc atg gtg gta teg gcg cca ate ate gga ata att tec gca 
Thr Leu Cys Met Val Val Ser Ala Pro He He Gly He He Ser Ala 
250 255 260 



caa tec gca gta tgg ctg gtg ttc ttg gee tec gat gca cct cgt ggt 
Gin Ser Ala Val Trp Leu Val Phe Leu Ala Ser Asp Ala Pro Arg Gly 
280 285 290 

ttg atg get ate ate ttg gtc aac ate gtc atg ggt ctg act act gcg 
Leu Met Ala He He Leu Val Asn He Val Met Gly Leu Thr Thr Ala 
295 300 305 

get tct ggt tat ggc ttt gac acc att cgt gag cgc eta gat cgc aag 
Ala Ser Gly Tyr Gly Phe Asp Thr He Arg Glu Arg Leu Asp Arg Lys 
310 315 320 325 



595 



643 



691 



739 



787 



835 



883 



cgc ctt ggg tat cgc cgt gac gtg gtc gee att gcg ctg teg ttt gtt 931 
Arg Leu Gly Tyr Arg Arg Asp Val Val Ala He Ala Leu Ser Phe Val 
265 270 275 



979 



1027 



1075 



att ttg get gcg ggc acg gga ctg gca aac atg ggt gga ttc ttg tea 1123 
He Leu Ala Ala Gly Thr Gly Leu Ala Asn Met Gly Gly Phe Leu Ser 
330 335 340 

teg atg gtt gca gcg cag gtt atg ggg ttc ctt ctt gat cac age gcg 1171 
Ser Met Val Ala Ala Gin Val Met Gly Phe Leu Leu Asp His Ser Ala 
345 350 355 

cat ggt age acc tat act tgg gtg gac ttc cgt ttt ggt ttc ctt geg 1219 
His Gly Ser Thr Tyr Thr Trp Val Asp Phe Arg Phe Gly Phe Leu Ala 
360 365 370 

att ctt gtc aca tgg gee gtc gga gtc acg gga ttt gtt gta gec cga 1267 
He Leu Val Thr Trp Ala Val Gly Val Thr Gly Phe Val Val Ala Arg 
375 380 385 
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ctc aag ggt gga ccg ggc cgc aga tta etc gec cag att agg tct acc 1315 
Leu Lys Gly Gly Pro Gly Arg Arg Leu Leu Ala Gin lie Arg Ser Thr 
390 395 400 405 

aag gac ttt taaagategg gtaaaacctg tgg 1347 
Lys Asp Phe 



<210> 462 
<211> 408 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 462 

Met Ala Ala lie Thr Ser Arg Thr Ser Phe Gly Val Ala Gly Val Glu 
15 10 15 

Ala lie Asp Arg Phe Gin Val Asp Ala Thr Arg lie Ala Val Phe Thr 
20 25 30 

Ser Val Gin Val Gly Val Tyr Ala Phe Ala Gin He Pro Met Gly He 
35 40 45 

Leu He Asp Lys Phe Gly Pro Arg Lys Leu Leu Ala He Gly Ala Leu 
50 55 60 

Val Met Gly He Gly Gin Leu He Leu Gly Phe Thr Asp Ser Tyr Ser 
65 70 75 80 

He Ala He He Ala Arg Val Phe He Gly Ala Gly Asp Ala Ser He 
85 90 95 

Phe Leu Ser Val Met Arg He Leu Pro Phe Trp Phe Pro Leu Lys His 
100 105 HO 

Thr Pro He Phe Thr Gin Leu Thr Thr Cys Leu Gly Gin Leu Gly Gin 
115 120 125 

Phe Phe Ser Ala Val Pro Phe Met Ala Leu Leu Gly Ala Gin Gly Trp 
130 135 140 

Pro Val Ala Phe Val Ser Leu Gly Ser Val Val Ala Leu He Ala He 
145 150 155 160 

Ala Ala Leu Val Ala Val Arg Asp Thr Pro Asp Pro Gin Pro Lys Pro 
165 170 175 

Val Glu Ser Ala Gin Glu Ala Asp Lys Pro Ser Leu Arg Ala Ser Leu 
180 185 190 

Lys Leu He Val Arg Asn Pro He Thr Trp Gin Gly Phe Phe He His 
195 200 205 

Tyr Val Leu Met Val Trp Gin Thr Val Phe Ser Met Met Trp Gly Val 
210 215 220 



Pro Leu Met Thr Leu Gly Met Gly Leu Ser Ala Thr Thr Ala Gly Leu 
225 230 235 240 
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Val Leu Ser lie 



Gly lie lie Ser 
260 

Ala Leu Ser Phe 
275 

Asp Ala Pro Arg 
290 

Gly Leu Thr Thr 
305 

Arg Leu Asp Arg 



Gly Gly Phe Leu 
340 

Leu Asp His Ser 
355 

Phe Gly Phe Leu 
370 

Phe Val Val Ala 
385 

Gin lie Arg Ser 



Asn Thr Leu Cys 
245 

Ala Arg Leu Gly 



Val Gin Ser Ala 
280 

Gly Leu Met Ala 
295 

Ala Ala Ser Gly 
310 

Lys lie Leu Ala 
325 

Ser Ser Met Val 



Ala His Gly Ser 
360 

Ala lie Leu Val 
375 

Arg Leu Lys Gly 
390 

Thr Lys Asp Phe 
405 



Met Val Val Ser 
250 

Tyr Arg Arg Asp 
265 

Val Trp Leu Val 



lie lie Leu Val 
300 

Tyr Gly Phe Asp 
315 

Ala Gly Thr Gly 

330 

Ala Ala Gin Val 
345 

Thr Tyr Thr Trp 



Thr Trp Ala Val 
380 

Gly Pro Gly Arg 
395 



Ala Pro lie lie 
255 

Val Val Ala He 
270 

Phe Leu Ala Ser 
285 

Asn He Val Met 



Thr He Arg Glu 
320 

Leu Ala Asn Met 
335 

Met Gly Phe Leu 
350 

Val Asp Phe Arg 
365 

Gly Val Thr Gly 



Arg Leu Leu Ala 
400 



<210> 463 
<211> 2265 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (2242) 
<223> RXN01554 

<400> 463 

tggcttaaac cttatttgta gttgtcaata aatatgaaat tccttagcaa cttgtttaaa 60 

tagacgtata aacaagtttg aaaaaggaag gttatccatc ttg aaa aag cat gtg 115 

Leu Lys Lys His Val 
1 5 

acc tea gec gtt acc gec gtg gtg acg get ttt tea acg get gcg ctt 163 
Thr Ser Ala Val Thr Ala Val Val Thr Ala Phe Ser Thr Ala Ala Leu 
10 15 20 

ggt tta agt att gee gtt tct cct get gtt gee caa gtg get aat cca 211 
Gly Leu Ser He Ala Val Ser Pro Ala Val Ala Gin Val Ala Asn Pro 
25 30 35 



get cca gat ctt tct gcg ccg tat aca tgg gtg gaa gag ttt gat tec 
Ala Pro Asp Leu Ser Ala Pro Tyr Thr Trp Val Glu Glu Phe Asp Ser 



259 
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40 45 50 

gag gat get etc aaa ggg tgg aac att ttc cgc cag cca gat tat ggc 307 
Glu Asp Ala Leu Lys Gly Trp Asn He Phe Arg Gin Pro Asp Tyr Gly 
55 60 65 

age gac aaa gtt etc tat acc gaa gat get tta agt ate gaa gat ggc 355 
Ser Asp Lys Val Leu Tyr Thr Glu Asp Ala Leu Ser He Glu Asp Gly 
70 75 80 85 

aag etc acc ate acc act cag cgc cac tgc gtt gac gaa gac ttc gcg 
Lys Leu Thr He Thr Thr Gin Arg His Cys Val Asp Glu Asp Phe Ala 
90 95 100 

ate agt gat cct gtc aac cgc gga aag etc aat gac age acc gcg caa 
He Ser Asp Pro Val Asn Arg Gly Lys Leu Asn Asp Ser Thr Ala Gin 
105 HO H5 

gtt gaa cct tgt get cca ggt cag ttt gaa aag ttc acc agt gcg cgc 
Val Glu Pro Cys Ala Pro Gly Gin Phe Glu Lys Phe Thr Ser Ala Arg 
120 125 130 

ate gtc act ccg aaa att get cgt gga gag ttc gac ctt tct gtc act 
He Val Thr Pro Lys He Ala Arg Gly Glu Phe Asp Leu Ser Val Thr 
135 140 145 

gca act ctt aac acc ggt ggc gtc gaa ggt gtc cga agt gee att tgg 
Ala Thr Leu Asn Thr Gly Gly Val Glu Gly Val Arg Ser Ala He Trp 
150 155 160 165 

atg caa aac ggt gaa cag gcg tgt tec tea gca acc aac aat ggc etc 
Met Gin Asn Gly Glu Gin Ala Cys Ser Ser Ala Thr Asn Asn Gly Leu 
170 175 180 

tac gga gaa eta gac ctg gta gag cac ttt tct tac gat ctt cgc teg 
Tyr Gly Glu Leu Asp Leu Val Glu His Phe Ser Tyr Asp Leu Arg Ser 
185 190 195 

cca tgg tct cca tea aac acc cac ttg ggt tgt gat cct gaa agt gtc 
Pro Trp Ser Pro Ser Asn Thr His Leu Gly Cys Asp Pro Glu Ser Val 
200 205 210 

aac ggc acc aac cgt gca cct cgt gaa ctt aaa eta gat gag tea etc 
Asn Gly Thr Asn Arg Ala Pro Arg Glu Leu Lys Leu Asp Glu Ser Leu 
215 220 225 

gat ggc gtg gag cac acc tgg act gtg age acc acc cgc gac ggc gtt 
Asp Gly Val Glu His Thr Trp Thr Val Ser Thr Thr Arg Asp Gly Val 
230 



235 240 245 



gag tac ttc att gat gat gag gcg att aac cgc cag tea tgg cgc aac 
Glu Tyr Phe He Asp Asp Glu Ala He Asn Arg Gin Ser Trp Arg Asn 
250 255 260 

gat gtc act ttg ggg cat gee gaa att gat gat ttc ggg ate tec gcg 
Asp Val Thr Leu Gly His Ala Glu He Asp Asp Phe Gly He Ser Ala 
265 270 275 

cag acg ttt gat gag ate gtc gac cgc gaa tgg act etc act ctt aat 
Gin Thr Phe Asp Glu He Val Asp Arg Glu Trp Thr Leu Thr Leu Asn 
280 285 290 



403 



451 



499 



547 



595 



643 



691 



739 



787 



835 



883 



931 



979 
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caa aag gta gaa age gec gac tgg gca aaa cca cgt tec tct gag gaa 
Gin Lys Val Glu Ser Ala Asp Trp Ala Lys Pro Arg Ser Ser Glu Glu 
295 300 305 

gat ttc cca gtc egg tec atg gtg att gac cgc ate gag gtc acc gga 
Asp Phe Pro Val Arg Ser Met Val He Asp Arg He Glu Val Thr Gly 
310 315 320 325 



acc cgt cgc cac tgt ctg gec acc act gat gac ate gec act ccg gaa 
Thr Arg Arg His Cys Leu Ala Thr Thr Asp Asp He Ala Thr Pro Glu 
410 415 420 



tea gcg cgt gtc cac ctt cca gag ate ccc gee ggc aac ttc egg etc 
Ser Ala Arg Val His Leu Pro Glu He Pro Ala Gly Asn Phe Arg Leu 
440 445 450 

acc gtg cgc gca egg gcg cag tec gaa gag ctt gtc gac ggc gtc cgc 
Thr Val Arg Ala Arg Ala Gin Ser Glu Glu Leu Val Asp Gly Val Arg 
455 460 465 

ccc get ate tgg atg cag aac aat acc aac ttc tgt get gac aac gat 
Pro Ala He Trp Met Gin Asn Asn Thr Asn Phe Cys Ala Asp Asn Asp 
470 475 480 485 

gga cgc cct tat ggt gaa ctg gat att act gag ttc tac age tct cgt 
Gly Arg Pro Tyr Gly Glu Leu Asp He Thr Glu Phe Tyr Ser Ser Arg 
490 495 500 

gtg aac acc cag tac teg gca gta cac ctt gga tgt get ggc aac cgc 
Val Asn Thr Gin Tyr Ser Ala Val His Leu Gly Cys Ala Gly Asn Arg 
505 510 515 

cca gag atg aag ctt cgc caa atg gaa atg gaa gag tec atg ttt ggg 
Pro Glu Met Lys Leu Arg Gin Met Glu Met Glu Glu Ser Met Phe Gly 
520 525 530 



1027 



1075 



1123 



tct ccc gca gta tct gaa gac acc ccc atg cca gat acc acc cag ctt 
Ser Pro Ala Val Ser Glu Asp Thr Pro Met Pro Asp Thr Thr Gin Leu 
330 335 340 

ttg acc caa gac act ctg gaa tac etc ggt cgc atg cca gtg ctg gaa 1171 
Leu Thr Gin Asp Thr Leu Glu Tyr Leu Gly Arg Met Pro Val Leu Glu 
345 350 355 

cgc tac gag cca gca agt get gat ttt gec gat ggc cgc agg cct tec 1219 
Arg Tyr Glu Pro Ala Ser Ala Asp Phe Ala Asp Gly Arg Arg Pro Ser 
360 365 370 

tgg aac tac ttc aat ttg aag gaa teg tgg cag aat cca gaa etc gag 
Trp Asn Tyr Phe Asn Leu Lys Glu Ser Trp Gin Asn Pro Glu Leu Glu 
375 380 385 

caa cgc cca gaa get gtc gaa ttc gtt gat gga cgc atg gat ate gtg 1315 
Gin Arg Pro Glu Ala Val Glu Phe Val Asp Gly Arg Met Asp He Val 
390 395 400 405 



1267 



1363 



aac gca cag gag gaa ccg tgc gcg ccg ggt gag gtg aca cgc tac age 1411 
Asn Ala Gin Glu Glu Pro Cys Ala Pro Gly Glu Val Thr Arg Tyr Ser 
425 430 435 



1459 



1507 



1555 



1603 



1651 



1699 
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gat tgg cat gac tgg ggc gtc gaa gtc ttc gac ggc cag ate gta ttc 1747 
Asp Trp His Asp Trp Gly Val Glu Val Phe Asp Gly Gin lie Val Phe 
535 540 545 



acc att gac ggc aag gca gta act tec tct ggc aaa gat gtc ttt ggc 
Thr He Asp Gly Lys Ala Val Thr Ser Ser Gly Lys Asp Val Phe Gly 
550 555 560 565 

aac tct gtt acc cca gec get gca cct ctt cgc ccc gcg cac ttc aag 
Asn Ser Val Thr Pro Ala Ala Ala Pro Leu Arg Pro Ala His Phe Lys 
570 575 580 

ttg teg gaa gag gaa tac cgt gaa gtc ate ggg cag cct tgg cac ctt 
Leu Ser Glu Glu Glu Tyr Arg Glu Val He Gly Gin Pro Trp His Leu 
585 590 595 

att ttg aac acc atg gtg gag cag tct ggc aaa gac age tgg att aca 
He Leu Asn Thr Met Val Glu Gin Ser Gly Lys Asp Ser Trp He Thr 
600 605 610 

gcg gtc gac aat aac gag gcg ttc cca gaa cac cgc ttc caa att gac 
Ala Val Asp Asn Asn Glu Ala Phe Pro Glu His Arg Phe Gin He Asp 
615 620 625 

cat gtg gca gta gat ate gag tct gac tct gtg gac aat gta tgg cct 
His Val Ala Val Asp He Glu Ser Asp Ser Val Asp Asn Val Trp Pro 
630 635 640 645 

gac get gcg aat gaa ate cca gac aat gtt ggt att gaa gac tct gat 
Asp Ala Ala Asn Glu He Pro Asp Asn Val Gly He Glu Asp Ser Asp 
650 655 660 



acc gtg age tgg ate teg ttg ttc acc gcg ttg age teg ctg gtc ttc 

Thr Val Ser Trp He Ser Leu Phe Thr Ala Leu Ser Ser Leu Val Phe 

680 685 690 

aca ctg get etc aat caa gaa gca ttg cag aat ttg att aat cag ttc 

Thr Leu Ala Leu Asn Gin Glu Ala Leu Gin Asn Leu He Asn Gin Phe 

695 700 705 



1795 



1843 



1891 



1939 



1987 



2035 



2083 



gat ggc age gac ctg gag gtt ggt teg acc gga age tct aca get gag 2131 
Asp Gly Ser Asp Leu Glu Val Gly Ser Thr Gly Ser Ser Thr Ala Glu 
665 670 675 



2179 



2227 



atg aga cag ttc aag taatccttgt gggcgctttg tct 226S 

Met Arg Gin Phe Lys 

710 



<210> 464 
<211> 714 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 464 

Leu Lys Lys His Val Thr Ser Ala Val Thr Ala Val Val Thr Ala Phe 
15 10 15 



Ser Thr Ala Ala Leu Gly Leu Ser He Ala Val Ser Pro Ala Val Ala 
20 25 30 
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Gln Val Ala Asn 
35 

Glu Glu Phe Asp 
50 

Gin Pro Asp Tyr 
65 

Ser lie Glu Asp 



Asp Glu Asp Phe 
100 

Asp Ser Thr Ala 
115 

Phe Thr Ser Ala 

130 

Asp Leu Ser Val 
145 

Arg Ser Ala lie 



Thr Asn Asn Gly 
180 

Tyr Asp Leu Arg 
195 

Asp Pro Glu Ser 
210 

Leu Asp Glu Ser 
225 

Thr Arg Asp Gly 



Gin Ser Trp Arg 

260 

Phe Gly lie Ser 
275 

Thr Leu Thr Leu 
290 

Arg Ser Ser Glu 
305 

lie Glu Val Thr 



Asp Thr Thr Gin 
340 

Met Pro Val Leu 



Pro Ala Pro Asp 
40 

Ser Glu Asp Ala 
55 



Gly Ser Asp Lys 
70 

Gly Lys Leu Thr 

85 

Ala lie Ser Asp 



Gin Val Glu Pro 
120 

Arg lie Val Thr 
135 

Thr Ala Thr Leu 
150 

Trp Met Gin Asn 
165 

Leu Tyr Gly Glu 



Ser Pro Trp Ser 
200 

Val Asn Gly Thr 
215 

Leu Asp Gly Val 
230 

Val Glu Tyr Phe 
245 

Asn Asp Val Thr 



Ala Gin Thr Phe 
280 

Asn Gin Lys Val 
295 

Glu Asp Phe Pro 
310 

Gly Ser Pro Ala 
325 

Leu Leu Thr Gin 



Glu Arg Tyr Glu 



Leu Ser Ala Pro 



Leu Lys Gly Trp 
60 

Val Leu Tyr Thr 
75 

lie Thr Thr Gin 
90 

Pro Val Asn Arg 
105 

Cys Ala Pro Gly 



Pro Lys lie Ala 
140 

Asn Thr Gly Gly 
155 

Gly Glu Gin Ala 
170 

Leu Asp Leu Val 
185 

Pro Ser Asn Thr 



Asn Arg Ala Pro 
220 

Glu His Thr Trp 
235 

He Asp Asp Glu 
250 

Leu Gly His Ala 
265 

Asp Glu He Val 



Glu Ser Ala Asp 
300 

Val Arg Ser Met 
315 

Val Ser Glu Asp 
330 

Asp Thr Leu Glu 
345 

Pro Ala Ser Ala 



Tyr Thr Trp Val 
45 

Asn He Phe Arg 



Glu Asp Ala Leu 
80 

Arg His Cys Val 
95 

Gly Lys Leu Asn 
110 

Gin Phe Glu Lys 
125 

Arg Gly Glu Phe 



Val Glu Gly Val 
160 

Cys Ser Ser Ala 
175 

Glu His Phe Ser 
190 

His Leu Gly Cys 
205 

Arg Glu Leu Lys 



Thr Val Ser Thr 
240 

Ala He Asn Arg 
255 

Glu He Asp Asp 
270 

Asp Arg Glu Trp 
285 

Trp Ala Lys Pro 



Val He Asp Arg 
320 

Thr Pro Met Pro 
335 

Tyr Leu Gly Arg 
350 

Asp Phe Ala Asp 
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355 

Gly Arg Arg Pro 
370 

Asn Pro Glu Leu 
385 

Arg Met Asp lie 



lie Ala Thr Pro 
420 

Val Thr Arg Tyr 
435 

Gly Asn Phe Arg 
450 

Val Asp Gly Val 
465 

Cys Ala Asp Asn 



Phe Tyr Ser Ser 
500 

Cys Ala Gly Asn 
515 

Glu Ser Met Phe 
530 

Gly Gin He Val 
545 

Lys Asp Val Phe 



Pro Ala His Phe 
580 

Gin Pro Trp His 
595 

Asp Ser Trp He 
610 

Arg Phe Gin He 
625 

Asp Asn Val Trp 



He Glu Asp Ser 
660 

Ser Ser Thr Ala 
675 



360 

Ser Trp Asn Tyr 
375 

Glu Gin Arg Pro 
390 

Val Thr Arg Arg 
4 05 

Glu Asn Ala Gin 



Ser Ser Ala Arg 
440 

Leu Thr Val Arg 
455 

Arg Pro Ala He 
470 

Asp Gly Arg Pro 
485 

Arg Val Asn Thr 



Arg Pro Glu Met 
520 

Gly Asp Trp His 
535 

Phe Thr He Asp 

550 

Gly Asn Ser Val 
565 

Lys Leu Ser Glu 



Leu He Leu Asn 
600 

Thr Ala Val Asp 

615 

Asp His Val Ala 
630 

Pro Asp Ala Ala 
645 

Asp Asp Gly Ser 



Glu Thr Val Ser 
680 



Phe Asn Leu Lys 
380 

Glu Ala Val Glu 
395 

His Cys Leu Ala 
410 

Glu Glu Pro Cys 
425 

Val His Leu Pro 



Ala Arg Ala Gin 
460 

Trp Met Gin Asn 
475 

Tyr Gly Glu Leu 
490 

Gin Tyr Ser Ala 
505 

Lys Leu Arg Gin 



Asp Trp Gly Val 
540 

Gly Lys Ala Val 
555 

Thr Pro Ala Ala 
570 

Glu Glu Tyr Arg 

585 

Thr Met Val Glu 



Asn Asn Glu Ala 
620 

Val Asp He Glu 
635 

Asn Glu He Pro 
650 

Asp Leu Glu Val 
665 

Trp He Ser Leu 



365 

Glu Ser Trp Gin 



Phe Val Asp Gly 
400 

Thr Thr Asp Asp 
415 

Ala Pro Gly Glu 
430 

Glu He Pro Ala 
445 

Ser Glu Glu Leu 



Asn Thr Asn Phe 
480 

Asp He Thr Glu 
495 

Val His Leu Gly 
510 

Met Glu Met Glu 
525 

Glu Val Phe Asp 



Thr Ser Ser Gly 
560 

Ala Pro Leu Arg 
575 

Glu Val He Gly 
590 

Gin Ser Gly Lys 
605 

Phe Pro Glu His 



Ser Asp Ser Val 
640 

Asp Asn Val Gly 
655 

Gly Ser Thr Gly 
670 

Phe Thr Ala Leu 
685 
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Ser Ser Leu Val Phe Thr Leu Ala Leu Asn Gin Glu Ala Leu Gin Asn 
690 695 700 

Leu He Asn Gin Phe Met Arg Gin Phe Lys 
705 710 



<210> 465 
<211> 389 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (382) 

<223> RXN03015 

<400> 465 

ccgggtttgc ctgaggtttt ggagcgcaat ctggaaaatg gtcgcctgaa cttcactact 60 

qattatgcgg aggctgcggc tttcgcgcag gtgcatttct ttg ggc gtg ggt act 115 

Leu Gly Val Gly Thr 
1 5 



cct cag cag aag ggt act tat gcg gcg gat ctg acg tat gtt cgt cag 
Pro Gin Gin Lys Gly Thr Tyr Ala Ala Asp Leu Thr Tyr Val Arg Gin 
10 15 20 



163 



gtt gtt gag gat ttg gtg ccg ctg ctt gag ggc gag cac att att ttc 211 

Val Val Glu Asp Leu Val Pro Leu Leu Glu Gly Glu His He He Phe 

25 30 35 

ggc aag tct acg gtt ccg gtt ggt act get gag cag ttg cag gag ctt 

Gly Lys Ser Thr Val Pro Val Gly Thr Ala Glu Gin Leu Gin Glu Leu 

40 45 50 

get gat tct ctg gtc aag cct ggt teg cac gtg gag ate gcg tgg aat 

Ala Asp Ser Leu Val Lys Pro Gly Ser His Val Glu He Ala Trp Asn 

55 60 65 



259 



307 



ccg gag ttc ttg cgt gag ggc tac gcg gtc aaa gac acc ate act ccg 355 
Pro Glu Phe Leu Arg Glu Gly Tyr Ala Val Lys Asp Thr He Thr Pro 
70 75 80 85 

gac cgc ate gtg gtg ggt gtg cgt gaa taagaca 389 
Asp Arg He Val Val Gly Val Arg Glu 
90 



<210> 466 
<211> 94 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 466 

Leu Gly Val Gly Thr Pro Gin Gin Lys Gly Thr Tyr Ala Ala Asp Leu 
15 10 15 



Thr Tyr Val Arg Gin Val Val Glu Asp Leu Val Pro Leu Leu Glu Gly 
20 25 30 
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Glu His lie lie Phe 
35 

Gin Leu Gin Glu Leu 
50 

Glu lie Ala Trp Asn 
65 

Asp Thr lie Thr Pro 
85 



Gly Lys Ser Thr Val 
40 

Ala Asp Ser Leu Val 
55 

Pro Glu Phe Leu Arg 
70 

Asp Arg lie Val Val 
90 



Pro Val Gly Thr Ala Glu 
45 

Lys Pro Gly Ser His Val 
60 

Glu Gly Tyr Ala Val Lys 
75 80 

Gly Val Arg Glu 



<210> 467 
<211> 801 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (778) 

<223> RXN03056 

<400> 467 

ttactatcac tggttttgca gatgagatcg cacatgatct cgacgaacag atttccttac 60 

ttaataaact gaagaacagc tcgcggaagc taaagccaaa ttg gat gcc gca gga 115 

Leu Asp Ala Ala Gly 
1 5 



att tea ctt tea gcc gtt gga tec gac ttc ggc aag ate aac ate acc 
He Ser Leu Ser Ala Val Gly Ser Asp Phe Gly Lys He Asn He Thr 
10 15 20 

gat cct ttt gaa gat cac ttg gag cgc gca cgc cac ggt gtt gag gtc 
Asp Pro Phe Glu Asp His Leu Glu Arg Ala Arg His Gly Val Glu Val 
25 30 35 

get aag etc ttc ggc gcg aaa tac ate cgc atg ttc tec ttc ttt att 
Ala Lys Leu Phe Gly Ala Lys Tyr He Arg Met Phe Ser Phe Phe He 
40 45 50 

gca gaa ggc gac aac cct gaa age ttc cgc aaa gaa gta etc tec cgc 
Ala Glu Gly Asp Asn Pro Glu Ser Phe Arg Lys Glu Val Leu Ser Arg 
55 60 65 

acc cac gca atg gtc gaa etc gca gaa gcc ggc ggc ate acc etc etc 
Thr His Ala Met Val Glu Leu Ala Glu Ala Gly Gly He Thr Leu Leu 
70 75 80 85 

cac gaa aat gaa aag gga ate tat ggc gac tec ccg cag cgc gtg aag 
His Glu Asn Glu Lys Gly He Tyr Gly Asp Ser Pro Gin Arg Val Lys 
90 95 100 

gat tta ate acc age ate gac tec cct aac tac cgc gca ate tac gac 
Asp Leu He Thr Ser He Asp Ser Pro Asn Tyr Arg Ala He Tyr Asp 
105 HO H5 

gca get aac tac gtg caa acc gga ttc aag cct ttt gat gag gca tgg 
Ala Ala Asn Tyr Val Gin Thr Gly Phe Lys Pro Phe Asp Glu Ala Trp 



163 



211 



259 



307 



355 



403 



451 



499 
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120 125 130 

ccg ate gtt aag gac tac gtc gac tac gtc cac ate aag gac gcg acc 
Pro lie Val Lys Asp Tyr Val Asp Tyr Val His lie Lys Asp Ala Thr 
135 140 145 

att cca gat gca gag cac ccc ate gga ate ate aag cca gca gga caa 
He Pro Asp Ala Glu His Pro He Gly He He Lys Pro Ala Gly Gin 
150 155 160 165 

ggc gac ggc caa tac cca gag etc ctt gec gcg eta aac gee gac ggt 
Gly Asp Gly Gin Tyr Pro Glu Leu Leu Ala Ala Leu Asn Ala Asp Gly 
170 175 180 



tac aac gga ttc gtc tec 
Tyr Asn Gly Phe Val Ser 
185 

ttc ggc gga etc tgc gga 
Phe Gly Gly Leu Cys Gly 
200 

etc gca gga ate ctg aac 
Leu Ala Gly He Leu Asn 
215 

tgataatgac aaa 



ate gag cct cac ctg ggt 
He Glu Pro His Leu Gly 

190 

cct gac ctg tgg acc age 
Pro Asp Leu Trp Thr Ser 
205 

aac ate aac gee gag tac 
Asn He Asn Ala Glu Tyr 
220 225 



gac ttc gat gaa 691 
Asp Phe Asp Glu 
195 

gca tgc gac get 739 

Ala Cys Asp Ala 

210 

aac taaggacaac 788 
Asn 



801 



<210> 468 
<211> 226 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 468 
Leu Asp Ala Ala 
1 

Lys He Asn He 
20 

His Gly Val Glu 
35 

Phe Ser Phe Phe 
50 

Glu Val Leu Ser 
65 

Gly He Thr Leu 



Pro Gin Arg Val 
100 

Arg Ala He Tyr 
115 

Phe Asp Glu Ala 
130 



Gly He Ser Leu 
5 

Thr Asp Pro Phe 



Val Ala Lys Leu 
40 

He Ala Glu Gly 
55 

Arg Thr His Ala 
70 

Leu His Glu Asn 
85 

Lys Asp Leu He 



Asp Ala Ala Asn 
120 

Trp Pro He Val 
135 



Ser Ala Val Gly 

10 

Glu Asp His Leu 
25 

Phe Gly Ala Lys 



Asp Asn Pro Glu 
60 

Met Val Glu Leu 
75 

Glu Lys Gly He 
90 

Thr Ser He Asp 

105 

Tyr Val Gin Thr 



Lys Asp Tyr Val 
140 



Ser Asp Phe Gly 
15 

Glu Arg Ala Arg 
30 

Tyr He Arg Met 
45 

Ser Phe Arg Lys 



Ala Glu Ala Gly 
80 

Tyr Gly Asp Ser 
95 

Ser Pro Asn Tyr 
110 

Gly Phe Lys Pro 
125 

Asp Tyr Val His 
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Ile Lys Asp Ala 
145 

Lys Pro Ala Gly 



Leu Asn Ala Asp 
180 

Gly Asp Phe Asp 
195 

Ser Ala Cys Asp 
210 



Thr lie Pro Asp 
150 

Gin Gly Asp Gly 
165 

Gly Tyr Asn Gly 



Glu Phe Gly Gly 
200 

Ala Leu Ala Gly 
215 



Ala Glu His Pro 
155 

Gin Tyr Pro Glu 
170 

Phe Val Ser He 
185 

Leu Cys Gly Pro 



He Leu Asn Asn 
220 



lie Gly He He 
160 

Leu Leu Ala Ala 
175 

Glu Pro His Leu 
190 

Asp Leu Trp Thr 
205 

He Asn Ala Glu 



Tyr Asn 
225 



<210> 469 
<211> 687 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (664) 

<223> RXN03030 



<400> 469 

gaagatgaag cagaaaagat cattggtgcg ccagaggttt ctgcattggg caacaaagca 

cagcttgatt ccgtcacctt gctgcgtaac aaccccatcc gtg ctg cca ctg gat 

Val Leu Pro Leu Asp 
1 5 



cct gca gca age ctg aag ate tac cca ttg gtt act ggc cgt acc aag 
Pro Ala Ala Ser Leu Lys He Tyr Pro Leu Val Thr Gly Arg Thr Lys 
10 15 20 



163 



ate gac gag gtt caa eta cag ctg gaa gca gec att cgc gca gaa etc 211 
He Asp Glu Val Gin Leu Gin Leu Glu Ala Ala He Arg Ala Glu Leu 
25 30 35 



cca ggg gta acc ttg gtg tct tec gag tea gaa gca gat ctt gca ate 

Pro Gly Val Thr Leu Val Ser Ser Glu Ser Glu Ala Asp Leu Ala He 
40 45 50 

gtg tgg get cgc cct gaa att gca ctg ttt gaa gat gac etc gaa ggt 

Val Trp Ala Arg Pro Glu He Ala Leu Phe Glu Asp Asp Leu Glu Gly 
55 60 65 

gtt tec etc tct gtt gac cct cgt gec aat ggt gtc gat gtg gaa cgc 

Val Ser Leu Ser Val Asp Pro Arg Ala Asn Gly Val Asp Val Glu Arg 

70 75 80 85 

gtt cag get gtg gaa get gca gtc cca acc ate ttg get gtg aac ttc 
Val Gin Ala Val Glu Ala Ala Val Pro Thr He Leu Ala Val Asn Phe 

90 95 100 



259 



307 



355 



403 
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acc aac cct tgg gtg ctg tct gag ate gag cct ggt gec get gec gtg 
Thr Asn Pro Trp Val Leu Ser Glu lie Glu Pro Gly Ala Ala Ala Val 
105 HO 115 

gtg ggc act ttt gag ate aag cca gag ttc ctt etc aag get ttg act 
Val Gly Thr Phe Glu lie Lys Pro Glu Phe Leu Leu Lys Ala Leu Thr 
120 125 130 

ggt caa gag gga gga cca aag ggc aag ctg cca ttg act gtt cct get 
Gly Gin Glu Gly Gly Pro Lys Gly Lys Leu Pro Leu Thr Val Pro Ala 
135 140 145 

tec atg cag gcg att get gat tec cct cgc gat ate cca ggc aag ttc 
Ser Met Gin Ala He Ala Asp Ser Pro Arg Asp He Pro Gly Lys Phe 
150 155 160 165 

etc gat gag tct tac acc tac gtg gac tec gca ggg atg gec tac aag 
Leu Asp Glu Ser Tyr Thr Tyr Val Asp Ser Ala Gly Met Ala Tyr Lys 
170 175 180 

tac ggt cac gga ctt aat ttc tagattgtag gtagtctcgt ggg 
Tyr Gly His Gly Leu Asn Phe 
185 



451 



499 



547 



595 



643 



687 



<210> 470 
<211> 188 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 470 

Val Leu Pro Leu Asp Pro Ala Ala Ser Leu Lys He Tyr Pro Leu Val 
15 10 15 

Thr Gly Arg Thr Lys He Asp Glu Val Gin Leu Gin Leu Glu Ala Ala 
20 25 30 

He Arg Ala Glu Leu Pro Gly Val Thr Leu Val Ser Ser Glu Ser Glu 
35 40 45 

Ala Asp Leu Ala lie Val Trp Ala Arg Pro Glu He Ala Leu Phe Glu 
50 55 60 

Asp Asp Leu Glu Gly Val Ser Leu Ser Val Asp Pro Arg Ala Asn Gly 
65 70 75 80 

Val Asp Val Glu Arg Val Gin Ala Val Glu Ala Ala Val Pro Thr He 
85 90 95 

Leu Ala Val Asn Phe Thr Asn Pro Trp Val Leu Ser Glu He Glu Pro 
100 105 HO 

Gly Ala Ala Ala Val Val Gly Thr Phe Glu He Lys Pro Glu Phe Leu 
115 120 125 

Leu Lys Ala Leu Thr Gly Gin Glu Gly Gly Pro Lys Gly Lys Leu Pro 
130 135 140 

Leu Thr Val Pro Ala Ser Met Gin Ala He Ala Asp Ser Pro Arg Asp 
145 150 155 160 
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Ile Pro Gly Lys Phe Leu Asp Glu Ser Tyr Thr Tyr Val Asp Ser Ala 
165 170 175 

Gly Met Ala Tyr Lys Tyr Gly His Gly Leu Asn Phe 
180 185 



<210> 471 
<211> 1062 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 
<221> CDS 

<222> (101) . . (1039) 
<223> RXN00401 

<400> 471 

cttttaagca tttcaacatg ccaaactaat cttggacagg tatcactggc tcctcttaga 60 

ctccaaagtg tcttagaaaa cactcaccca aggagccctc atg gca cgc ttt tea 115 

Met Ala Arg Phe Ser 
1 5 

cca caa gat etc gca gac cac etc aag gat gga ctg etc tct ttc ccg 163 
Pro Gin Asp Leu Ala Asp His Leu Lys Asp Gly Leu Leu Ser Phe Pro 
10 15 20 

gec acc get ttc caa gat gac etc gaa gta gat gaa get get tat gtc 
Ala Thr Ala Phe Gin Asp Asp Leu Glu Val Asp Glu Ala Ala Tyr Val 
25 30 35 

gag cac att gaa tgg cag tec age tac cca gtc gee ggc etc ttc gca 
Glu His lie Glu Trp Gin Ser Ser Tyr Pro Val Ala Gly Leu Phe Ala 
40 45 50 

get ggc ggt act ggc gaa gga ttc age ctt acc gtt gag gaa aac cac 
Ala Gly Gly Thr Gly Glu Gly Phe Ser Leu Thr Val Glu Glu Asn His 
55 60 65 

cgt gtc act caa ctt gca gtt cag gcg tec age ccg gaa gtt ccc gtg 355 
Arg Val Thr Gin Leu Ala Val Gin Ala Ser Ser Pro Glu Val Pro Val 
70 75 80 85 



ttg ggg tct get act ggc tea act aag tct gec ate gca aac gca cag 
Leu Gly Ser Ala Thr Gly Ser Thr Lys Ser Ala lie Ala Asn Ala Gin 
90 95 100 

ggc gca gag gca gca ggc get gaa ggt gtc etc ctg ctt cct ccc tac 
Gly Ala Glu Ala Ala Gly Ala Glu Gly Val Leu Leu Leu Pro Pro Tyr 
105 HO 115 

etc acc gaa tgc gac gca gaa ggc ctg tac aac cat gca gec gca gtc 
Leu Thr Glu Cys Asp Ala Glu Gly Leu Tyr Asn His Ala Ala Ala Val 
120 125 130 

tgt gaa tec act tct ctt ggt gtc ate gtg tac aac cgt gec aat gee 
Cys Glu Ser Thr Ser Leu Gly Val lie Val Tyr Asn Arg Ala Asn Ala 
135 140 145 

ate tac tec cca gag gtt ate get cga etc tct gag cgc tac ccc aac 



211 



259 



307 



403 



451 



4 99 



547 



595 
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Ile Tyr Ser Pro Glu Val He Ala Arg Leu Ser Glu Arg Tyr Pro Asn 



150 



155 160 165 



ttc att gga ttt aaa gat ggc acc gga aac ate gag cac eta gca aag 
Phe He Gly Phe Lys Asp Gly Thr Gly Asn He Glu His Leu Ala Lys 
170 1^5 180 

ate acc acg eta tgc gga gat cgc ctg ttc tac etc ggt gga ctt ccc 
He Thr Thr Leu Cys Gly Asp Arg Leu Phe Tyr Leu Gly Gly Leu Pro 
185 190 195 

acc get gag acc ttt gca eta cca ctg ctt cag atg ggc atg age acc 
Thr Ala Glu Thr Phe Ala Leu Pro Leu Leu Gin Met Gly Met Ser Thr 
200 205 210 

tac tec tct gca atg ttc aac ttc att cca gat ttc gca ctg age ttc 
Tyr Ser Ser Ala Met Phe Asn Phe He Pro Asp Phe Ala Leu Ser Phe 
215 220 225 

tac gec gat gtt cgt gcg cag gac age gca gca gta aag cag aag ctg 
Tyr Ala Asp Val Arg Ala Gin Asp Ser Ala Ala Val Lys Gin Lys Leu 
230 235 240 245 

age gat ttt gtg etc ccc tac ttg gat ate cgc gat cgc gca caa ggc 
Ser Asp Phe Val Leu Pro Tyr Leu Asp He Arg Asp Arg Ala Gin Gly 
250 255 260 

tac ggt gtc tec att ggt aag ggc gga etc aag get gtt ggc cgc aac 
Tyr Gly Val Ser He Gly Lys Gly Gly Leu Lys Ala Val Gly Arg Asn 
265 270 275 

get ggc ggc gtt cgc cca cca ctg cgt aac ctt tec gag caa gat ate 
Ala Gly Gly Val Arg Pro Pro Leu Arg Asn Leu Ser Glu Gin Asp He 
280 285 290 

gcg gac ctg teg gat ttg ctt gee acc tct ggc gca ggt tec tac cgc 
Ala Asp Leu Ser Asp Leu Leu Ala Thr Ser Gly Ala Gly Ser Tyr Arg 
295 300 305 

ctt cag ttg agg tgaaagcatg atcaccgcaa ccg 

Leu Gin Leu Arg 

310 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1062 



<210> 472 
<211> 313 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 472 

Met Ala Arg Phe Ser Pro Gin Asp Leu Ala Asp His Leu Lys Asp Gly 
15 10 15 

Leu Leu Ser Phe Pro Ala Thr Ala Phe Gin Asp Asp Leu Glu Val Asp 
20 25 30 

Glu Ala Ala Tyr Val Glu His He Glu Trp Gin Ser Ser Tyr Pro Val 
35 40 45 

Ala Gly Leu Phe Ala Ala Gly Gly Thr Gly Glu Gly Phe Ser Leu Thr 
50 55 60 
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Val Glu Glu Asn His Arg Val Thr Gin Leu Ala Val Gin Ala Ser Ser 
65 70 75 80 

Pro Glu Val Pro Val Leu Gly Ser Ala Thr Gly Ser Thr Lys Ser Ala 
85 90 95 

He Ala Asn Ala Gin Gly Ala Glu Ala Ala Gly Ala Glu Gly Val Leu 
100 105 HO 

Leu Leu Pro Pro Tyr Leu Thr Glu Cys Asp Ala Glu Gly Leu Tyr Asn 
115 120 125 

His Ala Ala Ala Val Cys Glu Ser Thr Ser Leu Gly Val He Val Tyr 
130 135 140 

Asn Arg Ala Asn Ala He Tyr Ser Pro Glu Val He Ala Arg Leu Ser 
145 150 155 160 

Glu Arg Tyr Pro Asn Phe He Gly Phe Lys Asp Gly Thr Gly Asn He 
165 170 175 

Glu His Leu Ala Lys He Thr Thr Leu Cys Gly Asp Arg Leu Phe Tyr 
180 185 190 

Leu Gly Gly Leu Pro Thr Ala Glu Thr Phe Ala Leu Pro Leu Leu Gin 
195 200 205 

Met Gly Met Ser Thr Tyr Ser Ser Ala Met Phe Asn Phe He Pro Asp 
210 215 220 

Phe Ala Leu Ser Phe Tyr Ala Asp Val Arg Ala Gin Asp Ser Ala Ala 
225 230 235 240 

Val Lys Gin Lys Leu Ser Asp Phe Val Leu Pro Tyr Leu Asp He Arg 
245 250 255 

Asp Arg Ala Gin Gly Tyr Gly Val Ser He Gly Lys Gly Gly Leu Lys 
260 265 270 

Ala Val Gly Arg Asn Ala Gly Gly Val Arg Pro Pro Leu Arg Asn Leu 
275 280 285 

Ser Glu Gin Asp He Ala Asp Leu Ser Asp Leu Leu Ala Thr Ser Gly 
290 295 300 



Ala Gly Ser Tyr Arg Leu Gin Leu Arg 
305 310 



<210> 473 
<211> 924 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (901) 

<223> RXN02125 

<400> 473 
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gacctaaaat tcatcacctc accgttttta aggcttagaa aaatagcagt gttgggatgt 60 

gaatatccat ttatgctgct gtagtcggct atgtggacgc atg gtg gca acc tct 11 

Met Val Ala Thr Ser 
1 5 



cag ttt ate gat gac age gag get gee cag gcg gta cgc gca get att 
Gin Phe He Asp Asp Ser Glu Ala Ala Gin Ala Val Arg Ala Ala He 
10 15 20 



163 



gtt gca gga tac cga aac att gat act gee eta gcg tat gga aac gag 211 
Val Ala Gly Tyr Arg Asn lie Asp Thr Ala Leu Ala Tyr Gly Asn Glu 
25 30 35 



cgc ggc gtt ggc gaa ggc att cgc acc get gga gtg ccc cgc gag gag 
Arg Gly Val Gly Glu Gly lie Arg Thr Ala Gly Val Pro Arg Glu Glu 
40 45 50 

etc ttt att tec acc aag eta get gca gaa ate aaa gat tac gat gga 
Leu Phe He Ser Thr Lys Leu Ala Ala Glu He Lys Asp Tyr Asp Gly 
55 60 65 

gca gtc gec gcg att gat gag tct ttg gcg aaa att ggc ttg gat tat 
Ala Val Ala Ala He Asp Glu Ser Leu Ala Lys He Gly Leu Asp Tyr 
70 75 80 85 

gtc gat ctg atg etc att cac tec cca caa cca tgg agt gat ttc cgt 
Val Asp Leu Met Leu He His Ser Pro Gin Pro Trp Ser Asp Phe Arg 
90 95 100 



gat gee tac aaa gee gga aag att cga tec att ggt gtc teg aac ttc 
Asp Ala Tyr Lys Ala Gly Lys He Arg Ser He Gly Val Ser Asn Phe 
120 125 130 

ctg gag gec gat ctg gag aat ate tta gac tec gcg acg gtt get cct 
Leu Glu Ala Asp Leu Glu Asn He Leu Asp Ser Ala Thr Val Ala Pro 
135 140 145 

cac gtt aat cag ctt ctt gtg cat gtt gga aac acc cca age gag tta 
His Val Asn Gin Leu Leu Val His Val Gly Asn Thr Pro Ser Glu Leu 
150 155 160 165 

ate agt ttc tgc gat tec aag ggc att ctg gtc gaa gca tat tea ccc 
He Ser Phe Cys Asp Ser Lys Gly He Leu Val Glu Ala Tyr Ser Pro 
170 175 180 

ate gec cac gga gag atg ctg aag aac cag cag gtc aag gcg att get 
He Ala His Gly Glu Met Leu Lys Asn Gin Gin Val Lys Ala He Ala 
185 190 195 

gac aag tac aac gtg age att ccg cag eta tgc att egg tac aca att 
Asp Lys Tyr Asn Val Ser He Pro Gin Leu Cys He Arg Tyr Thr He 
200 205 210 

caa ctg gga acg gtg tct ttg cca aag act gee aac cca gat cat atg 
Gin Leu Gly Thr Val Ser Leu Pro Lys Thr Ala Asn Pro Asp His Met 
215 220 225 



259 



307 



355 



403 



ggt ggg gac tat tea gag gga aac cgt gaa gcg tgg cgc gcg ctg gaa 451 
Gly Gly Asp Tyr Ser Glu Gly Asn Arg Glu Ala Trp Arg Ala Leu Glu 
105 HO H5 



499 



547 



595 



643 



691 



739 



787 
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agc tec aat gcg cag ate gac ttt gaa att tec gag gaa gac atg gcg 835 
Ser Ser Asn Ala Gin He Asp Phe Glu He Ser Glu Glu Asp Met Ala 
230 235 240 245 

gca ctt caa gaa gtg ace gec cgc gat tat ggc gag cac age ggt ttt 883 
Ala Leu Gin Glu Val Thr Ala Arg Asp Tyr Gly Glu His Ser Gly Phe 
250 255 260 

cct gtg tat tec ggc aag tagaaagatt tttatcatgg gac 924 
Pro Val Tyr Ser Gly Lys 
265 



<210> 474 
<211> 267 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 474 

Met Val Ala Thr Ser Gin Phe He Asp Asp Ser Glu Ala Ala Gin Ala 
15 10 15 

Val Arg Ala Ala He Val Ala Gly Tyr Arg Asn He Asp Thr Ala Leu 
20 25 30 

Ala Tyr Gly Asn Glu Arg Gly Val Gly Glu Gly He Arg Thr Ala Gly 
35 40 45 

Val Pro Arg Glu Glu Leu Phe He Ser Thr Lys Leu Ala Ala Glu He 
50 55 60 

Lys Asp Tyr Asp Gly Ala Val Ala Ala He Asp Glu Ser Leu Ala Lys 
65 70 75 80 

He Gly Leu Asp Tyr Val Asp Leu Met Leu He His Ser Pro Gin Pro 
85 90 95 

Trp Ser Asp Phe Arg Gly Gly Asp Tyr Ser Glu Gly Asn Arg Glu Ala 
100 105 HO 

Trp Arg Ala Leu Glu Asp Ala Tyr Lys Ala Gly Lys He Arg Ser He 
115 120 125 

Gly Val Ser Asn Phe Leu Glu Ala Asp Leu Glu Asn He Leu Asp Ser 
130 135 140 

Ala Thr Val Ala Pro His Val Asn Gin Leu Leu Val His Val Gly Asn 
145 150 155 160 

Thr Pro Ser Glu Leu He Ser Phe Cys Asp Ser Lys Gly He Leu Val 
165 170 175 

Glu Ala Tyr Ser Pro He Ala His Gly Glu Met Leu Lys Asn Gin Gin 
180 185 190 

Val Lys Ala lie Ala Asp Lys Tyr Asn Val Ser He Pro Gin Leu Cys 
195 200 205 



He Arg Tyr Thr He Gin Leu Gly Thr Val Ser Leu Pro Lys Thr Ala 
210 215 220 
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Asn Pro Asp His Met Ser Ser Asn Ala Gin He Asp Phe Glu He Ser 
225 230 235 240 

Glu Glu Asp Met Ala Ala Leu Gin Glu Val Thr Ala Arg Asp Tyr Gly 
245 250 255 

Glu His Ser Gly Phe Pro Val Tyr Ser Gly Lys 
260 265 



<210> 475 
<211> 3561 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (3538) 
<223> RXN00200 

<400> 475 

aacccggagt catttgatca gatgtggcag accaagcaag tgggaccttt cgtggtggta 60 

acgcacaatg agtaattcct caccaaacga cccaagccct atg cgc caa gtc ggt 115 

Met Arg Gin Val Gly 
1 5 



ggt aat ggg ggc cat caa eta gac teg ate aac gtg tea gat gta gtt 
Gly Asn Gly Gly His Gin Leu Asp Ser He Asn Val Ser Asp Val Val 
10 15 20 



cct ctg gac agt acg gac gec acc aac cgt ggt ctg ttt gtg cgc acc 
Pro Leu Asp Ser Thr Asp Ala Thr Asn Arg Gly Leu Phe Val Arg Thr 
120 125 130 

ate gac ggt aac ctt gac gtg att gtt cgc ggt gag gtg ctg ttg gat 



163 



gag teg aag aaa eta aag ggt tct gcg caa gaa ccc ccg cag gtt gec 211 
Glu Ser Lys Lys Leu Lys Gly Ser Ala Gin Glu Pro Pro Gin Val Ala 
25 30 35 

ccg ggc tgg ctg aag aaa ctg get ate tea tea ggt ctg ctt ggc ctg 259 
Pro Gly Trp Leu Lys Lys Leu Ala He Ser Ser Gly Leu Leu Gly Leu 
40 45 50 

ttg atg ttt gtg ctg ttg cct ttc ctg cca gtg aac cag gtg cag tct 
Leu Met Phe Val Leu Leu Pro Phe Leu Pro Val Asn Gin Val Gin Ser 
55 60 65 

teg ctg tea tgg cca caa aat ggt gag ctt tec age gtt aac gec ccg 
Ser Leu Ser Trp Pro Gin Asn Gly Glu Leu Ser Ser Val Asn Ala Pro 
70 75 80 85 

ctg att tec tac gca ccg cag teg atg gat gcg tec ate cct gtg tec 
Leu He Ser Tyr Ala Pro Gin Ser Met Asp Ala Ser He Pro Val Ser 
90 95 100 

gcg ctg gac agt etc aat gac aat cag teg ttg gtg atg ggc acg ttg 451 
Ala Leu Asp Ser Leu Asn Asp Asn Gin Ser Leu Val Met Gly Thr Leu 
105 HO H5 



307 



355 



403 



499 



547 
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Ile Asp Gly Asn Leu Asp Val lie Val Arg Gly Glu Val Leu Leu Asp 
135 140 145 

ctt tea cca aca gag gtg aac cgt ctg cca gat gat gcg ate eta gag 
Leu Ser Pro Thr Glu Val Asn Arg Leu Pro Asp Asp Ala lie Leu Glu 
150 155 160 165 

att tec tec ace gag gaa acc acc age gcg gaa ate acc ggc acg gca 
He Ser Ser Thr Glu Glu Thr Thr Ser Ala Glu He Thr Gly Thr Ala 
170 175 180 

ttc age ggc gag acc gaa ggc gat gag egg cct cag gtc acc ggc gtt 
Phe Ser Gly Glu Thr Glu Gly Asp Glu Arg Pro Gin Val Thr Gly Val 
185 190 19 5 

tac acc gag ctt gtc gac gac ccc tec acc gca teg gee ctg gee tea 
Tyr Thr Glu Leu Val Asp Asp Pro Ser Thr Ala Ser Ala Leu Ala Ser 
200 205 210 



ccc age ctt eta aag tac gca gee ate ttc att ggc ctt gcg tct gtg 
Pro Ser Leu Leu Lys Tyr Ala Ala He Phe He Gly Leu Ala Ser Val 
230 235 240 245 

ttg gtc tec ctg tgg aca ctg cac cgc atg gat att ttg gat ggt cga 
Leu Val Ser Leu Trp Thr Leu His Arg Met Asp He Leu Asp Gly Arg 
250 255 260 

aaa gca cac cgc ttc ctg cct gee aac tgg tac aag ctg aag cca ctt 
Lys Ala His Arg Phe Leu Pro Ala Asn Trp Tyr Lys Leu Lys Pro Leu 
265 270 275 

gat ggt gtt gtc gta gcg att ttg gtg ttc tgg cac ttc ctt ggc gec 
Asp Gly Val Val Val Ala He Leu Val Phe Trp His Phe Leu Gly Ala 
280 285 290 

aac acc tct gac gac ggc ttc ate atg acc atg gec cgc gtg tec cag 
Asn Thr Ser Asp Asp Gly Phe He Met Thr Met Ala Arg Val Ser Gin 
295 300 305 



595 



643 



691 



739 



gcg ggc tta aac gtt gat att gag ate aac tec cgc ttc act tea tec 787 
Ala Gly Leu Asn Val Asp He Glu He Asn Ser Arg Phe Thr Ser Ser 
215 220 225 



835 



883 



931 



979 



1027 



aac gcg gat tat atg gec aac tac tac cgc tgg ttc ggt gtc cca gaa 1075 
Asn Ala Asp Tyr Met Ala Asn Tyr Tyr Arg Trp Phe Gly Val Pro Glu 
310 315 320 325 

tea cca ttc ggc gca cca tat tac gac ttg ctg get ctg atg gee tac 1123 
Ser Pro Phe Gly Ala Pro Tyr Tyr Asp Leu Leu Ala Leu Met Ala Tyr 
330 335 340 

ate tea acc tea tea ate tgg ctt cgt eta ccc gca ttg etc get gga 1171 
He Ser Thr Ser Ser He Trp Leu Arg Leu Pro Ala Leu Leu Ala Gly 
345 350 355 

ctg ate atg tgg ttc gtg ate acc aga gag gtc atg cca egg ttt ggc 1219 
Leu He Met Trp Phe Val He Thr Arg Glu Val Met Pro Arg Phe Gly 
360 365 370 

tea ttg gtt aac ggt cgc cgc gtt gcg cac tgg tct gca gec atg gtg 1267 
Ser Leu Val Asn Gly Arg Arg Val Ala His Trp Ser Ala Ala Met Val 
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375 380 385 

ttc ctg gcg ttc tgg ctt cca tac aac aac ggc act cgc cca gag cca 1315 
Phe Leu Ala Phe Trp Leu Pro Tyr Asn Asn Gly Thr Arg Pro Glu Pro 
390 395 400 405 



ate ate gcg atg gga get eta ctt gcg tgg gtt tec ttc gag cgc get 
He He Ala Met Gly Ala Leu Leu Ala Trp Val Ser Phe Glu Arg Ala 
410 415 420 



get teg atg get atg ctt gee cca ttc ctt gcg tct ggc ace gcg att 
Ala Ser Met Ala Met Leu Ala Pro Phe Leu Ala Ser Gly Thr Ala lie 
490 495 500 



ate age gtg cgc tec gcg aag ggc ccg gca ctg ace tgg tac cac gaa 
He Ser Val Arg Ser Ala Lys Gly Pro Ala Leu Thr Trp Tyr His Glu 
520 525 530 



cca tea ctg cgt ttg atg atg gtc att ttc ggc ace atg ttc ttc atg 
Pro Ser Leu Arg Leu Met Met Val He Phe Gly Thr Met Phe Phe Met 
585 590 595 

atg ttc ace cca ace aag tgg act cac cac ttc ggt gtc tac gca gga 
Met Phe Thr Pro Thr Lys Trp Thr His His Phe Gly Val Tyr Ala Gly 
600 605 610 

ctt gec ggc gca ttg gee gga ctt get gee gtg ggg ctg tec tat gtt 
Leu Ala Gly Ala Leu Ala Gly Leu Ala Ala Val Gly Leu Ser Tyr Val 
615 620 625 



1363 



ate get acc tec agg ttg ttg ccc get gee att ggt gtc att ate g-cc 1411 
He Ala Thr Ser Arg Leu Leu Pro Ala Ala He Gly Val He He Ala 
425 430 435 

acc att tec ctg gca tea ggc ccc acc ggt eta atg gca gtt get gcg 1459 
Thr He Ser Leu Ala Ser Gly Pro Thr Gly Leu Met Ala Val Ala Ala 
440 445 450 

ttg ctg gtc agt ttg tec gcg ttg att cgc att ctt tat agg cgc ttg 
Leu Leu Val Ser Leu Ser Ala Leu He Arg He Leu Tyr Arg Arg Leu 
455 460 465 

ccg ctt att ggg gcg teg agg ggg gcg teg aaa age aaa gtc ttt ggc 1555 
Pro Leu He Gly Ala Ser Arg Gly Ala Ser Lys Ser Lys Val Phe Gly 
470 475 480 485 



1507 



1603 



etc ate gee gtt ttt ggc gat cag act ctg tea acc gtc atg gaa tec 1651 
Leu He Ala Val Phe Gly Asp Gin Thr Leu Ser Thr Val Met Glu Ser 
505 510 515 



1699 



tat gtg cgc tac caa acc gtc atg gaa caa acc gtt gat ggt tec ttc 1747 
Tyr Val Arg Tyr Gin Thr Val Met Glu Gin Thr Val Asp Gly Ser Phe 
535 540 545 

acc cgc cgt ttt get gtg ctg atg etc atg gcg tgt ctg get att gtg 1795 
Thr Arg Arg Phe Ala Val Leu Met Leu Met Ala Cys Leu Ala He Val 
550 555 560 565 

gtc ate gcg ate ctg cgt tac ggc cgc att cca ggc get gcg aag gga 1843 
Val He Ala He Leu Arg Tyr Gly Arg He Pro Gly Ala Ala Lys Gly 
570 575 580 



1891 



1939 



1987 
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gcg gtg aaa tea cca cgc atg cgc acc att tec ate ggt gcg ttc etc 
Ala Val Lys Ser Pro Arg Met Arg Thr lie Ser lie Gly Ala Phe Leu 
630 635 640 645 

ttc ctg ctg gcg ctg get etc gca ggc gtg aac gga ttc tgg tac acc 
Phe Leu Leu Ala Leu Ala Leu Ala Gly Val Asn Gly Phe Trp Tyr Thr 
650 655 660 



ate gaa gca tec acc gta gtg etc gtg ate gec gtg ate gtg ctg ate 
He Glu Ala Ser Thr Val Val Leu Val He Ala Val He Val Leu He 
680 685 690 



ggc 



ttt gtg gac caa tac ccc gcg tac tec gtg ggt ctt ggc aac etc 
Gly Phe Val Asp Gin Tyr Pro Ala Tyr Ser Val Gly Leu Gly Asn Leu 
760 765 770 



gec att gec aac act gac gac tec acc gaa acc ggc gga tec gac gaa 
Ala He Ala Asn Thr Asp Asp Ser Thr Glu Thr Gly Gly Ser Asp Glu 
840 845 850 

tea tec gga caa tec acc ggc aac acc ggc ggt gtc cga ggc tec gaa 
Ser Ser Gly Gin Ser Thr Gly Asn Thr Gly Gly Val Arg Gly Ser Glu 
855 860 365 



2035 



2083 



tec age tac gec gtg cca tgg tgg gat aaa acc ate cag ate aag ggc 2131 
Ser Ser Tyr Ala Val Pro Trp Trp Asp Lys Thr He Gin He Lys Gly 
665 670 675 



2179 



ate ggt gtt att caa tec ttt gtc cac gat gtg aaa acc gcg caa gec 2227 
He Gly Val He Gin Ser Phe Val His Asp Val Lys Thr Ala Gin Ala 
695 700 705 

gaa acc aat cac tec atg ggc gaa etc gtg gcg gaa gat gaa gca aag 2275 
Glu -Thr Asn His Ser Met Gly Glu Leu Val Ala Glu Asp Glu Ala Lys 
710 715 720 725 

cgc gag cgt gec tec agg ttc acc ggc ctt gcg gee tec cct ate gca 2323 
Arg Glu Arg Ala Ser Arg Phe Thr Gly Leu Ala Ala Ser Pro He Ala 
730 735 740 

gga gtg tec gee etc gtt gtg ctg att acc tgc gca tec atg ggc aaa 2371 
Gly Val Ser Ala Leu Val Val Leu He Thr Cys Ala Ser Met Gly Lys 
745 750 755 



2419 



2467 



2515 



cgc tec ctg acc ggc aac aca tgt ggc ctt gee tec gac gee atg ctg 
Arg Ser Leu Thr Gly Asn Thr Cys Gly Leu Ala Ser Asp Ala Met Leu 
775 780 785 

gaa acc aac tec aac gat tec ttc etc act cca gtg aac tec aca ctt 
Glu Thr Asn Ser Asn Asp Ser Phe Leu Thr Pro Val Asn Ser Thr Leu 
790 795 800 805 

ggc gag tec ctg gaa tec gaa gat att cgc ggc ttt agt get gec ggc 2563 
Gly Glu Ser Leu Glu Ser Glu Asp He Arg Gly Phe Ser Ala Ala Gly 
810 815 820 

ate cca cca tea ate age cag gac caa gca gac ctg tct get gtt ggt 2611 
He Pro Pro Ser He Ser Gin Asp Gin Ala Asp Leu Ser Ala Val Gly 
825 830 835 



2659 



2707 
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2803 



ggc ate aac ggc tec aac gec cgc ctg cca ttc aac ctg gac tac acc 2755 
Gly He Asn Gly Ser Asn Ala Arg Leu Pro Phe Asn Leu Asp Tyr Thr 
870 875 880 885 

caa gtt cca gtc gtc ggc tec tgg tec get ggc acc caa aac cca gca 
Gin Val Pro Val Val Gly Ser Trp Ser Ala Gly Thr Gin Asn Pro Ala 
890 895 900 

aac ate acc acc gac tgg tac gaa ate cca gaa gee acc gaa gaa gca 2851 
Asn He Thr Thr Asp Trp Tyr Glu He Pro Glu Ala Thr Glu Glu Ala 
905 910 915 

ccc ate ate gtg gta tct gca gca ggt cgc ate gaa cac tac gac ate 2899 
Pro He He Val Val Ser Ala Ala Gly Arg He Glu His Tyr Asp He 
920 925 930 

aac ggc gtc cgc caa tec gga caa tec gtc atg etc gaa tac ggt cgc 
Asn Gly Val Arg Gin Ser Gly Gin Ser Val Met Leu Glu Tyr Gly Arg 
935 940 945 

ctt cgc gat aac ggc gac gtt gaa gac etc ggc gaa gee atg atg tac 
Leu Arg Asp Asn Gly Asp Val Glu Asp Leu Gly Glu Ala Met Met Tyr 
950 955 960 965 

gac ate ggc ccc gag cca tec tgg cgc aac etc cgc tac cca ctt gac 
Asp He Gly Pro Glu Pro Ser Trp Arg Asn Leu Arg Tyr Pro Leu Asp 
970 975 980 

caa etc cca gaa gaa gcg gac gtc gtg cgc ate gtc gee acc gac gtc 
Gin Leu Pro Glu Glu Ala Asp Val Val Arg He Val Ala Thr Asp Val 
985 990 995 

aac etc gac gaa gac caa tgg gta gca ctg acg cca cca cgc gta cct 
Asn Leu Asp Glu Asp Gin Trp Val Ala Leu Thr Pro Pro Arg Val Pro 
1000 1005 1010 

aac eta gat tct ctg aac aac gtc ate gga tec gaa acc cca gga etc 
Asn Leu Asp Ser Leu Asn Asn Val He Gly Ser Glu Thr Pro Gly Leu 
1015 1020 1025 

etc gac tgg gca gtt ggc ctg caa ttc cca tgc caa cgc acc ttc gac 3235 
Leu Asp Trp Ala Val Gly Leu Gin Phe Pro Cys Gin Arg Thr Phe Asp 
1030 1035 1040 1045 



2947 



2995 



3043 



3091 



3139 



3187 



cac tac gee gga gtc acc gag att cct gaa tac cga ate tec cca gac 
His Tyr Ala Gly Val Thr Glu He Pro Glu Tyr Arg He Ser Pro Asp 
1050 1055 1060 



3283 



cac ggc gga aaa tec acc etc tec cca ttc caa gac tgg gca ggc ggc 3331 
His Gly Gly Lys Ser Thr Leu Ser Pro Phe Gin Asp Trp Ala Gly Gly 
1065 1070 1075 

gga tec atg ggc acg gee gaa gca gta aac aac gec tac gaa ate ccg 3379 
Gly Ser Met Gly Thr Ala Glu Ala Val Asn Asn Ala Tyr Glu He Pro 
1080 1085 1090 

tec tac etc cgc aac gac tgg ggc cgc gac tgg ggt tec ate gaa cgc 3427 
Ser Tyr Leu Arg Asn Asp Trp Gly Arg Asp Trp Gly Ser lie Glu Arg 
1095 HOO H05 



tac teg ctg cgc acc aac tec aac ggc gat gca cct aag gtt gca gac 



3475 
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Tyr Ser Leu Arg Thr Asn Ser Asn Gly Asp Ala Pro Lys Val Ala Asp 
1110 1115 1120 1125 

ate aac ctt gaa acc ate caa cgt tec gga etc tgg aat cca ggg cat 3523 
He Asn Leu Glu Thr He Gin Arg Ser Gly Leu Trp Asn Pro Gly His 
1130 H35 1140 

atg aag gta gat gaa taagaccttc agtactggaa gtt 3561 
Met Lys Val Asp Glu 
1145 



<210> 476 
<211> 1146 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 476 

Met Arg Gin Val Gly Gly Asn Gly Gly His Gin Leu Asp Ser He Asn 
15 10 15 

Val Ser Asp Val Val Glu Ser Lys Lys Leu Lys Gly Ser Ala Gin Glu 
20 25 30 

Pro Pro Gin Val Ala Pro Gly Trp Leu Lys Lys Leu Ala He Ser Ser 
35 40 45 

Gly Leu Leu Gly Leu Leu Met Phe Val Leu Leu Pro Phe Leu Pro Val 
50 55 60 

Asn Gin Val Gin Ser Ser Leu Ser Trp Pro Gin Asn Gly Glu Leu Ser 
65 70 75 80 

Ser Val Asn Ala Pro Leu He Ser Tyr Ala Pro Gin Ser Met Asp Ala 
85 90 95 

Ser He Pro Val Ser Ala Leu Asp Ser Leu Asn Asp Asn Gin Ser Leu 
100 105 HO 

Val Met Gly Thr Leu Pro Leu Asp Ser Thr Asp Ala Thr Asn Arg Gly 
115 120 125 

Leu Phe Val Arg Thr He Asp Gly Asn Leu Asp Val He Val Arg Gly 
130 135 140 

Glu Val Leu Leu Asp Leu Ser Pro Thr Glu Val Asn Arg Leu Pro Asp 
145 150 155 160 

Asp Ala He Leu Glu He Ser Ser Thr Glu Glu Thr Thr Ser Ala Glu 
165 170 175 

He Thr Gly Thr Ala Phe Ser Gly Glu Thr Glu Gly Asp Glu Arg Pro 
180 185 190 

Gin Val Thr Gly Val Tyr Thr Glu Leu Val Asp Asp Pro Ser Thr Ala 
195 200 205 

Ser Ala Leu Ala Ser Ala Gly Leu Asn Val Asp He Glu He Asn Ser 
210 215 220 



Arg Phe Thr Ser Ser Pro Ser Leu Leu Lys Tyr Ala Ala He Phe He 
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225 



230 235 240 



Gly Leu Ala Ser Val Leu Val Ser Leu Trp Thr Leu His Arg Met Asp 
245 250 255 

He Leu Asp Gly Arg Lys Ala His Arg Phe Leu Pro Ala Asn Trp Tyr 
260 265 270 

Lys Leu Lys Pro Leu Asp Gly Val Val Val Ala He Leu Val Phe Trp 
275 280 285 

His Phe Leu Gly Ala Asn Thr Ser Asp Asp Gly Phe He Met Thr Met 
290 295 300 

Ala Arg Val Ser Gin Asn Ala Asp Tyr Met Ala Asn Tyr Tyr Arg Trp 
305 310 315 320 

Phe Gly Val Pro Glu Ser Pro Phe Gly Ala Pro Tyr Tyr Asp Leu Leu 
325 330 335 

Ala Leu Met Ala Tyr He Ser Thr Ser Ser He Trp Leu Arg Leu Pro 
340 345 350 

Ala Leu Leu Ala Gly Leu He Met Trp Phe Val He Thr Arg Glu Val 
355 360 365 

Met Pro Arg Phe Gly Ser Leu Val Asn Gly Arg Arg Val Ala His Trp 
370 375 380 

Ser Ala Ala Met Val Phe Leu Ala Phe Trp Leu Pro Tyr Asn Asn Gly 
385 390 395 400 

Thr Arg Pro Glu Pro He He Ala Met Gly Ala Leu Leu Ala Trp Val 
405 410 415 

Ser Phe Glu Arg Ala He Ala Thr Ser Arg Leu Leu Pro Ala Ala He 
420 425 430 

Gly Val He He Ala Thr He Ser Leu Ala Ser Gly Pro Thr Gly Leu 
435 440 445 

Met Ala Val Ala Ala Leu Leu Val Ser Leu Ser Ala Leu He Arg He 
450 455 460 

Leu Tyr Arg Arg Leu Pro Leu He Gly Ala Ser Arg Gly Ala Ser Lys 
465 470 475 480 

Ser Lys Val Phe Gly Ala Ser Met Ala Met Leu Ala Pro Phe Leu Ala 
485 490 495 

Ser Gly Thr Ala He Leu He Ala Val Phe Gly Asp Gin Thr Leu Ser 
500 505 510 

Thr Val Met Glu Ser He Ser Val Arg Ser Ala Lys Gly Pro Ala Leu 
515 520 525 

Thr Trp Tyr His Glu Tyr Val Arg Tyr Gin Thr Val Met Glu Gin Thr 
530 535 540 

Val Asp Gly Ser Phe Thr Arg Arg Phe Ala Val Leu Met Leu Met Ala 
545 550 555 560 
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Cys Leu Ala lie 



Gly Ala Ala Lys 

580 

Thr Met Phe Phe 
595 

Gly Val Tyr Ala 
610 

Gly Leu Ser Tyr 
625 

He Gly Ala Phe 



Gly Phe Trp Tyr 
660 

He Gin He Lys 
675 

Val He Val Leu 
690 

Lys Thr Ala Gin 
705 

Glu Asp Glu Ala 



Ala Ser Pro He 
740 

Ala Ser Met Gly 
755 

Gly Leu Gly Asn 
770 

Ser Asp Ala Met 
785 

Val Asn Ser Thr 



Phe Ser Ala Ala 

820 

Leu Ser Ala Val 
835 

Gly Gly Ser Asp 
850 

Val Arg Gly Ser 
865 



Val Val He Ala 
565 

Gly Pro Ser Leu 



Met Met Phe Thr 
600 

Gly Leu Ala Gly 
615 

Val Ala Val Lys 
630 

Leu Phe Leu Leu 
645 

Thr Ser Ser Tyr 



Gly He Glu Ala 
680 

He He Gly Val 
695 

Ala Glu Thr Asn 
710 

Lys Arg Glu Arg 
725 

Ala Gly Val Ser 



Lys Gly Phe Val 
760 

Leu Arg Ser Leu 
775 

Leu Glu Thr Asn 
790 

Leu Gly Glu Ser 
805 

Gly He Pro Pro 



Gly Ala He Ala 
840 

Glu Ser Ser Gly 

855 

Glu Gly He Asn 
870 



He Leu Arg Tyr 
570 

Arg Leu Met Met 
585 

Pro Thr Lys Trp 



Ala Leu Ala Gly 
620 

Ser Pro Arg Met 
635 

Ala Leu Ala Leu 
650 

Ala Val Pro Trp 
665 

Ser Thr Val Val 



He Gin Ser Phe 
700 

His Ser Met Gly 
715 

Ala Ser Arg Phe 
730 

Ala Leu Val Val 
745 

Asp Gin Tyr Pro 



Thr Gly Asn Thr 
780 

Ser Asn Asp Ser 
795 

Leu Glu Ser Glu 

810 

Ser He Ser Gin 
825 

Asn Thr Asp Asp 



Gin Ser Thr Gly 
860 

Gly Ser Asn Ala 
875 



Gly Arg He Pro 
575 

Val He Phe Gly 
590 

Thr His His Phe 
605 

Leu Ala Ala Val 



Arg Thr He Ser 
640 

Ala Gly Val Asn 
655 

Trp Asp Lys Thr 
670 

Leu Val He Ala 
685 

Val His Asp Val 



Glu Leu Val Ala 
720 

Thr Gly Leu Ala 
735 

Leu He Thr Cys 
750 

Ala Tyr Ser Val 
765 

Cys Gly Leu Ala 



Phe Leu Thr Pro 
800 

Asp He Arg Gly 
815 

Asp Gin Ala Asp 
830 

Ser Thr Glu Thr 
845 

Asn Thr Gly Gly 



Arg Leu Pro Phe 
880 
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Asn Leu Asp Tyr Thr Gin Val Pro Val Val Gly Ser Trp Ser Ala Gly 
885 890 895 

Thr Gin Asn Pro Ala Asn lie Thr Thr Asp Trp Tyr Glu lie Pro Glu 
900 905 910 

Ala Thr Glu Glu Ala Pro lie lie Val Val Ser Ala Ala Gly Arg lie 
915 920 925 

Glu His Tyr Asp lie Asn Gly Val Arg Gin Ser Gly Gin Ser Val Met 
930 935 940 

Leu Glu Tyr Gly Arg Leu Arg Asp Asn Gly Asp Val Glu Asp Leu Gly 
945 950 955 960 

Glu Ala Met Met Tyr Asp lie Gly Pro Glu Pro Ser Trp Arg Asn Leu 
965 970 975 

Arg Tyr Pro Leu Asp Gin Leu Pro Glu Glu Ala Asp Val Val Arg lie 
980 985 990 

Val Ala Thr Asp Val Asn Leu Asp Glu Asp Gin Trp Val Ala Leu Thr 
995 1000 1005 

Pro Pro Arg Val Pro Asn Leu Asp Ser Leu Asn Asn Val lie Gly Ser 
1010 1015 1020 

Glu Thr Pro Gly Leu Leu Asp Trp Ala Val Gly Leu Gin Phe Pro Cys 
1025 1030 1035 1040 

Gin Arg Thr Phe Asp His Tyr Ala Gly Val Thr Glu He Pro Glu Tyr 
1045 1050 1055 

Arg He Ser Pro Asp His Gly Gly Lys Ser Thr Leu Ser Pro Phe Gin 
1060 1065 1070 

Asp Trp Ala Gly Gly Gly Ser Met Gly Thr Ala Glu Ala Val Asn Asn 
1075 1080 1085 

Ala Tyr Glu He Pro Ser Tyr Leu Arg Asn Asp Trp Gly Arg Asp Trp 
1090 1095 HOO 

Gly Ser He Glu Arg Tyr Ser Leu Arg Thr Asn Ser Asn Gly Asp Ala 
1105 H10 H15 H20 

Pro Lys Val Ala Asp He Asn Leu Glu Thr He Gin Arg Ser Gly Leu 
1125 H30 H35 

Trp Asn Pro Gly His Met Lys Val Asp Glu 
1140 1145 



<210> 477 
<211> 1509 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1486) 
<223> RXN01175 
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<400> 477 

tcgcgtctct tagtcgatct gctcccattc cataggttgg gagaaaactt aactgttatt 60 

ccattcctta aaacaccgat atcgtgctat gaataggggt gtg agt tgg aca gtt 115 

Val Ser Trp Thr Val 
1 5 

gat ate cct aaa gaa gtt etc cct gat ttg cca cca ttg cca gaa ggc 
Asp lie Pro Lys Glu Val Leu Pro Asp Leu Pro Pro Leu Pro Glu Gly 
10 15 20 



gac tgt gcg gaa act ttc gag tea aac act gag ccg cac att cgc gec 
Asp Cys Ala Glu Thr Phe Glu Ser Asn Thr Glu Pro His lie Arg Ala 
90 95 100 

aac gta aag act ctg ctg cag atg gca gtt gtt ttg acc tac ggt gca 
Asn Val Lys Thr Leu Leu Gin Met Ala Val Val Leu Thr Tyr Gly Ala 
105 110 115 

tec act cct gtg ate aag atg get cgt att get ggt cag tac gca aag 
Ser Thr Pro Val lie Lys Met Ala Arg lie Ala Gly Gin Tyr Ala Lys 
120 125 130 

cct cgc tct tct gat ctg gat gga aat ggt ctg cca aac tac cgt ggc 
Pro Arg Ser Ser Asp Leu Asp Gly Asn Gly Leu Pro Asn Tyr Arg Gly 
135 140 145 

gat ate gtc aac ggt gtg gag gca acc cca gag get cgt cgc cac gat 
Asp lie Val Asn Gly Val Glu Ala Thr Pro Glu Ala Arg Arg His Asp 
150 155 160 165 

cct gee cgc atg ate cgt get tac get aac get tct get gcg atg aac 
Pro Ala Arg Met lie Arg Ala Tyr Ala Asn Ala Ser Ala Ala Met Asn 
170 175 180 

ttg gtg cgc gcg etc acc age tct ggc acc get gat ctt tac cgt etc 
Leu Val Arg Ala Leu Thr Ser Ser Gly Thr Ala Asp Leu Tyr Arg Leu 
185 190 195 

age gag tgg aac cgc gag ttc gtt gcg aac tec cca get ggt gca cgc 
Ser Glu Trp Asn Arg Glu Phe Val Ala Asn Ser Pro Ala Gly Ala Arg 
200 205 210 



163 



atg cag cag cag ttc gag gac acc att tec cgt gac get aag cag caa 211 
Met Gin Gin Gin Phe Glu Asp Thr lie Ser Arg Asp Ala Lys Gin Gin 
25 30 35 

cct acg tgg gat cgt gca cag gca gaa aac gtg cgc aag ate ctt gag 259 
Pro Thr Trp Asp Arg Ala Gin Ala Glu Asn Val Arg Lys lie Leu Glu 
40 45 50 

teg gtt cct cca ate gtt gtt gee cct gag gta ctt gag ctg aag cag 
Ser Val Pro Pro lie Val Val Ala Pro Glu Val Leu Glu Leu Lys Gin 
55 60 65 

aag ctt get gat gtt gee aac ggt aag gee ttc etc ttg cag ggt ggt 355 
Lys Leu Ala Asp Val Ala Asn Gly Lys Ala Phe Leu Leu Gin Gly Gly 
70 75 80 85 



307 



403 



451 



499 



547 



595 



643 



691 



739 



tac gag get ctt get cgt gag ate gac tec ggt ctg cgc ttc atg gaa 



787 
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Tyr Glu Ala Leu Ala Arg Glu lie 
215 220 

gca tgt ggc gtg tec gat gag tec 
Ala Cys Gly Val Ser Asp Glu Ser 
230 235 

tec cac gag get ttg ctg gtg gat 
Ser His Glu Ala Leu Leu Val Asp 
250 



Asp Ser Gly Leu Arg Phe Met Glu 
225 

ctg cgt get gca gat ate tac tgc 835 
Leu Arg Ala Ala Asp lie Tyr Cys 
240 245 

tac gag cgt tec atg ctg cgt ctt 883 
Tyr Glu Arg Ser Met Leu Arg Leu 
255 260 



gca acc gat 
Ala Thr Asp 



cag ctg tgg 
Gin Leu Trp 
280 

aac ttc gca 
Asn Phe Ala 
295 

ggt ate acc 
Gly lie Thr 
310 

aac ttc gag 
Asn Phe Glu 



aag gtt cgc 
Lys Val Arg 



gga cac aag 
Gly His Lys 
360 

acc gca tec 
Thr Ala Ser 
375 

gag gtc cag 
Glu Val Gin 
390 

ggc gga ate 
Gly Gly lie 



ggt ggc get 
Gly Gly Ala 



tec gca tgc 
Ser Ala Cys 
440 

ttc etc gtt 
Phe Leu Val 



gag gaa ggc 
Glu Glu Gly 
265 

ate ggc gag 
lie Gly Glu 



tec atg ate 
Ser Met lie 



cct gaa gag 
Pro Glu Glu 
315 

cct ggc cgt 
Pro Gly Arg 
330 

tec gta ctt 
Ser Val Leu 
345 

gtt att tgg 
Val lie Trp 



aat ggc tac 
Asn Gly Tyr 



ggc ttc ttc 
Gly Phe Phe 
395 

cac att gag 
His lie Glu 
410 

gaa gac ate 
Glu Asp lie 
425 

gat cct cgc 
Asp Pro Arg 



gca gaa atg 
Ala Glu Met 



aac gag gaa 
Asn Glu Glu 
270 

cgc acc cgt 
Arg Thr Arg 
285 

tct aac cca 
Ser Asn Pro 
300 

get gtt gca 
Ala Val Ala 



ttg acc ate 
Leu Thr lie 



cct ggt gtt 
Pro Gly Val 

350 

cag tec gat 
Gin Ser Asp 
365 

aag acc cgt 
Lys Thr Arg 
380 

gag gtc cac 
Glu Val His 



ttc act ggt 
Phe Thr Gly 



acc gat gtt 
Thr Asp Val 
430 

ctg aac act 
Leu Asn Thr 
445 

ctg cgt aac 
Leu Arg Asn 



ctt tac gat 
Leu Tyr Asp 



ggc atg gat 
Gly Met Asp 



ate ggc ate 
He Gly He 
305 

tac get gac 
Tyr Ala Asp 
320 

gtt get cgc 
Val Ala Arg 
335 

ate cag get 
He Gin Ala 



ccg atg cac 
Pro Met His 



cac ttc gac 
His Phe Asp 
385 

cgc gca ttg 
Arg Ala Leu 
400 

gaa gat gtc 
Glu Asp Val 
415 

gat ctg cca 
Asp Leu Pro 



cag cag tct 
Gin Gin Ser 



taagctttta 



ctt tea get 
Leu Ser Ala 
275 

gat ttc cat 
Asp Phe His 
290 

aag att ggt 
Lys He Gly 



aag etc gat 
Lys Leu Asp 



atg ggc cac 
Met Gly His 
340 

gtt gag gca 
Val Glu Ala 
355 

ggc aac act 
Gly Asn Thr 
370 

aag gtt ate 
Lys Val He 



ggc acc cac 
Gly Thr His 



acc gag tgc 
Thr Glu Cys 
420 

ggc cgc tac 
Gly Arg Tyr 
435 

ttg gag ttg 
Leu Glu Leu 
450 

gaccaactct 



cac 931 
His 



gtg 979 
Val 



cct 1027 
Pro 



ccg 1075 

Pro 

325 

gac 1123 
Asp 



tec 1171 
Ser 



ttc 1219 
Phe 



gat 1267 
Asp 



cca 1315 

Pro 

405 

etc 1363 
Leu 



gag 1411 
Glu 



get 1459 
Ala 



1506 
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455 



460 



aaa 



1509 



<210> 478 
<211> 462 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 478 

Val Ser Trp Thr Val Asp lie Pro Lys Glu Val Leu Pro Asp Leu Pro 
15 10 15 

Pro Leu Pro Glu Gly Met Gin Gin Gin Phe Glu Asp Thr lie Ser Arg 
20 25 30 

Asp Ala Lys Gin Gin Pro Thr Trp Asp Arg Ala Gin Ala Glu Asn Val 
35 40 45 

Arg Lys lie Leu Glu Ser Val Pro Pro lie Val Val Ala Pro Glu Val 
50 55 60 

Leu Glu Leu Lys Gin Lys Leu Ala Asp Val Ala Asn Gly Lys Ala Phe 
65 70 75 80 

Leu Leu Gin Gly Gly Asp Cys Ala Glu Thr Phe Glu Ser Asn Thr Glu 
85 90 95 

Pro His lie Arg Ala Asn Val Lys Thr Leu Leu Gin Met Ala Val Val 
100 105 110 

Leu Thr Tyr Gly Ala Ser Thr Pro Val lie Lys Met Ala Arg lie Ala 
115 120 125 

Gly Gin Tyr Ala Lys Pro Arg Ser Ser Asp Leu Asp Gly Asn Gly Leu 
130 135 140 

Pro Asn Tyr Arg Gly Asp lie Val Asn Gly Val Glu Ala Thr Pro Glu 
145 150 155 160 

Ala Arg Arg His Asp Pro Ala Arg Met lie Arg Ala Tyr Ala Asn Ala 
165 170 175 

Ser Ala Ala Met Asn Leu Val Arg Ala Leu Thr Ser Ser Gly Thr Ala 
180 185 190 

Asp Leu Tyr Arg Leu Ser Glu Trp Asn Arg Glu Phe Val Ala Asn Ser 
195 200 205 

Pro Ala Gly Ala Arg Tyr Glu Ala Leu Ala Arg Glu lie Asp Ser Gly 
210 215 220 

Leu Arg Phe Met Glu Ala Cys Gly Val Ser Asp Glu Ser Leu Arg Ala 
225 230 235 240 

Ala Asp lie Tyr Cys Ser His Glu Ala Leu Leu Val Asp Tyr Glu Arg 



245 



250 



255 



Ser Met Leu Arg Leu Ala Thr Asp Glu Glu Gly Asn Glu Glu Leu Tyr 
260 265 270 
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Asp Leu Ser Ala His Gin Leu Trp He Gly Glu Arg Thr Arg Gly Met 
275 280 285 

Asp Asp Phe His Val Asn Phe Ala Ser Met He Ser Asn Pro He Gly 
290 295 300 

He Lys He Gly Pro Gly He Thr Pro Glu Glu Ala Val Ala Tyr Ala 
305 310 315 320 

Asp Lys Leu Asp Pro Asn Phe Glu Pro Gly Arg Leu Thr He Val Ala 
325 330 335 

Arg Met Gly His Asp Lys Val Arg Ser Val Leu Pro Gly Val He Gin 
340 345 350 

Ala Val Glu Ala Ser Gly His Lys Val He Trp Gin Ser Asp Pro Met 
355 360 365 

His Gly Asn Thr Phe Thr Ala Ser Asn Gly Tyr Lys Thr Arg His Phe 
370 375 380 

Asp Lys Val He Asp Glu Val Gin Gly Phe Phe Glu Val His Arg Ala 
385 390 395 400 

Leu Gly Thr His Pro Gly Gly He His He Glu Phe Thr Gly Glu Asp 
405 410 415 

Val Thr Glu Cys Leu Gly Gly Ala Glu Asp He Thr Asp Val Asp Leu 
420 425 430 

Pro Gly Arg Tyr Glu Ser Ala Cys Asp Pro Arg Leu Asn Thr Gin Gin 
435 440 445 

Ser Leu Glu Leu Ala Phe Leu Val Ala Glu Met Leu Arg Asn 
450 455 460 



<210> 479 
<211> 984 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (961) 

<223> RXN01376 

<400> 479 

tcctcatcgg ttatcgggag tggcggatac ttcttgcaaa cttaaaccac tatgctttcg 6 

cttcgtgagt actttgaaat cccccatcgc tgtgatcaca gtg acc tat tea cca 1 

Val Thr Tyr Ser Pro 
1 5 

ggt aaa tac ttg gcg teg ttc ctg gat tct ttg cct ggt gcg act tea 1 
Gly Lys Tyr Leu Ala Ser Phe Leu Asp Ser Leu Pro Gly Ala Thr Ser 
10 15 20 

cga gac acc cac gtt gtg atg gca gac aat ggt tct gtg gac ggt gtt 2 
Arg Asp Thr His Val Val Met Ala Asp Asn Gly Ser Val Asp Gly Val 
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25 30 35 

cct gag cag gca gca gcc tea cgc age aac gtg gag ttc etc tea act 
Pro Glu Gin Ala Ala Ala Ser Arg Ser Asn Val Glu Phe Leu Ser Thr 
40 45 50 



tec aat ccg tgg teg gcg get tac cgt gac gat gaa gat atg gac act 
Ser Asn Pro Trp Ser Ala Ala Tyr Arg Asp Asp Glu Asp Met Asp Thr 
150 155 160 165 

gag cgc act get ggc tgg ctg teg gga teg tgc ctg tta tta agg tgg 
Glu Arg Thr Ala Gly Trp Leu Ser Gly Ser Cys Leu Leu Leu Arg Trp 
170 175 180 

gat gcg ttt gat cga gtt ggt ggt ttt gat gag cgc tac ttc atg tac 
Asp Ala Phe Asp Arg Val Gly Gly Phe Asp Glu Arg Tyr Phe Met Tyr 
185 190 195 



gcg ggt aaa aac cca gag aac atg ttg ccc gca cac cac gag age gcg 
Ala Gly Lys Asn Pro Glu Asn Met Leu Pro Ala His His Glu Ser Ala 
230 235 240 245 



egg ttg get ctg cga att ggt ttg aaa tta cga gcc gga gtc gcg gtt 
Arg Leu Ala Leu Arg lie Gly Leu Lys Leu Arg Ala Gly Val Ala Val 
265 270 275 



259 



ggc ggc aac tta ggc tac gga acg get att aat att gcc gcc cga teg 307 
Gly Gly Asn Leu Gly Tyr Gly Thr Ala lie Asn lie Ala Ala Arg Ser 
55 60 65 

ttg cgt gcg cgc egg gag gca gga gag ate gat ggg gag ttc ttc etc 355 
Leu Arg Ala Arg Arg Glu Ala Gly Glu He Asp Gly Glu Phe Phe Leu 
70 75 80 85 

gtc tea aac cct gat gtt gtt ttt gac gaa gac tct att gat caa ttg 403 
Val Ser Asn Pro Asp Val Val Phe Asp Glu Asp Ser He Asp Gin Leu 
90 95 100 

ctt gaa tgt gcg aaa cgt cac cct gaa gca gga gcg gtt ggc ccg ttg 451 
Leu Glu Cys Ala Lys Arg His Pro Glu Ala Gly Ala Val Gly Pro Leu 
105 HO 115 

ate cgt gag gcg gac ggt teg gcg tat ccg teg get egg gcg gta ccc 499 
He Arg Glu Ala Asp Gly Ser Ala Tyr Pro Ser Ala Arg Ala Val Pro 
120 125 130 

act ttg gcg aat ggc att ggt cac get ttg ttg ggt get gtg tgg aaa 547 
Thr Leu Ala Asn Gly He Gly His Ala Leu Leu Gly Ala Val Trp Lys 
135 140 145 



595 



643 



691 



atg gaa gac gtt gac ctg gga gat egg ctg gtt cgc gcc ggt ttc ace 739 
Met Glu Asp Val Asp Leu Gly Asp Arg Leu Val Arg Ala Gly Phe Thr 
200 205 210 

aac gtc ttt tgc cca agt gcg cag ate ate cac gcg aaa ggt cat gtt 787 
Asn Val Phe Cys Pro Ser Ala Gin He He His Ala Lys Gly His Val 
215 220 225 



835 



tat cgc ttc cag get gat cgc etc gcg aag ccg tgg caa gcc cca att 883 
Tyr Arg Phe Gin Ala Asp Arg Leu Ala Lys Pro Trp Gin Ala Pro He 
250 255 260 



931 
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ggt gtc tct aag atg aga acg aaa gcc tct tagaccgtcg acgaccaccg 
Gly Val Ser Lys Met Arg Thr Lys Ala Ser 
280 285 



981 



gac 



984 



<210> 480 
<211> 287 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 480 

Val Thr Tyr Ser Pro Gly Lys Tyr Leu Ala Ser Phe Leu Asp Ser Leu 
15 10 15 

Pro Gly Ala Thr Ser Arg Asp Thr His Val Val Met Ala Asp Asn Gly 
20 25 30 

Ser Val Asp Gly Val Pro Glu Gin Ala Ala Ala Ser Arg Ser Asn Val 
35 40 45 

Glu Phe Leu Ser Thr Gly Gly Asn Leu Gly Tyr Gly Thr Ala He Asn 
50 55 60 

He Ala Ala Arg Ser Leu Arg Ala Arg Arg Glu Ala Gly Glu He Asp 
65 70 75 80 

Gly Glu Phe Phe Leu Val Ser Asn Pro Asp Val Val Phe Asp Glu Asp 
85 90 95 

Ser He Asp Gin Leu Leu Glu Cys Ala Lys Arg His Pro Glu Ala Gly 
100 105 HO 

Ala Val Gly Pro Leu He Arg Glu Ala Asp Gly Ser Ala Tyr Pro Ser 
115 120 125 

Ala Arg Ala Val Pro Thr Leu Ala Asn Gly He Gly His Ala Leu Leu 
130 135 140 

Gly Ala Val Trp Lys Ser Asn Pro Trp Ser Ala Ala Tyr Arg Asp Asp 
145 150 155 160 

Glu Asp Met Asp Thr Glu Arg Thr Ala Gly Trp Leu Ser Gly Ser Cys 
165 170 175 

Leu Leu Leu Arg Trp Asp Ala Phe Asp Arg Val Gly Gly Phe Asp Glu 
180 185 190 

Arg Tyr Phe Met Tyr Met Glu Asp Val Asp Leu Gly Asp Arg Leu Val 
195 200 205 

Arg Ala Gly Phe Thr Asn Val Phe Cys Pro Ser Ala Gin He He His 
210 215 220 

Ala Lys Gly His Val Ala Gly Lys Asn Pro Glu Asn Met Leu Pro Ala 
225 230 235 240 

His His Glu Ser Ala Tyr Arg Phe Gin Ala Asp Arg Leu Ala Lys Pro 
245 250 255 
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Trp Gin Ala Pro He Arg Leu Ala 
260 

Ala Gly Val Ala Val Gly Val Ser 
275 280 



Leu Arg He Gly Leu Lys Leu Arg 
265 270 

Lys Met Arg Thr Lys Ala Ser 
285 



<210> 481 
<211> 1002 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (979) 

<223> RXN01631 

<400> 481 

gccagttgag gatgctctca cagtcgctcg cattgtcagt gcatgctacg aatccgacaa 60 

caaccagggc atttccgtaa acatctaaga ggagcactcc atg aaa cca caa ctt 

Met Lys Pro Gin Leu 
1 5 



act ggt gcg gaa cgc caa gag tec gat gec gtt cgt gcg gat ctg ttt 
Thr Gly Ala Glu Arg Gin Glu Ser Asp Ala Val Arg Ala Asp Leu Phe 
90 95 100 



gag ggc acc aat ggt gtg gtt ccc att get cac atg gec agt gcg ttt 
Glu Gly Thr Asn Gly Val Val Pro He Ala His Met Ala Ser Ala Phe 
120 125 130 

act gat etc get gcg gaa get gaa get cat ggc gtc aag etc gcg ttg 
Thr Asp Leu Ala Ala Glu Ala Glu Ala His Gly Val Lys Leu Ala Leu 
135 140 145 



115 



att gca tct tgc tgg acc age gcg gga gac gec gca ccc gat cgt gac 163 
He Ala Ser Cys Trp Thr Ser Ala Gly Asp Ala Ala Pro Asp Arg Asp 
10 15 20 

gat etc age age cca gta gca ate gat gag cgc ate get eta gtc get 
Asp Leu Ser Ser Pro Val Ala He Asp Glu Arg He Ala Leu Val Ala 
25 30 35 

gaa acc ggt tgg gca ggc att ggg ctt gtt cac gee gat etc ate aaa 
Glu Thr Gly Trp Ala Gly He Gly Leu Val His Ala Asp Leu He Lys 
40 45 50 

gca cgc gac acc att ggc tac gag gaa ttg cgc cga cgc ate cac get 
Ala Arg Asp Thr He Gly Tyr Glu Glu Leu Arg Arg Arg He His Ala 
55 60 65 

gca gga att gaa ate att gag gtg gag ttc etc aat ggt tgg tgg gcg 355 
Ala Gly He Glu He He Glu Val Glu Phe Leu Asn Gly Trp Trp Ala 
70 75 80 85 



211 



259 



307 



403 



get gcg gcg caa get ctt ggt tec cca cac att aag gtc gga gca gga 451 
Ala Ala Ala Gin Ala Leu Gly Ser Pro His He Lys Val Gly Ala Gly 
105 HO H5 



499 



547 
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gaa gca act ccg ttt tct cac ctg aag acc ate tac gac gcg ctg gaa 
Glu Ala Thr Pro Phe Ser His Leu Lys Thr He Tyr Asp Ala Leu Glu 
150 155 160 165 

gtt gtc age cat tec gat age cca teg get gga etc atg gtt gat ate 
Val Val Ser His Ser Asp Ser Pro Ser Ala Gly Leu Met Val Asp He 
170 175 180 

tgg cac acc gcg aaa ate gga ate ccc aac gat gaa ctg tgg cgc aac 
Trp His Thr Ala Lys He Gly He Pro Asn Asp Glu Leu Trp Arg Asn 
185 190 195 

att cca ctg tec aag gtc aac gca gtg gag gtt gat gat ggt ttc att 
He Pro Leu Ser Lys Val Asn Ala Val Glu Val Asp Asp Gly Phe He 
200 205 210 

gac acc cca att gat ctt ttc gat gac tec acc aac cgt cgc gcg tac 
Asp Thr Pro He Asp Leu Phe Asp Asp Ser Thr Asn Arg Arg Ala Tyr 
215 220 225 

tgc ggt gaa ggc gaa ttt gat ccc gca age ttc ate cgt ggc gee ate 
Cys Gly Glu Gly Glu Phe Asp Pro Ala Ser Phe He Arg Gly Ala He 
230 235 240 245 

gac gec ggt tgg acg ggc gca tat ggt gtg gaa att att tec gca gag 
Asp Ala Gly Trp Thr Gly Ala Tyr Gly Val Glu He He Ser Ala Glu 
250 255 260 

cac cga age etc ccg gtg aaa gaa ggg ctg caa cgt get ttc gac acc 
His Arg Ser Leu Pro Val Lys Glu Gly Leu Gin Arg Ala Phe Asp Thr 
265 270 275 

acc ate gca gcg ttt gaa caa get get cgt etc gec ccc tec act aac 
Thr He Ala Ala Phe Glu Gin Ala Ala Arg Leu Ala Pro Ser Thr Asn 
280 285 290 

tgatctttga aaggctgaaa aaa 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1002 



<210> 482 
<211> 293 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 482 

Met Lys Pro Gin Leu He Ala Ser Cys Trp Thr Ser Ala Gly Asp Ala 
15 10 15 

Ala Pro Asp Arg Asp Asp Leu Ser Ser Pro Val Ala He Asp Glu Arg 
20 25 30 

He Ala Leu Val Ala Glu Thr Gly Trp Ala Gly He Gly Leu Val His 
35 40 45 

Ala Asp Leu He Lys Ala Arg Asp Thr He Gly Tyr Glu Glu Leu Arg 
50 55 60 

Arg Arq He His Ala Ala Gly He Glu He He Glu Val Glu Phe Leu 
65 70 75 80 

Asn Gly Trp Trp Ala Thr Gly Ala Glu Arg Gin Glu Ser Asp Ala Val 
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85 90 95 

Arg Ala Asp Leu Phe Ala Ala Ala Gin Ala Leu Gly Ser Pro His lie 
100 105 HO 

Lys Val Gly Ala Gly Glu Gly Thr Asn Gly Val Val Pro lie Ala His 
115 120 125 

Met Ala Ser Ala Phe Thr Asp Leu Ala Ala Glu Ala Glu Ala His Gly 
130 135 140 

Val Lys Leu Ala Leu Glu Ala Thr Pro Phe Ser His Leu Lys Thr lie 
145 150 155 160 

Tyr Asp Ala Leu Glu Val Val Ser His Ser Asp Ser Pro Ser Ala Gly 
165 170 175 

Leu Met Val Asp He Trp His Thr Ala Lys He Gly He Pro Asn Asp 
180 185 190 

Glu Leu Trp Arg Asn He Pro Leu Ser Lys Val Asn Ala Val Glu Val 
195 200 205 

Asp Asp Gly Phe He Asp Thr Pro He Asp Leu Phe Asp Asp Ser Thr 
210 215 220 

Asn Arg Arg Ala Tyr Cys Gly Glu Gly Glu Phe Asp Pro Ala Ser Phe 
225 230 235 240 

He Arg Gly Ala He Asp Ala Gly Trp Thr Gly Ala Tyr Gly Val Glu 
245 250 255 

He He Ser Ala Glu His Arg Ser Leu Pro Val Lys Glu Gly Leu Gin 
260 265 270 

Arg Ala Phe Asp Thr Thr He Ala Ala Phe Glu Gin Ala Ala Arg Leu 
275 280 285 

Ala Pro Ser Thr Asn 
290 



<210> 483 
<211> 990 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (967) 

<223> RXN01593 

<400> 483 

atatgacagc cttcttcttg atctagatgg aaccgtctac gagggcggcc gagccattga 

gcacgtagtt tctgcgctct ctggcgccgg cctacccgtc atg tat gtc acc aat 

Met Tyr Val Thr Asn 
1 5 

aat gcc tec cgt get ccg gag gtg gtg get gcg caa etc cgt gag att 
Asn Ala Ser Arg Ala Pro Glu Val Val Ala Ala Gin Leu Arg Glu He 



BGI-126CP 



-692- 



10 15 20 

ggc ctt gcc gac acc act gcg gac aat gtg atg aca tct get caa get 211 
Gly Leu Ala Asp Thr Thr Ala Asp Asn Val Met Thr Ser Ala Gin Ala 
25 30 35 



gcc tgc aag atg gcg gcg gag aag att ccc get gga tec aag gtg tat 
Ala Cys Lys Met Ala Ala Glu Lys He Pro Ala Gly Ser Lys Val Tyr 
40 45 SO 

gtt ttg ggt tea gaa tec ttc cgc gag eta get act gaa get ggt ttt 
Val Leu Gly Ser Glu Ser Phe Arg Glu Leu Ala Thr Glu Ala Gly Phe 
55 60 65 



ccc gcg atg ttc tat gcg ggg get gaa act ctt aat tct tea aag cct 
Pro Ala Met Phe Tyr Ala Gly Ala Glu Thr Leu Asn Ser Ser Lys Pro 
150 155 160 165 

ttg get gtc ggc gat cgt etc gat acc gat ate gcc ggc gga aac get 
Leu Ala Val Gly Asp Arg Leu Asp Thr Asp He Ala Gly Gly Asn Ala 
170 175 180 

gca ggc atg gac aca ttc cag gtc ctg acc ggc gtc age ggc tac tac 
Ala Gly Met Asp Thr Phe Gin Val Leu Thr Gly Val Ser Gly Tyr Tyr 
185 190 195 

gat ttg gtg cgc gcc att ccc aga gca gcg ccc cac eta tat cgc cac 
Asp Leu Val Arg Ala He Pro Arg Ala Ala Pro His Leu Tyr Arg His 
200 205 210 

etc gat gca gga tct eta cag cga tec ggg cga get caa gcc agg tgc 
Leu Asp Ala Gly Ser Leu Gin Arg Ser Gly Arg Ala Gin Ala Arg Cys 
215 220 225 

cca ggg egg ttt ttc age get tat cga egg cga cac cct ggt cat ttc 
Pro Gly Arg Phe Phe Ser Ala Tyr Arg Arg Arg His Pro Gly His Phe 
230 235 240 245 

egg egg cga tgc egg cgc aac tec ggt tgc age act ccg cac tgc gtt 
Arg Arg Arg Cys Arg Arg Asn Ser Gly Cys Ser Thr Pro His Cys Val 
250 255 260 



259 



307 



gtg gtg gtt gat teg get gat gat aaa cct gtg get gtg ctt cac ggc 355 
Val Val Val Asp Ser Ala Asp Asp Lys Pro Val Ala Val Leu His Gly 
70 75 80 85 

cac aac cct gag acc ggt tgg get cag ttg age gag get gcg ctg tea 403 
His Asn Pro Glu Thr Gly Trp Ala Gin Leu Ser Glu Ala Ala Leu Ser 
90 95 100 

att aat get ggc gcg cag tat ttt gca tea aat ttg gat tec acc ctt 
He Asn Ala Gly Ala Gin Tyr Phe Ala Ser Asn Leu Asp Ser Thr Leu 
105 HO H5 

ccc atg gaa cgc ggt cgt cac att ggc aac ggt tec atg gtg get gee 
Pro Met Glu Arg Gly Arg His He Gly Asn Gly Ser Met Val Ala Ala 
120 125 130 

gtg gtc aac gcg act ggc gta aag cct ctt tec gca ggt aag cca ggc 547 
Val Val Asn Ala Thr Gly Val Lys Pro Leu Ser Ala Gly Lys Pro Gly 
135 140 145 



451 



499 



595 



643 



691 



739 



787 



835 



883 
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gga tgt ggc ctg ggc ggc cac aga gca gtc acc gag gta cgc get gat 
Gly Cys Gly Leu Gly Gly His Arg Ala Val Thr Glu Val Arg Ala Asp 
265 270 275 



attcaccaaa gec 



931 



tea gag gta get get act gca ttg cag age tgg tgg taaacggtga 977 
Ser Glu Val Ala Ala Thr Ala Leu Gin Ser Trp Trp 
280 285 



990 



<210> 484 
<211> 289 
<212> PRT 

<213> Corynebacterium glutamicura 
<400> 484 

Met Tyr Val Thr Asn Asn Ala Ser Arg Ala Pro Glu Val Val Ala Ala 
15 10 15 

Gin Leu Arg Glu He Gly Leu Ala Asp Thr Thr Ala Asp Asn Val Met 
20 25 30 

Thr Ser Ala Gin Ala Ala Cys Lys Met Ala Ala Glu Lys He Pro Ala 
35 40 45 

Gly Ser Lys Val Tyr Val Leu Gly Ser Glu Ser Phe Arg Glu Leu Ala 
50 55 60 

Thr Glu Ala Gly Phe Val Val Val Asp Ser Ala Asp Asp Lys Pro Val 
65 70 75 80 

Ala Val Leu His Gly His Asn Pro Glu Thr Gly Trp Ala Gin Leu Ser 
85 90 95 

Glu Ala Ala Leu Ser He Asn Ala Gly Ala Gin Tyr Phe Ala Ser Asn 
100 105 HO 

Leu Asp Ser Thr Leu Pro Met Glu Arg Gly Arg His He Gly Asn Gly 
115 120 125 

Ser Met Val Ala Ala Val Val Asn Ala Thr Gly Val Lys Pro Leu Ser 
130 135 140 

Ala Gly Lys Pro Gly Pro Ala Met Phe Tyr Ala Gly Ala Glu Thr Leu 
145 150 155 160 

Asn Ser Ser Lys Pro Leu Ala Val Gly Asp Arg Leu Asp Thr Asp He 
165 170 175 

Ala Gly Gly Asn Ala Ala Gly Met Asp Thr Phe Gin Val Leu Thr Gly 
180 185 190 

Val Ser Gly Tyr Tyr Asp Leu Val Arg Ala He Pro Arg Ala Ala Pro 
195 200 205 

His Leu Tyr Arg His Leu Asp Ala Gly Ser Leu Gin Arg Ser Gly Arg 
210 215 220 

Ala Gin Ala Arg Cys Pro Gly Arg Phe Phe Ser Ala Tyr Arg Arg Arg 
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225 230 235 240 

His Pro Gly His Phe Arg Arg Arg Cys Arg Arg Asn Ser Gly Cys Ser 
245 250 255 

Thr Pro His Cys Val Gly Cys Gly Leu Gly Gly His Arg Ala Val Thr 
260 265 270 

Glu Val Arg Ala Asp Ser Glu Val Ala Ala Thr Ala Leu Gin Ser Trp 
275 280 285 



Trp 



<210> 485 
<211> 1173 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1150) 

<223> RXN00337 

<400> 485 

ggacgcttat tggtgagcat tcggattacg ccggtggtgt ggtgctggcg gctaatgcga 60 

attgccggac tgcggctgcc gtcaataaag aaccgcgacg atg ttg tta acg tat 115 

Met Leu Leu Thr Tyr 
1 5 

gcg ttt gtg gat gtg gag gga ggc gtc gaa aag cat tct tta age act 163 

Ala Phe Val Asp Val Glu Gly Gly Val Glu Lys His Ser Leu Ser Thr 
10 15 20 

gcg gac att gca get cgc gca cac gec cat atg aaa tec cat gat gtt 
Ala Asp He Ala Ala Arg Ala His Ala His Met Lys Ser His Asp Val 
25 30 35 

ttg ggg egg cag act acg ccg cct cag ccg gag ggc ggc gtt get gec 
Leu Gly Arg Gin Thr Thr Pro Pro Gin Pro Glu Gly Gly Val Ala Ala 
40 45 50 

egg ttg ggc ggg att gcg tgg aca atg ate cat aag caa atg ctt teg 
Arg Leu Gly Gly He Ala Trp Thr Met He His Lys Gin Met Leu Ser 
55 60 65 

cgt gac aca aaa ggc ctg gat ate acc gtg ttg age ace att cct gag 355 
Arg Asp Thr Lys Gly Leu Asp He Thr Val Leu Ser Thr He Pro Glu 

75 80 85 



70 



ggg gtg ggg ctg ggt gaa aat tec gee atg gat gtg gcg etc gca ttg 
Gly Val Gly Leu Gly Glu Asn Ser Ala Met Asp Val Ala Leu Ala Leu 
90 95 100 



211 



259 



307 



403 



gcg ctg tat egg gaa aat att gag gaa gec ccc acg aag gcg cgc att 451 
Ala Leu Tyr Arg Glu Asn He Glu Glu Ala Pro Thr Lys Ala Arg He 
105 HO H5 



gcg gag att tgt teg cag tec gca ttc atg ttc agt gag act tea gtg 



499 
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Ala Glu He Cys Ser Gin Ser Ala Phe Met Phe Ser Glu Thr Ser Val 
120 125 130 

ttg cgt gcg egg cac acc gtg gcg ttg egg ggt gaa act gga cag att 
Leu Arg Ala Arg His Thr Val Ala Leu Arg Gly Glu Thr Gly Gin He 
135 140 145 

teg gtg gtt gat tac gee gat ggt teg gtc act cag gcg cca cat ccg 
Ser Val Val Asp Tyr Ala Asp Gly Ser Val Thr Gin Ala Pro His Pro 
150 155 160 165 

gtg agt cgt tec get ggt ttg teg gca ttt gtt gtt get gcg caa act 
Val Ser Arg Ser Ala Gly Leu Ser Ala Phe Val Val Ala Ala Gin Thr 
170 175 180 

gaa act gat ccg age att tac cgc gag ate tat get cga cat gcg ttt 
Glu Thr Asp Pro Ser He Tyr Arg Glu He Tyr Ala Arg His Ala Phe 
185 190 195 

ate gat gaa get gcg cgc get ttc agt gtg gaa tct ttg egg ttg ctt 
He Asp Glu Ala Ala Arg Ala Phe Ser Val Glu Ser Leu Arg Leu Leu 
200 205 210 

ccc gac get tec act cgt gtt gtg gat tgg ttg cag gee gtg att gag 
Pro Asp Ala Ser Thr Arg Val Val Asp Trp Leu Gin Ala Val He Glu 
215 220 225 

gtg act ggt cga gag gat ctg ccc teg att gaa caa gec cag cgc tgg 
Val Thr Gly Arg Glu Asp Leu Pro Ser He Glu Gin Ala Gin Arg Trp 
230 235 240 245 

ttg aat ctg tgg gaa aac gaa acc egg cgc get cag agg aca gee aat 
Leu Asn Leu Trp Glu Asn Glu Thr Arg Arg Ala Gin Arg Thr Ala Asn 
250 255 260 

gee ctg cgt teg aga agg ctg agt gag ttt tct gag ctg ctg atg gaa 
Ala Leu Arg Ser Arg Arg Leu Ser Glu Phe Ser Glu Leu Leu Met Glu 
265 270 275 

tec caa gat gat ttg age gac acc ttc gat ttc ccc cet get gat ttg 
Ser Gin Asp Asp Leu Ser Asp Thr Phe Asp Phe Pro Pro Ala Asp Leu 
280 285 290 

gcg ctt get cgt ttg tgc gtc gag egg ggt gec aca get get egg tec 
Ala Leu Ala Arg Leu Cys Val Glu Arg Gly Ala Thr Ala Ala Arg Ser 
295 300 305 

acg tea gcg cgc ggt gtg att gcg ttg gtt gat gee cat cat gcg cac 
Thr Ser Ala Arg Gly Val He Ala Leu Val Asp Ala His His Ala His 
310 315 320 325 

aat ttt get gcg gat etc age gag gat ggc ttg ttg gtg gtt cet etc 
Asn Phe Ala Ala Asp Leu Ser Glu Asp Gly Leu Leu Val Val Pro Leu 
330 335 340 



547 



595 



643 



691 



739 



787 



835 



931 



979 



1027 



1075 



1123 



ggg cac ggg gac gtc gcg gaa cag ggc tagcacgcct acttaaccag 1170 
Gly His Gly Asp Val Ala Glu Gin Gly 
345 350 



cet 



1173 
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<210> 486 
<211> 350 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 486 

Met Leu Leu Thr Tyr Ala Phe Val Asp Val Glu Gly Gly Val Glu Lys 
15 10 15 

His Ser Leu Ser Thr Ala Asp He Ala Ala Arg Ala His Ala His Met 
20 25 30 

Lys Ser His Asp Val Leu Gly Arg Gin Thr Thr Pro Pro Gin Pro Glu 
35 40 45 

Gly Gly Val Ala Ala Arg Leu Gly Gly He Ala Trp Thr Met He His 
50 55 60 

Lys Gin Met Leu Ser Arg Asp Thr Lys Gly Leu Asp He Thr Val Leu 
65 70 75 80 

Ser Thr He Pro Glu Gly Val Gly Leu Gly Glu Asn Ser Ala Met Asp 
85 90 95 

Val Ala Leu Ala Leu Ala Leu Tyr Arg Glu Asn He Glu Glu Ala Pro 
100 105 HO 

Thr Lys Ala Arg He Ala Glu He Cys Ser Gin Ser Ala Phe Met Phe 
115 120 125 

Ser Glu Thr Ser Val Leu Arg Ala Arg His Thr Val Ala Leu Arg Gly 
130 135 140 

Glu Thr Gly Gin He Ser Val Val Asp Tyr Ala Asp Gly Ser Val Thr 
145 150 155 160 

Gin Ala Pro His Pro Val Ser Arg Ser Ala Gly Leu Ser Ala Phe Val 
165 170 175 

Val Ala Ala Gin Thr Glu Thr Asp Pro Ser He Tyr Arg Glu He Tyr 
180 185 190 

Ala Arg His Ala Phe He Asp Glu Ala Ala Arg Ala Phe Ser Val Glu 
195 200 205 

Ser Leu Arg Leu Leu Pro Asp Ala Ser Thr Arg Val Val Asp Trp Leu 
210 215 220 

Gin Ala Val lie Glu Val Thr Gly Arg Glu Asp Leu Pro Ser He Glu 
225 230 235 240 

Gin Ala Gin Arg Trp Leu Asn Leu Trp Glu Asn Glu Thr Arg Arg Ala 
245 250 255 

Gin Arg Thr Ala Asn Ala Leu Arg Ser Arg Arg Leu Ser Glu Phe Ser 
260 265 270 

Glu Leu Leu Met Glu Ser Gin Asp Asp Leu Ser Asp Thr Phe Asp Phe 
275 280 285 
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Pro Pro Ala Asp Leu Ala Leu Ala Arg Leu Cys Val Glu Arg Gly Ala 
290 295 300 

Thr Ala Ala Arg Ser Thr Ser Ala Arg Gly Val lie Ala Leu Val Asp 
305 310 315 320 

Ala His His Ala His Asn Phe Ala Ala Asp Leu Ser Glu Asp Gly Leu 
325 330 335 



Leu Val Val Pro Leu Gly His Gly Asp Val Ala Glu Gin Gly 
340 345 350 



<210> 487 
<211> 1248 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1225) 
<223> RXS00584 

<400> 487 

tagttgtgcc acctaaaacg cgaacagaac cggagtcgag cagcacctcc ccgcaagggt 60 

agaggggctg cttttttgtt tcctaaattc accccatccc atg cat age cct gaa 115 

Met His Ser Pro Glu 
1 5 

agg caa gaa aaa atg agt tct cca gtc tea etc gaa aac gcg gcg tea 163 
Arg Gin Glu Lys Met Ser Ser Pro Val Ser Leu Glu Asn Ala Ala Ser 
10 15 20 

acc age aac aag cgc gtc gtg get ttc cac gag ctg cct age cct aca 211 
Thr Ser Asn Lys Arg Val Val Ala Phe His Glu Leu Pro Ser Pro Thr 
25 30 35 

gat etc ate gec gca aac cca ctg aca cca aag cag get tec aag gtg 259 
Asp Leu lie Ala Ala Asn Pro Leu Thr Pro Lys Gin Ala Ser Lys Val 
40 45 50 

gag cag gat cgc cag gac ate get gat ate ttc get ggc gac gat gac 307 
Glu Gin Asp Arg Gin Asp lie Ala Asp lie Phe Ala Gly Asp Asp Asp 
55 60 65 

cgc etc gtt gtc gtt gtg gga cct tgc tea gtt cac gat cct gaa gca 355 
Arg Leu Val Val Val Val Gly Pro Cys Ser Val His Asp Pro Glu Ala 
70 75 80 85 

gec ate gat tac gca aac cgc ctg get ccg ctg gca aag cgc ctt gat 403 
Ala lie Asp Tyr Ala Asn Arg Leu Ala Pro Leu Ala Lys Arg Leu Asp 
90 95 100 

cag gac etc aag att gtc atg cgc gtg tac ttc gag aag cct cgc acc 451 
Gin Asp Leu Lys lie Val Met Arg Val Tyr Phe Glu Lys Pro Arg Thr 
105 110 115 



ate gtc gga tgg aag gga ttg ate aat gat cct cac etc aac gaa acc 499 
lie Val Gly Trp Lys Gly Leu lie Asn Asp Pro His Leu Asn Glu Thr 
120 125 130 
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tac gac ate cca gag ggc ttg cgc att gcg cgc aaa gtg ctt ate gac 547 
Tyr Asp He Pro Glu Gly Leu Arg He Ala Arg Lys Val Leu He Asp 
135 140 145 



gtt gtg aac ctt gat etc cca gtc ggc tgc gaa ttc etc gaa cca aac 
Val Val Asn Leu Asp Leu Pro Val Gly Cys Glu Phe Leu Glu Pro Asn 



150 



155 160 165 



age cct cag tac tac gec gac act gtc gca tgg gga gca ate ggc get 
Ser Pro Gin Tyr Tyr Ala Asp Thr Val Ala Trp Gly Ala He Gly Ala 
170 175 180 

cgt acc ace gaa tct cag gtg cac cgc cag ctg get tct ggg atg tct 
Arg Thr Thr Glu Ser Gin Val His Arg Gin Leu Ala Ser Gly Met Ser 
185 190 195 

atg cca att ggt ttc aag aac gga act gac gga aac ate cag gtt gca 
Met Pro lie Gly Phe Lys Asn Gly Thr Asp Gly Asn He Gin Val Ala 
200 205 210 

gtc gac gcg gta cag get gee cag aac cca cac ttc ttc ttc gga acc 
Val Asp Ala Val Gin Ala Ala Gin Asn Pro His Phe Phe Phe Gly Thr 
215 220 225 

tec gac gac ggc gcg ctg age gtc gtg gag acc gca ggc aac age aac 
Ser Asp Asp Gly Ala Leu Ser Val Val Glu Thr Ala Gly Asn Ser Asn 
230 235 240 245 

tec cac ate att ttg cgc ggc ggt acc tec ggc ccg aat cat gat gca 
Ser His He He Leu Arg Gly Gly Thr Ser Gly Pro Asn His Asp Ala 
250 255 260 

get teg gtg gag gee gtc gtc gag aag ctt ggt gaa aac get cgt etc 
Ala Ser Val Glu Ala Val Val Glu Lys Leu Gly Glu Asn Ala Arg Leu 
265 270 275 

atg ate gat get tec cat get aac tec ggc aag gat cat ate cga cag 
Met He Asp Ala Ser His Ala Asn Ser Gly Lys Asp His He Arg Gin 
280 285 290 

gtt gag gtt gtt cgt gaa ate gca gag cag att tct ggc ggt tct gaa 
Val Glu Val Val Arg Glu He Ala Glu Gin He Ser Gly Gly Ser Glu 
295 300 305 

get gtg get gga ate atg att gag tec ttc etc gtt ggt ggc gca cag 
Ala Val Ala Gly He Met He Glu Ser Phe Leu Val Gly Gly Ala Gin 
310 



315 320 325 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1075 



1123 



aac ctt gat cct gcg aaa ttg cgc ate aat ggc ggt gaa ggc ctg gtg 
Asn Leu Asp Pro Ala Lys Leu Arg He Asn Gly Gly Glu Gly Leu Val 
330 335 340 

tac gga cag tct gtg acc gat aag tgc ate gat att gac acc acc ate 1171 
Tyr Gly Gin Ser Val Thr Asp Lys Cys He Asp He Asp Thr Thr He 
345 350 355 



gat ttg etc get gag ctg gee gca gca gta agg gaa cgc cga gca gca 
Asp Leu Leu Ala Glu Leu Ala Ala Ala Val Arg Glu Arg Arg Ala Ala 
360 365 370 



1219 
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gcc aag taattaaggg cgctagactg tta 12Ai 
Ala Lys 
375 



<210> 488 
<211> 375 
<212> PRT 

<213> Corynebacteriurn glutamicum 
<400> 488 

Met His Ser Pro Glu Arg Gin Glu Lys Met Ser Ser Pro Val Ser Leu 
15 10 15 

Glu Asn Ala Ala Ser Thr Ser Asn Lys Arg Val Val Ala Phe His Glu 
20 25 30 

Leu Pro Ser Pro Thr Asp Leu He Ala Ala Asn Pro Leu Thr Pro Lys 
35 40 45 

Gin Ala Ser Lys Val Glu Gin Asp Arg Gin Asp He Ala Asp He Phe 
50 55 60 

Ala Gly Asp Asp Asp Arg Leu Val Val Val Val Gly Pro Cys Ser Val 
65 70 75 80 

His Asp Pro Glu Ala Ala He Asp Tyr Ala Asn Arg Leu Ala Pro Leu 
85 90 95 

Ala Lys Arg Leu Asp Gin Asp Leu Lys He Val Met Arg Val Tyr Phe 
100 105 HO 

Glu Lys Pro Arg Thr He Val Gly Trp Lys Gly Leu He Asn Asp Pro 
115 120 125 

His Leu Asn Glu Thr Tyr Asp He Pro Glu Gly Leu Arg He Ala Arg 
130 135 140 

Lys Val Leu He Asp Val Val Asn Leu Asp Leu Pro Val Gly Cys Glu 
145 150 155 160 

Phe Leu Glu Pro Asn Ser Pro Gin Tyr Tyr Ala Asp Thr Val Ala Trp 
165 170 175 

Gly Ala He Gly Ala Arg Thr Thr Glu Ser Gin Val His Arg Gin Leu 
180 185 190 

Ala Ser Gly Met Ser Met Pro He Gly Phe Lys Asn Gly Thr Asp Gly 
195 200 205 

Asn He Gin Val Ala Val Asp Ala Val Gin Ala Ala Gin Asn Pro His 
210 215 220 

Phe Phe Phe Gly Thr Ser Asp Asp Gly Ala Leu Ser Val Val Glu Thr 
225 230 235 240 

Ala Gly Asn Ser Asn Ser His He He Leu Arg Gly Gly Thr Ser Gly 
245 250 255 

Pro Asn His Asp Ala Ala Ser Val Glu Ala Val Val Glu Lys Leu Gly 
260 265 270 
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Glu Asn Ala Arg 
275 

Asp His lie Arg 
290 

Ser Gly Gly Ser 
305 

Val Gly Gly Ala 



Gly Glu Gly Leu 
340 

lie Asp Thr Thr 
355 

Glu Arg Arg Ala 
370 



Leu Met lie Asp 
280 

Gin Val Glu Val 
295 

Glu Ala Val Ala 

310 

Gin Asn Leu Asp 
325 

Val Tyr Gly Gin 



lie Asp Leu Leu 
360 

Ala Ala Lys 
375 



Ala Ser His Ala 



Val Arg Glu lie 
300 

Gly lie Met lie 
315 

Pro Ala Lys Leu 
330 

Ser Val Thr Asp 
345 

Ala Glu Leu Ala 



Asn Ser Gly Lys 
285 

Ala Glu Gin lie 



Glu Ser Phe Leu 
320 

Arg lie Asn Gly 
335 

Lys Cys lie Asp 
350 

Ala Ala Val Arg 
365 



<210> 489 
<211> 1131 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1108) 
<223> RXS02574 

<400> 489 

tgtgctcctt gcgggctgcg cagaagagcc ggaacagcaa aaagcaataa gccgcttatc 60 

gacgtccccc tccacccctc ccgcaccgac cgcggaggat ttg gcg cgc gcg caa 115 

Leu Ala Arg Ala Gin 
1 5 

ate cct gaa cag caa cgc gac caa gtc gcg teg ctg atg atg gtt gga 163 
He Pro Glu Gin Gin Arg Asp Gin Val Ala Ser Leu Met Met Val Gly 
10 15 20 

gtt gcg aat tat gat cag gca ttg gat gcg etc aat cag ggg gtg ggt 211 
Val Ala Asn Tyr Asp Gin Ala Leu Asp Ala Leu Asn Gin Gly Val Gly 
25 30 35 



ggc ate ttt att ggt tec tgg aca gat gaa aat ctg etc acg gaa cct 
Gly He Phe He Gly Ser Trp Thr Asp Glu Asn Leu Leu Thr Glu Pro 
40 45 50 

ggc cgt aat att gag gcg etc cgc gaa gee gtc ggc agg gat ttc tec 
Gly Arg Asn He Glu Ala Leu Arg Glu Ala Val Gly Arg Asp Phe Ser 
55 60 65 



259 



307 



gtc age ate gac tte gaa ggc ggc cgc gtc cag cgt gec acc aat att 355 
Val Ser He Asp Phe Glu Gly Gly Arg Val Gin Arg Ala Thr Asn He 
70 75 80 85 

ctt ggt gat ttc ccc tea ccg cgc gtg atg gcg caa acc atg acg ccg 403 
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Leu Gly Asp Phe Pro Ser Pro Arg Val Met Ala Gin Thr Met Thr Pro 
90 95 100 

gaa caa gta gaa gat etc gca gaa ate eta ggc act ggt tta get gca 
Glu Gin Val Glu Asp Leu Ala Glu He Leu Gly Thr Gly Leu Ala Ala 
105 HO 115 

cat ggt gtg aca gtt aac ttt gca cct gtt gta gat gta gat get tgg 
His Gly Val Thr Val Asn Phe Ala Pro Val Val Asp Val Asp Ala Trp 
120 125 130 

ggt etc ccc gtc gtt ggc gat cgt tec ttt tec aac gac cca gec gta 
Gly Leu Pro Val Val Gly Asp Arg Ser Phe Ser Asn Asp Pro Ala Val 



135 



140 145 



gca get act tat gec aca get ttt gca aag ggc tta age aaa gta gga 
Ala Ala Thr Tyr Ala Thr Ala Phe Ala Lys Gly Leu Ser Lys Val Gly 
150 155 160 165 

att ace cca gta ttc aaa cat ttc cca ggt cac ggt cgt gca agt ggc 
He Thr Pro Val Phe Lys His Phe Pro Gly His Gly Arg Ala Ser Gly 
170 175 180 

gat teg cac ace caa gat gtg gtg acc ccc gca ctt gat gag ctt aaa 
Asp Ser His Thr Gin Asp Val Val Thr Pro Ala Leu Asp Glu Leu Lys 



185 



190 195 



act tac gac etc ate cct tat ggt caa gca ctt tct gaa act gac gga 
Thr Tyr Asp Leu He Pro Tyr Gly Gin Ala Leu Ser Glu Thr Asp Gly 
200 205 210 

gee gtc atg gtg ggc cac atg att gtt cca ggt ctt ggc acc gac gga 
Ala Val Met Val Gly His Met He Val Pro Gly Leu Gly Thr Asp Gly 
215 220 225 

gtt cca tec tct ate gac ccc gee acc tat caa ctg etc cgc agt ggc 
Val Pro Ser Ser He Asp Pro Ala Thr Tyr Gin Leu Leu Arg Ser Gly 



230 235 



240 245 



451 



499 



547 



595 



643 



691 



739 



787 



835 



883 



gat tac cca ggt ggc gtg cct ttc gat ggc gtg ate tac acc gac gat 
Asp Tyr Pro Gly Gly Val Pro Phe Asp Gly Val He Tyr Thr Asp Asp 
250 255 260 

etc tct gga atg agt gee att tec gee acc cat tea ccc gca gaa gca 
Leu Ser Gly Met Ser Ala He Ser Ala Thr His Ser Pro Ala Glu Ala 
265 270 275 

gtg ctt gec tec etc aaa gca ggc gca gac caa gca eta tgg ate gac 
Val Leu Ala Ser Leu Lys Ala Gly Ala Asp Gin Ala Leu Trp He Asp 
280 285 290 

tat ggg teg ttg ggc tec gcg att gat cgc gtt gat get gec gtt age 
Tyr Gly Ser Leu Gly Ser Ala He Asp Arg Val Asp Ala Ala Val Ser 
295 300 305 

age ggt gaa tac cct caa gaa caa atg ctg gca tct gcg tta aga gtc 
Ser Gly Glu Tyr Pro Gin Glu Gin Met Leu Ala Ser Ala Leu Arg Val 
310 315 320 325 

caa ttg etc tac ate aca cgt etc gaa caa aag tgaagttacc agtcegtaac 1128 
Gin Leu Leu Tyr He Thr Arg Leu Glu Gin Lys 



931 



979 



1027 



1075 
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330 



335 



1131 



<210> 490 
<211> 336 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 490 

Leu Ala Arg Ala Gin lie Pro Glu Gin Gin Arg Asp Gin Val Ala Ser 
15 10 15 

Leu Met Met Val Gly Val Ala Asn Tyr Asp Gin Ala Leu Asp Ala Leu 
20 25 30 

Asn Gin Gly Val Gly Gly lie Phe He Gly Ser Trp Thr Asp Glu Asn 
35 40 45 

Leu Leu Thr Glu Pro Gly Arg Asn He Glu Ala Leu Arg Glu Ala Val 
50 55 60 

Gly Arg Asp Phe Ser Val Ser He Asp Phe Glu Gly Gly Arg Val Gin 
65 70 75 80 

Arg Ala Thr Asn He Leu Gly Asp Phe Pro Ser Pro Arg Val Met Ala 
85 90 95 

Gin Thr Met Thr Pro Glu Gin Val Glu Asp Leu Ala Glu He Leu Gly 
100 105 HO 

Thr Gly Leu Ala Ala His Gly Val Thr Val Asn Phe Ala Pro Val Val 
115 120 125 

Asp Val Asp Ala Trp Gly Leu Pro Val Val Gly Asp Arg Ser Phe Ser 
130 135 140 

Asn Asp Pro Ala Val Ala Ala Thr Tyr Ala Thr Ala Phe Ala Lys Gly 
145 150 155 160 

Leu Ser Lys Val Gly He Thr Pro Val Phe Lys His Phe Pro Gly His 
165 170 175 

Gly Arg Ala Ser Gly Asp Ser His Thr Gin Asp Val Val Thr Pro Ala 
180 185 190 

Leu Asp Glu Leu Lys Thr Tyr Asp Leu He Pro Tyr Gly Gin Ala Leu 
195 200 205 

Ser Glu Thr Asp Gly Ala Val Met Val Gly His Met He Val Pro Gly 
210 215 220 

Leu Gly Thr Asp Gly Val Pro Ser Ser He Asp Pro Ala Thr Tyr Gin 
225 230 235 240 

Leu Leu Arg Ser Gly Asp Tyr Pro Gly Gly Val Pro Phe Asp Gly Val 
245 250 255 



He Tyr Thr Asp Asp Leu Ser Gly Met Ser Ala He Ser Ala Thr His 
260 265 270 
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Ser Pro Ala Glu Ala Val Leu Ala 
275 280 

Ala Leu Trp lie Asp Tyr Gly Ser 
290 295 

Asp Ala Ala Val Ser Ser Gly Glu 
305 310 

Ser Ala Leu Arg Val Gin Leu Leu 
325 



Ser Leu Lys Ala Gly Ala Asp Gin 
285 

Leu Gly Ser Ala lie Asp Arg Val 
300 

Tyr Pro Gin Glu Gin Met Leu Ala 
315 320 

Tyr lie Thr Arg Leu Glu Gin Lys 
330 335 



<210> 491 
<211> 1038 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1008) 

<223> RXS03215 

<400> 491 

ate gat gtt gtc age gtc gtg gtg get aac ttc ctg cac cgc gaa ate 

He Asp Val Val Ser Val Val Val Ala Asn Phe Leu His Arg Glu He 

15 10 15 

gtg gaa gca ctt ctg gca tec ggc aag cat gtg ctg tgc gag aag cca 
Val Glu Ala Leu Leu Ala Ser Gly Lys His Val Leu Cys Glu Lys Pro 
20 25 30 

ctg tea gac ace ate gaa gat gca gaa gec atg att gag gca gee ggc 
Leu Ser Asp Thr He Glu Asp Ala Glu Ala Met He Glu Ala Ala Gly 
35 40 45 

cgt gca gca aca aat ggc acc ate gee cgc ate gga ctg acc tac cgc 
Arg Ala Ala Thr Asn Gly Thr He Ala Arg He Gly Leu Thr Tyr Arg 
50 55 60 

cgt tec cca ggc gtg gca cac ate cgt gat etc gtg cag tec ggc gag 
Arq Ser Pro Gly Val Ala His He Arg Asp Leu Val Gin Ser Gly Glu 
65 70 75 80 

ctt ggc aag gtt eta cac gtc acc ggc cac tac tgg acc gac tac gga 
Leu Gly Lys Val Leu His Val Thr Gly His Tyr Trp Thr Asp Tyr Gly 
85 90 95 

tec aat gca cag gca cca ate age tgg cgt tac aag ggg cca aac ggc 
Ser Asn Ala Gin Ala Pro He Ser Trp Arg Tyr Lys Gly Pro Asn Gly 
100 105 HO 

tec ggc gca ctg gca gat gtg gga age cac etc acc tac ctg gca gaa 
Ser Gly Ala Leu Ala Asp Val Gly Ser His Leu Thr Tyr Leu Ala Glu 
115 120 125 

ttc gtt gca gga tct gac ttc gee gee gtc cgt ggt ggc cag ttg tec 



96 



144 



192 



240 



288 



336 



384 



432 
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Phe Val Ala Gly Ser Asp Phe Ala Ala Val Arg Gly Gly Gin Leu Ser 
130 135 140 

acc gtg ate acc gag cgc ccc aag cca etc ggc gcg att gtc ggc cac 
Thr Val lie Thr Glu Arg Pro Lys Pro Leu Gly Ala lie Val Gly His 
145 150 155 160 

gaa ggc ggc gca gtt tec gat gaa tac gaa gca gtg gaa aat gat gac 
Glu Gly Gly Ala Val Ser Asp Glu Tyr Glu Ala Val Glu Asn Asp Asp 
165 170 175 

att gca tea ttc tec gga tec ttc ate ggt ggc gga acc gca acc etc 
He Ala Ser Phe Ser Gly Ser Phe He Gly Gly Gly Thr Ala Thr Leu 
180 185 190 

cag gtc age cgc att tec cag gga cac cca aac acc eta ggt ttt gaa 
Gin Val Ser Arg He Ser Gin Gly His Pro Asn Thr Leu Gly Phe Glu 
195 200 205 

gtg ttc tgt gaa aag ggc tec gtg etc ttt gat ttc cgc aac tea ggc 
Val Phe Cys Glu Lys Gly Ser Val Leu Phe Asp Phe Arg Asn Ser Gly 
210 215 220 

gaa ttc aaa ate ttc acc cca gca acc tec ggt gac ate age caa gaa 
Glu Phe Lys He Phe Thr Pro Ala Thr Ser Gly Asp He Ser Gin Glu 
225 230 235 240 

gec ggc tac cgc acc ate acc ate gga cca aag cac cca tac tgg cgc 
Ala Gly Tyr Arg Thr He Thr He Gly Pro Lys His Pro Tyr Trp Arg 
245 250 255 

ggc ggc ctt gca atg gat gca cca ggc gtg gga att ggc caa aac gaa 
Gly Gly Leu Ala Met Asp Ala Pro Gly Val Gly He Gly Gin Asn Glu 
260 265 270 

ggc ttc gtt ttc cag gcg cgc gca ttc etc gaa gaa ate gca gga ate 
Gly Phe Val Phe Gin Ala Arg Ala Phe Leu Glu Glu He Ala Gly He 
275 280 285 

tec gaa get gaa age ctg cca cgc tgc gca act ttg gaa gaa ggg eta 
Ser Glu Ala Glu Ser Leu Pro Arg Cys Ala Thr Leu Glu Glu Gly Leu 
290 295 300 

cac aat atg cag etc att gat get gta tea cag tea get gca gca ggt 
His Asn Met Gin Leu He Asp Ala Val Ser Gin Ser Ala Ala Ala Gly 



305 



310 315 320 



ggc gaa acc gtt gcg gtc cca gcg get get ctg ate cct gca aac aac 

Gly Glu Thr Val Ala Val Pro Ala Ala Ala Leu He Pro Ala Asn Asn 
325 330 335 

tagaaactat tcagaaagca tcaccatgaa 



528 



576 



624 



672 



720 



768 



816 



864 



912 



960 



1008 



1038 



<210> 492 
<211> 336 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 492 

He Asp Val Val Ser Val Val Val Ala Asn Phe Leu His Arg Glu He 
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1 5 10 15 

Val Glu Ala Leu Leu Ala Ser Gly Lys His Val Leu Cys Glu Lys Pro 
20 25 30 

Leu Ser Asp Thr He Glu Asp Ala Glu Ala Met He Glu Ala Ala Gly 
35 40 45 

Arg Ala Ala Thr Asn Gly Thr He Ala Arg He Gly Leu Thr Tyr Arg 
50 55 60 

Arq Ser Pro Gly Val Ala His He Arg Asp Leu Val Gin Ser Gly Glu 
65 70 75 30 

Leu Gly Lys Val Leu His Val Thr Gly His Tyr Trp Thr Asp Tyr Gly 
85 90 95 

Ser Asn Ala Gin Ala Pro He Ser Trp Arg Tyr Lys Gly Pro Asn Gly 
100 105 HO 

Ser Gly Ala Leu Ala Asp Val Gly Ser His Leu Thr Tyr Leu Ala Glu 
115 120 125 

Phe Val Ala Gly Ser Asp Phe Ala Ala Val Arg Gly Gly Gin Leu Ser 
130 135 140 

Thr Val He Thr Glu Arg Pro Lys Pro Leu Gly Ala He Val Gly His 
145 150 155 160 

Glu Gly Gly Ala Val Ser Asp Glu Tyr Glu Ala Val Glu Asn Asp Asp 
165 170 175 

He Ala Ser Phe Ser Gly Ser Phe He Gly Gly Gly Thr Ala Thr Leu 
180 185 190 

Gin Val Ser Arg He Ser Gin Gly His Pro Asn Thr Leu Gly Phe Glu 
195 200 205 

Val Phe Cys Glu Lys Gly Ser Val Leu Phe Asp Phe Arg Asn Ser Gly 
210 215 220 

Glu Phe Lys He Phe Thr Pro Ala Thr Ser Gly Asp He Ser Gin Glu 
225 230 235 240 

Ala Gly Tyr Arg Thr He Thr He Gly Pro Lys His Pro Tyr Trp Arg 
245 250 255 

Gly Gly Leu Ala Met Asp Ala Pro Gly Val Gly He Gly Gin Asn Glu 
260 265 270 

Gly Phe Val Phe Gin Ala Arg Ala Phe Leu Glu Glu He Ala Gly He 
275 280 285 

Ser Glu Ala Glu Ser Leu Pro Arg Cys Ala Thr Leu Glu Glu Gly Leu 
290 295 300 

His Asn Met Gin Leu He Asp Ala Val Ser Gin Ser Ala Ala Ala Gly 
305 310 315 320 

Gly Glu Thr Val Ala Val Pro Ala Ala Ala Leu He Pro Ala Asn Asn 
325 330 335 
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<210> 493 
<211> 1031 
<212> DNA 

<213> Corynebacterium glut ami cum 



<220> 

<221> CDS 

<222> (1) . . (1008) 

<223> FRXA01915 



<400> 493 

ate gat gtt gtc age gtc gtg gtg get aac ttc ctg cac cgc gaa ate 

lie Asp Val Val Ser Val Val Val Ala Asn Phe Leu His Arg Glu lie 

15 10 15 

gtg gaa gca ctt ctg gca tec ggc aag cat gtg ctg tgc gag aag cca 
Val Glu Ala Leu Leu Ala Ser Gly Lys His Val Leu Cys Glu Lys Pro 
20 25 30 

ctg tea gac ace ate gaa gat gca gaa gec atg att gag gca gee ggc 
Leu Ser Asp Thr lie Glu Asp Ala Glu Ala Met lie Glu Ala Ala Gly 
35 40 45 

cgt gca gca aca aat ggc ace ate gee cgc ate gga ctg ace tac cgc 
Arg Ala Ala Thr Asn Gly Thr He Ala Arg He Gly Leu Thr Tyr Arg 
50 55 60 

cgt tec cca ggc gtg gca cac ate cgt gat etc gtg cag tec ggc gag 
Arg Ser Pro Gly Val Ala His He Arg Asp Leu Val Gin Ser Gly Glu 
65 70 75 80 

ctt ggc aag gtt eta cac gtc ace ggc cac tac tgg ace gac tac gga 
Leu Gly Lys Val Leu His Val Thr Gly His Tyr Trp Thr Asp Tyr Gly 
85 90 95 

tec aat gca cag gca cca ate age tgg cgt tac aag ggg cca aac ggc 
Ser Asn Ala Gin Ala Pro He Ser Trp Arg Tyr Lys Gly Pro Asn Gly 
100 105 HO 

tec ggc gca ctg gca gat gtg gga age cac etc ace tac ctg gca gaa 
Ser Gly Ala Leu Ala Asp Val Gly Ser His Leu Thr Tyr Leu Ala Glu 
115 120 125 

ttc gtt gca gga tct gac ttc gee gee gtc cgt ggt ggc cag ttg tec 
Phe Val Ala Gly Ser Asp Phe Ala Ala Val Arg Gly Gly Gin Leu Ser 
130 135 140 

ace gtg ate acc gag cgc ccc aag cca etc ggc gcg att gtc ggc cac 
Thr Val He Thr Glu Arg Pro Lys Pro Leu Gly Ala He Val Gly His 
145 150 155 160 

gaa ggc ggc gca gtt tec gat gaa tac gaa gca gtg gaa aat gat gac 
Glu Gly Gly Ala Val Ser Asp Glu Tyr Glu Ala Val Glu Asn Asp Asp 
165 170 175 

att gca tea ttc tec gga tec ttc ate ggt ggc gga acc gca acc etc 



48 



96 



144 



192 



240 



336 



384 



4 32 



480 



528 



576 
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Ile Ala Ser Phe Ser Gly Ser Phe He Gly Gly Gly Thr Ala Thr Leu 
180 185 190 

cag gtc age cgc att tec cag gga cac cca aac acc eta ggt ttt gaa 624 
Gin Val Ser Arg He Ser Gin Gly His Pro Asn Thr Leu Gly Phe Glu 
195 200 205 



gtg ttc tgt gaa aag ggc tec gtg etc ttt gat ttc cgc aac tea ggc 
Val Phe Cys Glu Lys Gly Ser Val Leu Phe Asp Phe Arg Asn Ser Gly 
210 215 220 



672 



720 



gaa ttc aaa ate ttc acc cca gca acc tec ggt gac ate age caa gaa 
Glu Phe Lys He Phe Thr Pro Ala Thr Ser Gly Asp He Ser Gin Glu 
225 230 235 240 

gec ggc tac cgc acc ate acc ate gga cca aag cac cca tac tgg cgc 
Ala Gly Tyr Arg Thr He Thr He Gly Pro Lys His Pro Tyr Trp Arg 
245 250 255 

ggc ggc ctt gca atg gat gca cca ggc gtg gga att ggc caa aac gaa 
Gly Gly Leu Ala Met Asp Ala Pro Gly Val Gly He Gly Gin Asn Glu 
260 265 270 

ggc ttc gtt ttc cag gcg cgc gca ttc etc gaa gaa ate gca gga ate 
Gly Phe Val Phe Gin Ala Arg Ala Phe Leu Glu Glu He Ala Gly He 
275 280 285 

tec gaa get gaa age ctg cca cgc tgc gca act ttg gaa gaa ggg eta 
Ser Glu Ala Glu Ser Leu Pro Arg Cys Ala Thr Leu Glu Glu Gly Leu 
290 295 300 

cac aat atg cag etc att gat get gta tea cag tea get gca gca ggt 
His Asn Met Gin Leu He Asp Ala Val Ser Gin Ser Ala Ala Ala Gly 
305 310 315 320 

ggc gaa acc gtt gcg gtc cca gcg get get ctg ate cct gca aac aac 
Gly Glu Thr Val Ala Val Pro Ala Ala Ala Leu He Pro Ala Asn Asn 
325 330 335 

tagaaactat tcagaaagca tea 1031 



768 



816 



864 



912 



960 



1008 



<210> 494 
<211> 336 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 494 

He Asp Val Val Ser Val Val Val Ala Asn Phe Leu His Arg Glu He 
15 10 15 

Val Glu Ala Leu Leu Ala Ser Gly Lys His Val Leu Cys Glu Lys Pro 
20 25 30 

Leu Ser Asp Thr He Glu Asp Ala Glu Ala Met He Glu Ala Ala Gly 
35 40 45 

Arg Ala Ala Thr Asn Gly Thr He Ala Arg He Gly Leu Thr Tyr Arg 
50 55 60 

Arg Ser Pro Gly Val Ala His He Arg Asp Leu Val Gin Ser Gly Glu 
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65 

Leu Gly Lys Val 



Ser Asn Ala Gin 
100 

Ser Gly Ala Leu 
115 

Phe Val Ala Gly 
130 

Thr Val lie Thr 
145 

Glu Gly Gly Ala 



70 

Leu His Val Thr 

85 

Ala Pro lie Ser 



Ala Asp Val Gly 

120 

Ser Asp Phe Ala 
135 

Glu Arg Pro Lys 
150 

Val Ser Asp Glu 
165 



75 

Gly His Tyr Trp 
90 

Trp Arg Tyr Lys 
105 

Ser His Leu Thr 



Ala Val Arg Gly 
140 

Pro Leu Gly Ala 
155 

Tyr Glu Ala Val 
170 



80 

Thr Asp Tyr Gly 
95 

Gly Pro Asn Gly 
110 

Tyr Leu Ala Glu 
125 

Gly Gin Leu Ser 



He Val Gly His 
160 

Glu Asn Asp Asp 
175 



He Ala Ser Phe Ser Gly Ser Phe He Gly Gly Gly Thr Ala Thr Leu 
180 185 190 

Gin Val Ser Arg He Ser Gin Gly His Pro Asn Thr Leu Gly Phe Glu 
195 200 205 

Val Phe Cys Glu Lys Gly Ser Val Leu Phe Asp Phe Arg Asn Ser Gly 
210 215 220 

Glu Phe Lys He Phe Thr Pro Ala Thr Ser Gly Asp He Ser Gin Glu 
225 230 235 240 

Ala Gly Tyr Arg Thr He Thr He Gly Pro Lys His Pro Tyr Trp Arg 
245 250 255 

Gly Gly Leu Ala Met Asp Ala Pro Gly Val Gly He Gly Gin Asn Glu 
260 265 270 

Gly Phe Val Phe Gin Ala Arg Ala Phe Leu Glu Glu He Ala Gly He 
275 280 285 

Ser Glu Ala Glu Ser Leu Pro Arg Cys Ala Thr Leu Glu Glu Gly Leu 
290 295 300 

His Asn Met Gin Leu He Asp Ala Val Ser Gin Ser Ala Ala Ala Gly 
305 310 315 320 

Gly Glu Thr Val Ala Val Pro Ala Ala Ala Leu He Pro Ala Asn Asn 
325 330 335 



<210> 495 
<211> 1288 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 



BGI-126CP 



-709- 



<222> (101) . . (1258) 
<223> RXS03224 

<400> 495 

acgattgtgc tgtcgtttgc gttggtgaat agttctggac cgggtatttt gcggcgcaca 60 

tggaactcat tgaacgccgc gcccggctaa ggtgggaggc atg agt ttt get gaa 115 

Met Ser Phe Ala Glu 
1 5 

cat gcg ate ate tgg cac gtc tac ccc ctg ggc get ttg ggt get ccc 

His Ala lie He Trp His Val Tyr Pro Leu Gly Ala Leu Gly Ala Pro 

10 15 20 

ate egg cct gaa gee ccc gca cct gtc aca cat egg etc ccc aat eta 211 
He Arg Pro Glu Ala Pro Ala Pro Val Thr His Arg Leu Pro Asn Leu 
25 30 35 



att ggg tgg ctg gat tat gtt gtc gaa eta ggc tgc aac gee etc atg 
He Gly Trp Leu Asp Tyr Val Val Glu Leu Gly Cys Asn Ala Leu Met 
40 45 50 

ctg gga ccg gta ttc gag tec gtc age cac ggc tac gac acc etc gat 
Leu Gly Pro Val Phe Glu Ser Val Ser His Gly Tyr Asp Thr Leu Asp 
55 60 65 

ttc tac cgc ate gac ccg cgc etc ggc acc gag gaa gac atg gac gcg 
Phe Tyr Arg He Asp Pro Arg Leu Gly Thr Glu Glu Asp Met Asp Ala 
70 75 80 85 

ctg ctg gag get gcg aat cag egg ggc att gga gtg ctt ttc gac ggc 
Leu Leu Glu Ala Ala Asn Gin Arg Gly He Gly Val Leu Phe Asp Gly 
90 95 100 

gtc ttc aat cat gtt tec agt tec tct aaa tat etc gac ctg acc acc 
Val Phe Asn His Val Ser Ser Ser Ser Lys Tyr Leu Asp Leu Thr Thr 
105 HO H5 

ggg gcg tea ttt gaa ggc cac gac ate ctg gcg gaa etc gac cac acg 
Gly Ala Ser Phe Glu Gly His Asp He Leu Ala Glu Leu Asp His Thr 
120 125 130 

aat ccc gee gta gtg gat ctg gtt gtc gat gtc atg aac cac tgg etc 
Asn Pro Ala Val Val Asp Leu Val Val Asp Val Met Asn His Trp Leu 
135 140 145 

gac cgc gga ate gca ggc tgg cga etc gac get gtc tac gee ate gee 
Asp Arg Gly He Ala Gly Trp Arg Leu Asp Ala Val Tyr Ala He Ala 
150 155 160 165 

cct gaa ttt tgg gaa aaa gtc ctg cca gaa gtg cga cga aaa cac cca 
Pro Glu Phe Trp Glu Lys Val Leu Pro Glu Val Arg Arg Lys His Pro 
170 175 180 

cac gca tgg ate gtg ggg gag atg ate cat gga gat tac tec gac tac 
His Ala Trp He Val Gly Glu Met He His Gly Asp Tyr Ser Asp Tyr 
185 190 195 

gtg aaa age tec ggc att gat tec gtt acc gaa tac gaa ctg tgg aaa 
Val Lys Ser Ser Gly He Asp Ser Val Thr Glu Tyr Glu Leu Trp Lys 
200 205 210 



163 



259 



307 



355 



403 



451 



499 



547 



595 



643 



691 



739 
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gcc att tgg age age ate aaa gag cgc aat ttc ttt gaa etc gaa tgg 
Ala lie Trp Ser Ser lie Lys Glu Arg Asn Phe Phe Glu Leu Glu Trp 
215 220 225 

act ttg agt cgc cac aat gaa ttc etc gat act ttc gta ccg cag aca 
Thr Leu Ser Arg His Asn Glu Phe Leu Asp Thr Phe Val Pro Gin Thr 
230 235 240 245 

ttc att ggt aac cat gac gtc acc cgc att gec acc cga ate ggt caa 
Phe lie Gly Asn His Asp Val Thr Arg He Ala Thr Arg He Gly Gin 
250 255 260 

tea aat gcg ate ctg gec gca gcg ate etc ttc acg gtc gga gga acc 
Ser Asn Ala He Leu Ala Ala Ala He Leu Phe Thr Val Gly Gly Thr 
265 270 275 

cca age att tac tac ggc gat gag cag ggc ttt acg gga ttg aaa gag 
Pro Ser He Tyr Tyr Gly Asp Glu Gin Gly Phe Thr Gly Leu Lys Glu 
280 285 290 

gat aac gtt ttc ggt gac gat gec att agg cca cct ctt cct gee gag 
Asp Asn Val Phe Gly Asp Asp Ala He Arg Pro Pro Leu Pro Ala Glu 
295 300 305 

ttt tct cca ctg ggc acc tgg att gaa aac att tat aag get ctg ate 
Phe 
310 



Ser Pro Leu Gly Thr Trp He Glu Asn He Tyr Lys Ala Leu He 
315 320 325 



ggt gaa gag ctg aca gtg cat ctt gat ttg gaa gag gtg tct gtt egg 
Gly Glu Glu Leu Thr Val His Leu Asp Leu Glu Glu Val Ser Val Arg 
360 365 370 

ate ctt gat ggc gag aag gtg ctg ttt cag tac age get tagttgtcgg 
He Leu Asp Gly Glu Lys Val Leu Phe Gin Tyr Ser Ala 
375 380 385 

ttcaagggta ggggaacaaa 



787 



835 



883 



931 



979 



1027 



1075 



1123 



gcg ctg cgc agg caa cac ccg tgg ttg tat cag gcg cac acc gaa gtc 
Ala Leu Arg Arg Gin His Pro Trp Leu Tyr Gin Ala His Thr Glu Val 
330 335 340 

ctt gag att get aat gaa gcg atg acc tat aag tec gtc ggt ctt gga 1171 
Leu Glu He Ala Asn Glu Ala Met Thr Tyr Lys Ser Val Gly Leu Gly 
345 350 355 



1219 



1268 



1288 



<210> 496 
<211> 386 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 496 

Met Ser Phe Ala Glu His Ala He 
1 5 

Ala Leu Gly Ala Pro He Arg Pro 
20 



He Trp His Val Tyr Pro Leu Gly 
10 15 

Glu Ala Pro Ala Pro Val Thr His 
25 30 



Arg Leu Pro Asn Leu He Gly Trp Leu Asp Tyr Val Val Glu Leu Gly 
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35 40 45 

Cys Asn Ala Leu Met Leu Gly Pro Val Phe Glu Ser Val Ser His Gly 
50 55 60 

Tyr Asp Thr Leu Asp Phe Tyr Arg He Asp Pro Arg Leu Gly Thr Glu 
65 70 75 80 

Glu Asp Met Asp Ala Leu Leu Glu Ala Ala Asn Gin Arg Gly He Gly 
85 90 95 

Val Leu Phe Asp Gly Val Phe Asn His Val Ser Ser Ser Ser Lys Tyr 
100 105 HO 

Leu Asp Leu Thr Thr Gly Ala Ser Phe Glu Gly His Asp He Leu Ala 
115 120 125 

Glu Leu Asp His Thr Asn Pro Ala Val Val Asp Leu Val Val Asp Val 
130 135 140 

Met Asn His Trp Leu Asp Arg Gly He Ala Gly Trp Arg Leu Asp Ala 
145 150 155 160 

Val Tyr Ala He Ala Pro Glu Phe Trp Glu Lys Val Leu Pro Glu Val 
165 170 175 

Arg Arg Lys His Pro His Ala Trp He Val Gly Glu Met He His Gly 
180 185 190 

Asp Tyr Ser Asp Tyr Val Lys Ser Ser Gly He Asp Ser Val Thr Glu 
195 200 205 

Tyr Glu Leu Trp Lys Ala He Trp Ser Ser He Lys Glu Arg Asn Phe 
210 215 220 

Phe Glu Leu Glu Trp Thr Leu Ser Arg His Asn Glu Phe Leu Asp Thr 
225 230 235 240 

Phe Val Pro Gin Thr Phe He Gly Asn His Asp Val Thr Arg He Ala 
245 250 255 

Thr Arg He Gly Gin Ser Asn Ala He Leu Ala Ala Ala He Leu Phe 
260 265 270 

Thr Val Gly Gly Thr Pro Ser He Tyr Tyr Gly Asp Glu Gin Gly Phe 
275 280 285 

Thr Gly Leu Lys Glu Asp Asn Val Phe Gly Asp Asp Ala He Arg Pro 
290 295 300 

Pro Leu Pro Ala Glu Phe Ser Pro Leu Gly Thr Trp He Glu Asn He 
305 310 315 320 

Tyr Lys Ala Leu He Ala Leu Arg Arg Gin His Pro Trp Leu Tyr Gin 
325 330 335 

Ala His Thr Glu Val Leu Glu He Ala Asn Glu Ala Met Thr Tyr Lys 
340 345 350 

Ser Val Gly Leu Gly Gly Glu Glu Leu Thr Val His Leu Asp Leu Glu 
355 360 365 
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Glu Val Ser Val Arg He Leu Asp Gly Glu Lys Val Leu Phe Gin Tyr 
370 375 380 

Ser Ala 
385 



<210> 497 
<211> 1281 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1258) 
<223> FRXA00038 



<400> 497 

acgattgtgc tgtcgtttgc gttggtgaat agttctggac cgggtatttt gcggcgcaca 60 



tggaactcat tgaacgccgc gcccggctaa ggtgggaggc atg agt ttt get gaa 

Met Ser Phe Ala Glu 
1 5 



115 



cat gcg ate ate tgg cac gtc tac ccc ctg ggc get ttg ggt get ccc 
His Ala He He Trp His Val Tyr Pro Leu Gly Ala Leu Gly Ala Pro 
10 15 20 

ate egg cct gaa gee ccc gca cct gtc aca cat egg etc ccc aat eta 
He Arg Pro Glu Ala Pro Ala Pro Val Thr His Arg Leu Pro Asn Leu 
25 30 35 

att ggg tgg ctg gat tat gtt gtc gaa eta ggc tgc aac gec etc atg 
He Gly Trp Leu Asp Tyr Val Val Glu Leu Gly Cys Asn Ala Leu Met 
40 45 50 

ctg gga ccg gta ttc gag tec gtc age cac ggc tac gac acc etc gat 
Leu Gly Pro Val Phe Glu Ser Val Ser His Gly Tyr Asp Thr Leu Asp 
55 60 65 

ttc tac cgc ate gac ccg cgc etc ggc acc gag gaa gac atg gac gcg 
Phe Tyr Arg He Asp Pro Arg Leu Gly Thr Glu Glu Asp Met Asp Ala 
70 75 80 85 

ctg ctg gag get gcg aat cag egg ggc att gga gtg ctt ttc gac ggc 
Leu Leu Glu Ala Ala Asn Gin Arg Gly He Gly Val Leu Phe Asp Gly 
90 95 100 

gtc ttc aat cat gtt tec agt tec tct aaa tat etc gac ctg acc acc 
Val Phe Asn His Val Ser Ser Ser Ser Lys Tyr Leu Asp Leu Thr Thr 
105 HO H5 

ggg gcg tea ttt gaa ggc cac gac ate ctg gcg gaa etc gac cac acg 
Gly Ala Ser Phe Glu Gly His Asp He Leu Ala Glu Leu Asp His Thr 
120 125 130 

aat ccc gee gta gtg gat ctg gtt gtc gat gtc atg aac cac tgg etc 
Asn Pro Ala Val Val Asp Leu Val Val Asp Val Met Asn His Trp Leu 
135 140 145 



163 



211 



259 



307 



355 



403 



451 



499 



547 
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gac cgc gga ate gca ggc tgg cga etc gac get gtc tac gee ate gee 
Asp Arq Gly He Ala Gly Trp Arg Leu Asp Ala Val Tyr Ala He Ala 

155 160 165 



150 



cct gaa ttt tgg gaa aaa gtc ctg cca gaa gtg cga cga aaa cac cca 
Pro Glu Phe Trp Glu Lys Val Leu Pro Glu Val Arg Arg Lys His Pro 



170 



175 180 



cac gca tgg ate gtg ggg gag atg ate cat gga gat tac tec gac tac 
His Ala Trp He Val Gly Glu Met He His Gly Asp Tyr Ser Asp Tyr 
185 190 195 

gtg aaa age tec ggc att gat tec gtt acc gaa tac gaa ctg tgg aaa 
Val Lys Ser Ser Gly lie Asp Ser Val Thr Glu Tyr Glu Leu Trp Lys 
200 205 210 

gee att tgg age age ate aaa gag cgc aat ttc ttt gaa etc gaa tgg 
Ala He Trp Ser Ser He Lys Glu Arg Asn Phe Phe Glu Leu Glu Trp 
215 220 225 

act ttg agt cgc cac aat gaa ttc etc gat act ttc gta ccg cag aca 
Thr Leu Ser Arg His Asn Glu Phe Leu Asp Thr Phe Val Pro Gin Thr 
230 235 240 245 

ttc att ggt aac cat gac gtc acc cgc att gec acc cga ate ggt caa 
Phe He Gly Asn His Asp Val Thr Arg He Ala Thr Arg He Gly Gin 
250 255 260 

tea aat gcg ate ctg gee gca gcg ate etc ttc acg gtc gga gga acc 
Ser Asn Ala He Leu Ala Ala Ala He Leu Phe Thr Val Gly Gly Thr 
265 270 275 

cca age att tac tac ggc gat gag cag ggc ttt acg gga ttg aaa gag 
Pro Ser He Tyr Tyr Gly Asp Glu Gin Gly Phe Thr Gly Leu Lys Glu 
280 285 290 

gat aac gtt ttc ggt gac gat gee att agg cca cct ctt cct gee gag 
Asp Asn Val Phe Gly Asp Asp Ala He Arg Pro Pro Leu Pro Ala Glu 
295 300 305 

ttt tct cca ctg ggc acc tgg att gaa aac att tat aag get ctg ate 
Phe 

310 315 



Ser Pro Leu Gly Thr Trp He Glu Asn He Tyr Lys Ala Leu He 

320 325 



ate ctt gat ggc gag aag gtg ctg ttt cag tac age get tagttgtcgg 
He Leu Asp Gly Glu Lys Val Leu Phe Gin Tyr Ser Ala 
375 380 385 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1075 



gcg ctg cgc agg caa cac ccg tgg ttg tat cag gcg cac acc gaa gtc 1123 
Ala Leu Arg Arg Gin His Pro Trp Leu Tyr Gin Ala His Thr Glu Val 
330 335 340 

ctt gag att get aat gaa gcg atg acc tat aag tec gtc ggt ctt gga 1171 
Leu Glu He Ala Asn Glu Ala Met Thr Tyr Lys Ser Val Gly Leu Gly 
345 350 355 

ggt gaa gag ctg aca gtg cat ctt gat ttg gaa gag gtg tct gtt egg 1219 
Gly Glu Glu Leu Thr Val His Leu Asp Leu Glu Glu Val Ser Val Arg 
360 365 370 



ttcaagggta ggg 



1268 



1281 
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<210> 498 
<211> 386 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 498 

Met Ser Phe Ala Glu His Ala He He Trp His Val Tyr Pro Leu Gly 
15 10 15 

Ala Leu Gly Ala Pro He Arg Pro Glu Ala Pro Ala Pro Val Thr His 
20 25 30 

Arg Leu Pro Asn Leu He Gly Trp Leu Asp Tyr Val Val Glu Leu Gly 
35 40 45 

Cys Asn Ala Leu Met Leu Gly Pro Val Phe Glu Ser Val Ser His Gly 
50 55 60 

Tyr Asp Thr Leu Asp Phe Tyr Arg He Asp Pro Arg Leu Gly Thr Glu 
65 70 75 80 

Glu Asp Met Asp Ala Leu Leu Glu Ala Ala Asn Gin Arg Gly He Gly 
85 90 95 

Val Leu Phe Asp Gly Val Phe Asn His Val Ser Ser Ser Ser Lys Tyr 
100 105 HO 

Leu Asp Leu Thr Thr Gly Ala Ser Phe Glu Gly His Asp He Leu Ala 
115 120 125 

Glu Leu Asp His Thr Asn Pro Ala Val Val Asp Leu Val Val Asp Val 
130 135 140 

Met Asn His Trp Leu Asp Arg Gly He Ala Gly Trp Arg Leu Asp Ala 
145 150 155 160 

Val Tyr Ala He Ala Pro Glu Phe Trp Glu Lys Val Leu Pro Glu Val 
165 170 175 

Arg Arg Lys His Pro His Ala Trp He Val Gly Glu Met He His Gly 
180 185 190 

Asp Tyr Ser Asp Tyr Val Lys Ser Ser Gly He Asp Ser Val Thr Glu 
195 200 205 

Tyr Glu Leu Trp Lys Ala He Trp Ser Ser He Lys Glu Arg Asn Phe 
210 215 220 

Phe Glu Leu Glu Trp Thr Leu Ser Arg His Asn Glu Phe Leu Asp Thr 
225 230 235 240 

Phe Val Pro Gin Thr Phe He Gly Asn His Asp Val Thr Arg He Ala 
245 250 255 

Thr Arg He Gly Gin Ser Asn Ala He Leu Ala Ala Ala He Leu Phe 
260 265 270 

Thr Val Gly Gly Thr Pro Ser He Tyr Tyr Gly Asp Glu Gin Gly Phe 
275 280 285 
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Thr Gly Leu Lys 
290 

Pro Leu Pro Ala 
305 

Tyr Lys Ala Leu 



Ala His Thr Glu 
340 

Ser Val Gly Leu 
355 

Glu Val Ser Val 
370 

Ser Ala 
385 



Glu Asp Asn Val 
295 

Glu Phe Ser Pro 
310 

lie Ala Leu Arg 
325 

Val Leu Glu lie 



Gly Gly Glu Glu 
360 

Arg lie Leu Asp 
375 



Phe Gly Asp Asp 
300 

Leu Gly Thr Trp 
315 

Arg Gin His Pro 
330 

Ala Asn Glu Ala 
345 

Leu Thr Val His 



Gly Glu Lys Val 
380 



Ala lie Arg Pro 



lie Glu Asn lie 
320 

Trp Leu Tyr Gin 
335 

Met Thr Tyr Lys 
350 

Leu Asp Leu Glu 
365 

Leu Phe Gin Tyr 



<210> 499 
<211> 517 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (517) 

<223> RXC00233 

<400> 499 

cgcctccagc agttgaggga gaagttccaa cacttgcacc aactgaggaa gcaactgtgc 60 

aatagcgctt tagacacaga ctcatgacag aatagaagac atg agt gtg aat gaa 115 

Met Ser Val Asn Glu 
1 5 



gca gat ctg aac get gtc gaa gag caa ttg gga agg gec cca cga ggt 
Ala Asp Leu Asn Ala Val Glu Glu Gin Leu Gly Arg Ala Pro Arg Gly 
10 15 20 



atg acc gca cca aaa ctg gat gac gga acc cca ttc cca acc ctg tac 
Met Thr Ala Pro Lys Leu Asp Asp Gly Thr Pro Phe Pro Thr Leu Tyr 
40 45 50 

tac ttg aca gat cca cgc ctg acc acc gag gca tec cgc etc gag gtc 
Tyr Leu Thr Asp Pro Arg Leu Thr Thr Glu Ala Ser Arg Leu Glu Val 
55 60 65 

gca ttg gta atg aag tgg atg act gat cgc ctt tec acc gac gaa gag 
Ala Leu Val Met Lys Trp Met Thr Asp Arg Leu Ser Thr Asp Glu Glu 
70 75 80 85 

ctt cgt gec gac tac cag cgc gec cac gag cac ttc ctg gca aag cgc 



163 



gtc etc gat att tct tac cgc age cct gat gga gta ccc ggt gtg gtg 211 
Val Leu Asp He Ser Tyr Arg Ser Pro Asp Gly Val Pro Gly Val Val 
25 30 35 



259 



307 



355 



403 
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Leu Arg Ala Asp Tyr Gin Arg Ala His Glu His Phe Leu Ala Lys Arg 
90 95 100 

aac gca att gaa gat etc ggc acg gat ttt tec ggc ggt ggc atg cct 451 
Asn Ala He Glu Asp Leu Gly Thr Asp Phe Ser Gly Gly Gly Met Pro 
105 HO H5 

gac cga gtg aag tgc ctt cac gtc etc att gac tat gca ctg gca gaa 499 
Asp Arg Val Lys Cys Leu His Val Leu He Asp Tyr Ala Leu Ala Glu 
120 125 130 

S 1 7 

ggc cca cac cat ttc ctt 
Gly Pro His His Phe Leu 
135 



<210> 500 
<211> 139 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 500 

Met Ser Val Asn Glu Ala Asp Leu Asn Ala Val Glu Glu Gin Leu Gly 
15 10 15 

Arg Ala Pro Arg Gly Val Leu Asp He Ser Tyr Arg Ser Pro Asp Gly 
20 25 30 

Val Pro Gly Val Val Met Thr Ala Pro Lys Leu Asp Asp Gly Thr Pro 
35 40 45 

Phe Pro Thr Leu Tyr Tyr Leu Thr Asp Pro Arg Leu Thr Thr Glu Ala 
50 55 60 

Ser Arq Leu Glu Val Ala Leu Val Met Lys Trp Met Thr Asp Arg Leu 
65 70 75 80 

Ser Thr Asp Glu Glu Leu Arg Ala Asp Tyr Gin Arg Ala His Glu His 
85 90 95 

Phe Leu Ala Lys Arg Asn Ala He Glu Asp Leu Gly Thr Asp Phe Ser 
100 105 HO 

Gly Gly Gly Met Pro Asp Arg Val Lys Cys Leu His Val Leu He Asp 
115 120 125 

Tyr Ala Leu Ala Glu Gly Pro His His Phe Leu 
130 135 



<210> 501 
<211> 849 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (826) 

<223> RXC00236 



<400> 501 
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aatgcgagag ttctaaaacg agccggtaac atcgaccccc atgagttcag gggttagaaa 60 

agcaatggga tttggatgcg gttcggtttt ggccgtcatc atg gtg ate tea ttt 115 

Met Val He Ser Phe 



5 



gtt gga tgg gcg etc age ttc atg gat gga acg gca cct att cgc eaa 
Val Gly Trp Ala Leu Ser Phe Met Asp Gly Thr Ala Pro He Arg Gin 
10 15 20 



70 

ggc tgc aat ctg ggg tgg aat ace ttg gca ggt ate ggc cag gtg gaa 

Gly Cys Asn Leu Gly Trp Asn Thr Leu Ala Gly He Gly Gin Val Glu 
90 95 100 



gat gaa aat gga gtt gca acc cct cca ate ate ggc gtt cca ctt gat 
Asp Glu Asn Gly Val Ala Thr Pro Pro He He Gly Val Pro Leu Asp 
120 125 130 

ggt tea ccg ggg ttt gcg gaa att ccc gac act gat ggt ggg gaa tta 
Gly Ser Pro Gly Phe Ala Glu He Pro Asp Thr Asp Gly Gly Glu Leu 
135 140 145 

gat ggc gat act gaa tat gat cgc gcg gta ggt ccc atg cag ttc att 
Asp Gly Asp Thr Glu Tyr Asp Arg Ala Val Gly Pro Met Gin Phe He 
150 155 160 165 

ccg gaa acg tgg cga ctt atg gga ttg gat gca aac ggt gat ggg gta 
Pro Glu Thr Trp Arg Leu Met Gly Leu Asp Ala Asn Gly Asp Gly Val 
170 175 180 

gcg gac ccc aac caa att gat gac gca gca ttg agt gec gca aac ctg 
Ala Asp Pro Asn Gin He Asp Asp Ala Ala Leu Ser Ala Ala Asn Leu 
185 190 195 

ttg tgt tec aac gat cgt gac ttg tec act cct gaa gga tgg acc gca 
Leu Cys Ser Asn Asp Arg Asp Leu Ser Thr Pro Glu Gly Trp Thr Ala 
200 205 210 

get gtt cat tct tac aac atg tct aat cag tat ttg atg gac gtt cga 
Ala Val His Ser Tyr Asn Met Ser Asn Gin Tyr Leu Met Asp Val Arg 
215 220 225 



163 



etc cag caa ate cct gaa gat gtt ccg ccg gcg cgt ggt gta gaa gtt 211 
Leu Gin Gin He Pro Glu Asp Val Pro Pro Ala Arg Gly Val Glu Val 
25 30 35 

ccg caa att gat aca gag gca gat gga cgc aca tec aac cat ttg cgt 259 
Pro Gin He Asp Thr Glu Ala Asp Gly Arg Thr Ser Asn His Leu Arg 
40 45 50 

ttt tgg gcg gaa cca att get caa gat act ggt gtg tec get caa gcg 
Phe Trp Ala Glu Pro He Ala Gin Asp Thr Gly Val Ser Ala Gin Ala 
55 60 65 

att gcg get tat gga aac gca gag etc ate gcg agt act gcg tgg cct 355 
He Ala Ala Tyr Gly Asn Ala Glu Leu He Ala Ser Thr Ala Trp Pro 

75 80 85 



307 



403 



acc cgt cac ggt acc tac aac ggc aaa atg ttc ggg ggc agt tec ctg 451 
Thr Arg His Gly Thr Tyr Asn Gly Lys Met Phe Gly Gly Ser Ser Leu 
105 HO H5 



499 



547 



595 



643 



691 



739 



787 
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gat get gec gcg tec tac get tta cga cag ccg gcg ate taaaacttaa 
Asp Ala Ala Ala Ser Tyr Ala Leu Arg Gin Pro Ala lie 
230 235 240 

caagcgcaac ccc 



<210> 502 
<211> 242 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 502 

Met Val He Ser Phe Val Gly Trp Ala Leu Ser Phe Met Asp Gly Thr 
1 5 10 15 

Ala Pro He Arg Gin Leu Gin Gin He Pro Glu Asp Val Pro Pro Ala 
20 25 30 

Arg Gly Val Glu Val Pro Gin He Asp Thr Glu Ala Asp Gly Arg Thr 
35 40 45 

Ser Asn His Leu Arg Phe Trp Ala Glu Pro He Ala Gin Asp Thr Gly 
50 55 60 

Val Ser Ala Gin Ala He Ala Ala Tyr Gly Asn Ala Glu Leu He Ala 
65 70 75 80 

Ser Thr Ala Trp Pro Gly Cys Asn Leu Gly Trp Asn Thr Leu Ala Gly 
85 90 95 

He Gly Gin Val Glu Thr Arg His Gly Thr Tyr Asn Gly Lys Met Phe 
100 105 HO 

Gly Gly Ser Ser Leu Asp Glu Asn Gly Val Ala Thr Pro Pro He He 
115 120 125 

Gly Val Pro Leu Asp Gly Ser Pro Gly Phe Ala Glu He Pro Asp Thr 
130 135 140 

Asp Gly Gly Glu Leu Asp Gly Asp Thr Glu Tyr Asp Arg Ala Val Gly 
145 150 155 160 

Pro Met Gin Phe He Pro Glu Thr Trp Arg Leu Met Gly Leu Asp Ala 
165 170 175 

Asn Gly Asp Gly Val Ala Asp Pro Asn Gin He Asp Asp Ala Ala Leu 
180 185 190 

Ser Ala Ala Asn Leu Leu Cys Ser Asn Asp Arg Asp Leu Ser Thr Pro 
195 200 205 

Glu Gly Trp Thr Ala Ala Val His Ser Tyr Asn Met Ser Asn Gin Tyr 
210 215 220 

Leu Met Asp Val Arg Asp Ala Ala Ala Ser Tyr Ala Leu Arg Gin Pro 
225 230 235 240 

Ala He 
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<210> 503 
<211> 1113 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1090) 
<223> RXC00271 



<400> 503 

tagtttaaat catgagacat ttcacatatg gttctttatc cgagacatgt gttgacgctg 60 

tctgcccctt tttgaaaata acactttaag gagatgtgcc atg ttt tct tec cgt 11 

Met Phe Ser Ser Arg 
1 5 



teg aag gta etc gca age ate ttt act gtt ggc gee ttg gcg ttg get 
Ser Lys Val Leu Ala Ser lie Phe Thr Val Gly Ala Leu Ala Leu Ala 
10 15 20 



163 



teg tgc tea age gat tec agt gac age tec ace tec act gat get gca 211 
Ser Cys Ser Ser Asp Ser Ser Asp Ser Ser Thr Ser Thr Asp Ala Ala 
25 30 35 

ggt ggc gac tct tac cga gtt ggc ate aac cag ctt gtt cag cac cct 259 
Gly Gly Asp Ser Tyr Arg Val Gly He Asn Gin Leu Val Gin His Pro 
40 45 50 

gca ctt gat gca gcg acc act ggt ttc aag gaa get ttt gaa gag gca 
Ala Leu Asp Ala Ala Thr Thr Gly Phe Lys Glu Ala Phe Glu Glu Ala 
55 60 65 

ggc gtt gac gtc acc ttt gat gag caa aac get aac ggc gag cag ggc 355 
Gly Val Asp Val Thr Phe Asp Glu Gin Asn Ala Asn Gly Glu Gin Gly 
70 75 80 85 



act gca ctg act att tct cag cag ttc get tct gac aat ttg gat etc 
Thr Ala Leu Thr He Ser Gin Gin Phe Ala Ser Asp Asn Leu Asp Leu 
90 95 100 



act gat ate cca gtc ctg ttc acc gca gtt acc gat gca gtg teg gca 
Thr Asp He Pro Val Leu Phe Thr Ala Val Thr Asp Ala Val Ser Ala 
120 125 130 



tct gat ate gca ccg att gag cag cag ttg gag ctt ttg cag cag ctg 
Ser Asp He Ala Pro He Glu Gin Gin Leu Glu Leu Leu Gin Gin Leu 
150 155 160 165 



307 



403 



gtg ttg get gtt gca act cca gca gca cag gca act gcg cag aat ate 451 
Val Leu Ala Val Ala Thr Pro Ala Ala Gin Ala Thr Ala Gin Asn He 
105 HO 115 



499 



gag ctg gtg gat tct aat gaa gca cct ggc gga aac gtc acc ggt act 547 
Glu Leu Val Asp Ser Asn Glu Ala Pro Gly Gly Asn Val Thr Gly Thr 
135 140 145 



595 



gtt cct gac gca aag tec ate ggc ate gtc tac gcg tct ggt gag gtc 
Val Pro Asp Ala Lys Ser He Gly He Val Tyr Ala Ser Gly Glu Val 



643 
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170 175 180 

aac tct cag gtg cag gtc gat gag gtc acc aag get get gag cca ctg 
Asn Ser Gin Val Gin Val Asp Glu Val Thr Lys Ala Ala Glu Pro Leu 
185 190 195 

ggg ctg tec gtt aat act cag act gtc act acc gtg aac gag att cag 
Gly Leu Ser Val Asn Thr Gin Thr Val Thr Thr Val Asn Glu He Gin 
200 205 210 



gac aac atg gtt gtt tec ggt att tct tct ctg gtt cag gtt get gag 
Asp Asn Met Val Val Ser Gly He Ser Ser Leu Val Gin Val Ala Glu 
230 235 240 245 

cag aag cag ate cct gtg ate ggc get gag tec ggc act gtt gag ggt 
Gin Lys Gin He Pro Val He Gly Ala Glu Ser Gly Thr Val Glu Gly 
250 255 260 

ggc gca ctg gca acc ctg ggt ate gat tac acc gag ctt ggc cgc cag 
Gly Ala Leu Ala Thr Leu Gly He Asp Tyr Thr Glu Leu Gly Arg Gin 
265 270 275 

act ggt gag atg get ctg cgt att ctg cag gac ggc gaa gac cca gca 
Thr Gly Glu Met Ala Leu Arg He Leu Gin Asp Gly Glu Asp Pro Ala 
280 285 290 

acc atg cct gtg gag act gca act gag ttc acc tac gtg ate aac gaa 
Thr Met Pro Val Glu Thr Ala Thr Glu Phe Thr Tyr Val He Asn Glu 
295 300 305 

gat gca gca gag cgc cag ggc gtg gag ate cct caa gag att ttg gat 
Asp Ala Ala Glu Arg Gin Gly Val Glu He Pro Gin Glu He Leu Asp 
310 315 320 325 



691 



739 



cag get gtt gaa get etc ggc gat gtt gat gtc ate tac gtt cca act 787 
Gin Ala Val Glu Ala Leu Gly Asp Val Asp Val He Tyr Val Pro Thr 
215 220 225 



835 



931 



979 



1027 



1075 



aag gee gaa cgc gta tgateggege ttttgagttc gga 1113 
Lys Ala Glu Arg Val 
330 



<210> 504 
<211> 330 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 504 

Met Phe Ser Ser Arg Ser Lys Val : 
1 5 

Ala Leu Ala Leu Ala Ser Cys Ser 
20 



Leu Ala Ser He Phe Thr Val Gly 
10 15 

Ser Asp Ser Ser Asp Ser Ser Thr 
25 30 



Ser Thr Asp Ala Ala Gly Gly Asp Ser Tyr Arg Val Gly He Asn Gin 
35 40 45 



Leu Val Gin His Pro Ala Leu Asp Ala Ala Thr Thr Gly Phe Lys Glu 
50 55 60 
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Ala Phe Glu Glu Ala Gly Val Asp Val Thr Phe Asp Glu Gin Asn Ala 
65 70 75 80 

Asn Gly Glu Gin Gly Thr Ala Leu Thr He Ser Gin Gin Phe Ala Ser 
85 90 95 

Asp Asn Leu Asp Leu Val Leu Ala Val Ala Thr Pro Ala Ala Gin Ala 
100 105 HO 

Thr Ala Gin Asn He Thr Asp He Pro Val Leu Phe Thr Ala Val Thr 
115 120 125 

Asp Ala Val Ser Ala Glu Leu Val Asp Ser Asn Glu Ala Pro Gly Gly 
130 135 140 

Asn Val Thr Gly Thr Ser Asp He Ala Pro He Glu Gin Gin Leu Glu 
145 150 155 160 

Leu Leu Gin Gin Leu Val Pro Asp Ala Lys Ser He Gly He Val Tyr 
165 170 175 

Ala Ser Gly Glu Val Asn Ser Gin Val Gin Val Asp Glu Val Thr Lys 
180 185 190 

Ala Ala Glu Pro Leu Gly Leu Ser Val Asn Thr Gin Thr Val Thr Thr 
195 200 205 

Val Asn Glu He Gin Gin Ala Val Glu Ala Leu Gly Asp Val Asp Val 
210 215 220 

He Tyr Val Pro Thr Asp Asn Met Val Val Ser Gly He Ser Ser Leu 
225 230 235 240 

Val Gin Val Ala Glu Gin Lys Gin He Pro Val He Gly Ala Glu Ser 
245 250 255 

Gly Thr Val Glu Gly Gly Ala Leu Ala Thr Leu Gly He Asp Tyr Thr 
260 265 270 

Glu Leu Gly Arg Gin Thr Gly Glu Met Ala Leu Arg He Leu Gin Asp 
275 280 285 

Gly Glu Asp Pro Ala Thr Met Pro Val Glu Thr Ala Thr Glu Phe Thr 
290 295 300 

Tyr Val He Asn Glu Asp Ala Ala Glu Arg Gin Gly Val Glu He Pro 
305 310 315 320 

Gin Glu He Leu Asp Lys Ala Glu Arg Val 
325 330 



<210> 505 
<211> 1263 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1240) 
<223> RXC00338 
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<400> 505 

tcttagaagg cgtagtcaca ccattaacct tgccagaatt tttcaaggct tggctagact 60 

tgggaaacga acatgcggta ccaaccaggg gagttaatgc gtg agt gat gta acc 115 

Val Ser Asp Val Thr 
1 5 



gtt ggc gat att cgc cgc att ttg gat gag get tat ccg ccg gcg ttg 
Val Gly Asp lie Arg Arg lie Leu Asp Glu Ala Tyr Pro Pro Ala Leu 
10 15 20 



teg gtg aag cgt gtc ggt tta gca etc gat tgc acc cag gca gtg gec 
Ser Val Lys Arg Val Gly Leu Ala Leu Asp Cys Thr Gin Ala Val Ala 
40 45 50 

gac aag get gtg gac atg ggt ttg gac atg ctg ate att cac cac cca 
Asp Lys Ala Val Asp Met Gly Leu Asp Met Leu lie lie His His Pro 
55 60 65 



163 



gcg gaa age tgg gac aaa gtg ggg ctg ate tgc ggt gat cca aca gag 211 
Ala Glu Ser Trp Asp Lys Val Gly Leu lie Cys Gly Asp Pro Thr Glu 
25 30 35 



259 



307 



ttg ctg ctg cgt ggg gtg acg tct gtt get gcg gat gag cca aaa ggc 355 
Leu Leu Leu Arg Gly Val Thr Ser Val Ala Ala Asp Glu Pro Lys Gly 
70 75 80 85 

aag gtc att cac acc eta att cgc ggc ggg gtg gca ctg ttt tec gcg 403 
Lys Val He His Thr Leu He Arg Gly Gly Val Ala Leu Phe Ser Ala 
90 95 100 

cac act aat gcg gat tec gcg cgc cca ggt gtc aac gat aaa etc gee 
His Thr Asn Ala Asp Ser Ala Arg Pro Gly Val Asn Asp Lys Leu Ala 
105 HO 115 

gag etc gtc ggc ate acg gee ggg cga ccc ate gcg aca egg ctt tta 
Glu Leu Val Gly He Thr Ala Gly Arg Pro He Ala Thr Arg Leu Leu 
120 125 130 

ggc ggc atg gac aaa tgg ggc gtg cac gtt ctg ccc aag gat gca gcg 547 
Gly Gly Met Asp Lys Trp Gly Val His Val Leu Pro Lys Asp Ala Ala 
135 140 145 



451 



499 



tac eta aag aag atg ctt ttc gac gca ggt gec ggt gcg ate ggc gac 595 
Tyr Leu Lys Lys Met Leu Phe Asp Ala Gly Ala Gly Ala He Gly Asp 
150 155 160 165 

tac cga gag tgt gee ttt gag ate gaa gga acc ggg cag ttt agg ccc 
Tyr Arg Glu Cys Ala Phe Glu He Glu Gly Thr Gly Gin Phe Arg Pro 
170 175 180 

gtg gag ggg gcg aat ccg gca gag ggg gac gtc gat aag ctt ttt aaa 
Val Glu Gly Ala Asn Pro Ala Glu Gly Asp Val Asp Lys Leu Phe Lys 
185 190 195 

tec ctt gag ctg cgc ate gag ttt gtt gca ccg cgc aac ctg cgc gec 739 
Ser Leu Glu Leu Arg He Glu Phe Val Ala Pro Arg Asn Leu Arg Ala 
200 205 210 



643 



691 



egg etc acg teg gtg ctg egg gag get cat ccg tat gag gag cct gee 



787 



BGI-126CP 



- 723- 



Arg Leu Thr Ser Val Leu Arg Glu Ala His Pro Tyr Glu Glu Pro Ala 
215 220 225 

ttc gat att gtt gaa atg cac age get gag agt tta gaa aat gcg acc 
Phe Asp lie Val Glu Met His Ser Ala Glu Ser Leu Glu Asn Ala Thr 
230 235 240 245 

gga ttg ggt cgt gtg ggt gaa ttg ccg gag ccg atg cgc etc gcg gat 
Gly Leu Gly Arg Val Gly Glu Leu Pro Glu Pro Met Arg Leu Ala Asp 
250 255 260 

ttc gtg caa caa gtg gec aac aac ctg cct gtc acc gaa tgg ggc gtg 
Phe Val Gin Gin Val Ala Asn Asn Leu Pro Val Thr Glu Trp Gly Val 
265 270 275 

cgc get acc ggc gat cct gaa caa atg gtg tec cgt gtg gcg gtt tea 
Arg Ala Thr Gly Asp Pro Glu Gin Met Val Ser Arg Val Ala Val Ser 
280 285 290 

tea ggg teg ggt gac agt ttc tta aac gat gtg att aag etc gga gtg 
Ser Gly Ser Gly Asp Ser Phe Leu Asn Asp Val lie Lys Leu Gly Val 
295 300 305 

gac gtt tat gtc act tct gat ctg cgc cac cat cca gtt gat gaa tat 
Asp Val Tyr Val Thr Ser Asp Leu Arg His His Pro Val Asp Glu Tyr 
310 315 320 325 

etc cga gaa ggt ggc cct gca gta ate gat act gca cac tgg gee age 1123 
Leu Arg Glu Gly Gly Pro Ala Val lie Asp Thr Ala His Trp Ala Ser 
330 335 340 

gaa ttt cca tgg act tec caa gee caa gaa att ttg cag gac aaa gec 1171 
Glu Phe Pro Trp Thr Ser Gin Ala Gin Glu lie Leu Gin Asp Lys Ala 
345 350 355 



cca cag gtt gaa gtt gat gtg att teg ate cgc aca gac ccc tgg acc 
Pro Gin Val Glu Val Asp Val He Ser He Arg Thr Asp Pro Trp Thr 
360 365 370 



835 



883 



931 



979 



1027 



1075 



1219 



atg tct gcg cga gca gtg aac taaattcttg agaactaaaa aag 1263 
Met Ser Ala Arg Ala Val Asn 
375 380 



<210> 506 
<211> 380 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 506 

Val Ser Asp Val Thr Val Gly Asp lie Arg Arg He Leu Asp Glu Ala 
15 10 15 

Tyr Pro Pro Ala Leu Ala Glu Ser Trp Asp Lys Val Gly Leu He Cys 
20 25 30 

Gly Asp Pro Thr Glu Ser Val Lys Arg Val Gly Leu Ala Leu Asp Cys 
35 40 45 



Thr Gin Ala Val Ala Asp Lys Ala Val Asp Met Gly Leu Asp Met Leu 
50 55 60 
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Ile lie His His Pro Leu Leu Leu Arg Gly Val Thr Ser Val Ala Ala 
65 70 75 80 

Asp Glu Pro Lys Gly Lys Val lie His Thr Leu lie Arg Gly Gly Val 
85 90 95 

Ala Leu Phe Ser Ala His Thr Asn Ala Asp Ser Ala Arg Pro Gly Val 
100 105 HO 

Asn Asp Lys Leu Ala Glu Leu Val Gly He Thr Ala Gly Arg Pro He 
115 120 125 

Ala Thr Arg Leu Leu Gly Gly Met Asp Lys Trp Gly Val His Val Leu 
130 135 140 

Pro Lys Asp Ala Ala Tyr Leu Lys Lys Met Leu Phe Asp Ala Gly Ala 
145 150 155 160 

Gly Ala He Gly Asp Tyr Arg Glu Cys Ala Phe Glu He Glu Gly Thr 
165 170 175 

Gly Gin Phe Arg Pro Val Glu Gly Ala Asn Pro Ala Glu Gly Asp Val 
180 185 190 

Asp Lys Leu Phe Lys Ser Leu Glu Leu Arg He Glu Phe Val Ala Pro 
195 200 205 

Arg Asn Leu Arg Ala Arg Leu Thr Ser Val Leu Arg Glu Ala His Pro 
210 215 220 

Tyr Glu Glu Pro Ala Phe Asp He Val Glu Met His Ser Ala Glu Ser 
225 230 235 240 

Leu Glu Asn Ala Thr Gly Leu Gly Arg Val Gly Glu Leu Pro Glu Pro 
245 250 255 

Met Arg Leu Ala Asp Phe Val Gin Gin Val Ala Asn Asn Leu Pro Val 
260 265 270 

Thr Glu Trp Gly Val Arg Ala Thr Gly Asp Pro Glu Gin Met Val Ser 
275 280 285 

Arg Val Ala Val Ser Ser Gly Ser Gly Asp Ser Phe Leu Asn Asp Val 
290 295 300 

He Lys Leu Gly Val Asp Val Tyr Val Thr Ser Asp Leu Arg His His 
305 310 315 320 

Pro Val Asp Glu Tyr Leu Arg Glu Gly Gly Pro Ala Val He Asp Thr 
325 330 335 

Ala His Trp Ala Ser Glu Phe Pro Trp Thr Ser Gin Ala Gin Glu He 
340 345 350 

Leu Gin Asp Lys Ala Pro Gin Val Glu Val Asp Val He Ser He Arg 
355 360 365 



Thr Asp Pro Trp Thr Met Ser Ala Arg Ala Val Asn 
370 375 380 
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<210> 507 
<211> 1470 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1447) 
<223> RXC00362 

<400> 507 

cactttttgg gtgaaaattc cacgaagtta atgccgcttt aagtcaattc aatcacatgt 60 

aacatgctac ggttttttcg gtcacttaaa ggaggcgctt atg gga ate att get 115 

Met Gly lie lie Ala 

1 5 

ctg etc gtt ttt ate gca att gee gtg ata ttg aat gtg ttt ttg aaa 163 

Leu Leu Val Phe lie Ala lie Ala Val lie Leu Asn Val Phe Leu Lys 

10 15 20 

cga gat att tea gaa gca ttg eta gtt gga tta gta gga act gcg ctt 211 
Arg Asp lie Ser Glu Ala Leu Leu Val Gly Leu Val Gly Thr Ala Leu 
25 30 35 

gtc ggc ggt gta aat gca ccg aca tta ctg att gat get gta gtg gat 259 
Val Gly Gly Val Asn Ala Pro Thr Leu Leu lie Asp Ala Val Val Asp 
40 45 50 

get get cag teg gaa gtt act ttc gca ggt atg gee ttt gtt ttc atg 307 
Ala Ala Gin Ser Glu Val Thr Phe Ala Gly Met Ala Phe Val Phe Met 
55 60 65 

ggc ate gtt gtg caa tea act gga ttg att gat cga tta ate gca ate 355 
Gly lie Val Val Gin Ser Thr Gly Leu lie Asp Arg Leu lie Ala lie 
70 75 80 85 

ctt aac teg att ttt ggt egg ctt cga ggt ggc gca ggt tat gtt tec 403 
Leu Asn Ser lie Phe Gly Arg Leu Arg Gly Gly Ala Gly Tyr Val Ser 
90 95 100 

act ctt gga tct gcg etc att gga etc ate get gga tea acg get gga 451 
Thr Leu Gly Ser Ala Leu lie Gly Leu lie Ala Gly Ser Thr Ala Gly 
105 110 115 

aac tec gcg acg gtt ggc tea gtg acg ate cct tgg atg aaa aag acg 4 99 
Asn Ser Ala Thr Val Gly Ser Val Thr lie Pro Trp Met Lys Lys Thr 
120 125 130 

gga tgg act get gaa agg tec gca acg tta gtc gcg ggc aac tct ggc 547 
Gly Trp Thr Ala Glu Arg Ser Ala Thr Leu Val Ala Gly Asn Ser Gly 
135 140 145 

ctt ggt gtt gcg ttg cct ccc aat tea aca atg ttc ate att ttg gca 595 
Leu Gly Val Ala Leu Pro Pro Asn Ser Thr Met Phe lie lie Leu Ala 
150 155 160 165 

ttg cca get gca gca get tct teg gee tct cag gtg tac att get ttg 643 
Leu Pro Ala Ala Ala Ala Ser Ser Ala Ser Gin Val Tyr lie Ala Leu 
170 175 180 
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gct tgt ggt ggt gcg tat gca gtg etc tac cgc tta gcg gtc gtc ttt 691 
Ala Cys Gly Gly Ala Tyr Ala Val Leu Tyr Arg Leu Ala Val Val Phe 
185 190 195 



tac tgg aca cgt aaa gat aaa att cct gec acc cct gat gat caa egg 
Tyr Trp Thr Arg Lys Asp Lys lie Pro Ala Thr Pro Asp Asp Gin Arg 
200 205 210 



gaa ggg cgt aaa cga att get aac aac atg gca cac ttt agg gtt cag 
Glu Gly Arg Lys Arg lie Ala Asn Asn Met Ala His Phe Arg Val Gin 
280 285 290 

ate tec aag gac ttg cca caa ttt gee acc gta gga att teg ttg ttt 
lie Ser Lys Asp Leu Pro Gin Phe Ala Thr Val Gly lie Ser Leu Phe 
295 300 305 

tct gcg ctt gca gca gcg aac ate atg gaa gaa ctg ggt gtt ggc ccg 
Ser Ala Leu Ala Ala Ala Asn lie Met Glu Glu Leu Gly Val Gly Pro 
310 315 320 325 



cag 



739 



gtg tea ttc ggt gag gca atg aag act gga tgg cgt tea ccg ttg ate 787 
Val Ser Phe Gly Glu Ala Met Lys Thr Gly Trp Arg Ser Pro Leu lie 
215 220 225 

ttc ctt gga att ttg ate ccc gta ate etc aca ate ggc cca ttg tct 835 
Phe Leu Gly He Leu He Pro Val He Leu Thr He Gly Pro Leu Ser 
230 235 240 245 

gaa tgg tta aag aca cat gga gtt ggg gag tct ggt gtt aaa teg atg 883 
Glu Trp Leu Lys Thr His Gly Val Gly Glu Ser Gly Val Lys Ser Met 
250 255 260 

teg ate ate gtg tgg gtg cca att ctg att acg gca att get ctg att 931 
Ser He He Val Trp Val Pro He Leu He Thr Ala He Ala Leu He 
265 270 275 



979 



1027 



1075 



ttg tct aac tgg ctt gat tec atg gac eta cct aag tct gtc atg 1123 
Gin Leu Ser Asn Trp Leu Asp Ser Met Asp Leu Pro Lys Ser Val Met 
330 335 340 



gtg ate att gtc tgc ate atg tgc att gtg gtg gca acg cca ctg teg 1171 
Val He He Val Cys He Met Cys He Val Val Ala Thr Pro Leu Ser 
345 350 355 

tea aca gca acc gcg get gcg att ggt get ccc get gtc get gcg ttg 1219 
Ser Thr Ala Thr Ala Ala Ala He Gly Ala Pro Ala Val Ala Ala Leu 
360 365 370 

get gcg gta ggt att gat cca act gtg gcg ate gta gtg ate ttg ctg 1267 
Ala Ala Val Gly He Asp Pro Thr Val Ala He Val Val He Leu Leu 
375 380 385 

tgc act tec act gaa ggt gca tec ccg ccg gtg ggc gcg ccg att tac 1315 
Cys Thr Ser Thr Glu Gly Ala Ser Pro Pro Val Gly Ala Pro He Tyr 
390 395 400 405 

ctt tct get gcg ate gee gat gca aac cca acg aaa atg ttc gta cca 1363 
Leu Ser Ala Ala He Ala Asp Ala Asn Pro Thr Lys Met Phe Val Pro 
410 415 420 
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ctg att acg tac ttt gtt gtc ccc atg att ctg ctt get tgg eta gtt 1411 
Leu lie Thr Tyr Phe Val Val Pro Met He Leu Leu Ala Trp Leu Val 
425 430 435 

gga atg gga ttc tta cca gtg att gtt cct acg ggt taaaggggta 1457 
Gly Met Gly Phe Leu Pro Val He Val Pro Thr Gly 
440 445 

aaaatgaact caa 1470 



<210> 508 
<211> 449 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 508 

Met Gly He He Ala Leu Leu Val Phe He Ala He Ala Val He Leu 
15 10 15 

Asn Val Phe Leu Lys Arg Asp lie Ser Glu Ala Leu Leu Val Gly Leu 
20 25 30 

Val Gly Thr Ala Leu Val Gly Gly Val Asn Ala Pro Thr Leu Leu He 
35 40 45 

Asp Ala Val Val Asp Ala Ala Gin Ser Glu Val Thr Phe Ala Gly Met 
50 55 60 

Ala Phe Val Phe Met Gly He Val Val Gin Ser Thr Gly Leu He Asp 
65 70 75 80 

Arg Leu He Ala He Leu Asn Ser He Phe Gly Arg Leu Arg Gly Gly 
85 90 95 

Ala Gly Tyr Val Ser Thr Leu Gly Ser Ala Leu He Gly Leu He Ala 
100 105 HO 

Gly Ser Thr Ala Gly Asn Ser Ala Thr Val Gly Ser Val Thr lie Pro 
115 120 125 

Trp Met Lys Lys Thr Gly Trp Thr Ala Glu Arg Ser Ala Thr Leu Val 
130 135 140 

Ala Gly Asn Ser Gly Leu Gly Val Ala Leu Pro Pro Asn Ser Thr Met 
145 150 155 160 

Phe He He Leu Ala Leu Pro Ala Ala Ala Ala Ser Ser Ala Ser Gin 
165 170 175 

Val Tyr He Ala Leu Ala Cys Gly Gly Ala Tyr Ala Val Leu Tyr Arg 
180 185 190 

Leu Ala Val Val Phe Tyr Trp Thr Arg Lys Asp Lys lie Pro Ala Thr 
195 200 205 

Pro Asp Asp Gin Arg Val Ser Phe Gly Glu Ala Met Lys Thr Gly Trp 
210 215 220 



Arg Ser Pro Leu He Phe Leu Gly He Leu He Pro Val lie Leu Thr 
225 230 235 240 
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Ile Gly Pro Leu Ser Glu Trp Leu Lys Thr His Gly Val Gly Glu Ser 
245 250 255 

Gly Val Lys Ser Met Ser lie lie Val Trp Val Pro lie Leu lie Thr 
260 265 270 

Ala lie Ala Leu lie Glu Gly Arg Lys Arg lie Ala Asn Asn Met Ala 
275 280 285 

His Phe Arg Val Gin lie Ser Lys Asp Leu Pro Gin Phe Ala Thr Val 
290 295 300 

Gly lie Ser Leu Phe Ser Ala Leu Ala Ala Ala Asn lie Met Glu Glu 
305 310 315 320 

Leu Gly Val Gly Pro Gin Leu Ser Asn Trp Leu Asp Ser Met Asp Leu 
325 330 335 

Pro Lys Ser Val Met Val lie lie Val Cys lie Met Cys lie Val Val 
340 345 350 

Ala Thr Pro Leu Ser Ser Thr Ala Thr Ala Ala Ala lie Gly Ala Pro 
355 360 365 

Ala Val Ala Ala Leu Ala Ala Val Gly lie Asp Pro Thr Val Ala lie 
370 375 380 

Val Val lie Leu Leu Cys Thr Ser Thr Glu Gly Ala Ser Pro Pro Val 
385 390 395 400 

Gly Ala Pro lie Tyr Leu Ser Ala Ala lie Ala Asp Ala Asn Pro Thr 
405 410 415 

Lys Met Phe Val Pro Leu lie Thr Tyr Phe Val Val Pro Met lie Leu 
420 425 430 

Leu Ala Trp Leu Val Gly Met Gly Phe Leu Pro Val He Val Pro Thr 
435 440 445 



Gly 



<210> 509 
<211> 1203 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1180) 
<223> RXC00412 

<400> 509 

cttttgacga acaccacgtc gcgtacgctt cctcggggcg ttaaactatt tgtcttccag 60 

cttttgtccc ccgacttttg tacgaatcga ggacaccgtc gtg tea cac acc gcg 11 

Val Ser His Thr Ala 
1 5 
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tcc aca ccg acg cca gag gaa tac tec gcg cag caa ccc age acc cag 163 

Ser Thr Pro Thr Pro Glu Glu Tyr Ser Ala Gin Gin Pro Ser Thr Gin 
10 15 20 

ggc act cgc gtt gag ttc cgc ggc ata acc aaa gtc ttt age aac aat 211 

Gly Thr Arg Val Glu Phe Arg Gly lie Thr Lys Val Phe Ser Asn Asn 
25 30 35 



aaa tct get aaa acc acc gcg ctt gat aat gtc act etc acc gta gaa 
Lys Ser Ala Lys Thr Thr Ala Leu Asp Asn Val Thr Leu Thr Val Glu 
40 45 50 



259 



451 



ccc ggt gag gta ate ggc ate ate ggt tac tct ggc gec ggc aag tec 307 
Pro Gly Glu Val lie Gly lie lie Gly Tyr Ser Gly Ala Gly Lys Ser 
55 60 65 

act ctt gtc cgc etc ate aat ggc ctt gac tec ccc acg age ggt teg 355 
Thr Leu Val Arg Leu lie Asn Gly Leu Asp Ser Pro Thr Ser Gly Ser 
70 75 SO 85 

ttg ctg etc aac ggc acc gac ate gtc gga atg ccc gag tct aag ctg 403 
Leu Leu Leu Asn Gly Thr Asp lie Val Gly Met Pro Glu Ser Lys Leu 
90 95 100 

cgt aaa ctg cgc agt aat ate ggc atg att ttc cag cag ttc aac ctg 
Arg Lys Leu Arg Ser Asn lie Gly Met lie Phe Gin Gin Phe Asn Leu 
105 110 115 

ttc cag teg cgt act gcg get gga aat gtg gag tac ccg ctg gaa gtt 499 
Phe Gin Ser Arg Thr Ala Ala Gly Asn Val Glu Tyr Pro Leu Glu Val 
120 125 130 

gee aag atg gac aag gca get cgt aaa get cgc gtg caa gaa atg etc 547 
Ala Lys Met Asp Lys Ala Ala Arg Lys Ala Arg Val Gin Glu Met Leu 
135 140 145 

gag ttc gtc ggc ctg ggc gac aaa ggc aaa aac tac ccc gag cag ctg 595 
Glu Phe Val Gly Leu Gly Asp Lys Gly Lys Asn Tyr Pro Glu Gin Leu 
150 155 160 165 

teg ggc ggc cag aag cag cgc gtc ggc att gee cgt gca ctg gee acc 643 
Ser Gly Gly Gin Lys Gin Arg Val Gly lie Ala Arg Ala Leu Ala Thr 
170 175 180 

aat cca acg ctt ttg ctt gee gac gaa gee acc tec get ttg gac cca 691 
Asn Pro Thr Leu Leu Leu Ala Asp Glu Ala Thr Ser Ala Leu Asp Pro 
185 190 195 

gaa acc acc cat gaa gtt ctg gag ctg ctg cgc aag gta aac cgc gaa 739 
Glu Thr Thr His Glu Val Leu Glu Leu Leu Arg Lys Val Asn Arg Glu 
200 205 210 

ctg ggc ate acc ate gtt gtg ate acc cac gaa atg gaa gtt gtg cgt 787 
Leu Gly lie Thr lie Val Val lie Thr His Glu Met Glu Val Val Arg 
215 220 225 

tec ate gca gac aag gtt get gtg atg gaa tec ggc aaa gtt gtg gaa 835 
Ser lie Ala Asp Lys Val Ala Val Met Glu Ser Gly Lys Val Val Glu 
230 235 240 245 

tac ggc age gtc tac gag gtg ttc tec aat cca caa aca cag gtt get 883 
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Tyr Gly Ser Val Tyr Glu Val Phe Ser Asn Pro Gin Thr Gin Val Ala 
250 255 260 

caa aag ttc gtg gcc acc gcg ctg cgt aac acc cca gac caa gtg gaa 931 
Gin Lys Phe Val Ala Thr Ala Leu Arg Asn Thr Pro Asp Gin Val Glu 
265 270 275 



teg gaa gat ctg ctt age cat gag gga cgt ctg ttc acc att gat ctg 
Ser Glu Asp Leu Leu Ser His Glu Gly Arg Leu Phe Thr lie Asp Leu 
280 285 290 



ggt get ttt gtc aac ate gtt cac ggt ggc gtg acc acc ttg caa cgc 
Gly Ala Phe Val Asn He Val His Gly Gly Val Thr Thr Leu Gin Arg 
310 315 320 325 



979 



act gaa acg tec ggc ttc ttt gca gca acc get cgt get gcc gaa caa 1027 
Thr Glu Thr Ser Gly Phe Phe Ala Ala Thr Ala Arg Ala Ala Glu Gin 
295 300 305 



1075 



caa tea ttt ggc aaa atg act gtt cga etc acc ggc aac acc get gcg 1123 
Gin Ser Phe Gly Lys Met Thr Val Arg Leu Thr Gly Asn Thr Ala Ala 
330 335 340 

att gaa gag ttc tat caa acc ttg acc aag acc acg acc ate aag gag 1171 
He Glu Glu Phe Tyr Gin Thr Leu Thr Lys Thr Thr Thr He Lys Glu 
345 350 355 

ate acc cga tgaacgagat gatcctcgca get 1203 
He Thr Arg 
360 



<210> 510 
<211> 360 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 510 

Val Ser His Thr Ala Ser Thr Pro Thr Pro Glu Glu Tyr Ser Ala Gin 
15 10 15 

Gin Pro Ser Thr Gin Gly Thr Arg Val Glu Phe Arg Gly He Thr Lys 
20 25 30 

Val Phe Ser Asn Asn Lys Ser Ala Lys Thr Thr Ala Leu Asp Asn Val 
35 40 45 

Thr Leu Thr Val Glu Pro Gly Glu Val He Gly He He Gly Tyr Ser 
50 55 60 

Gly Ala Gly Lys Ser Thr Leu Val Arg Leu He Asn Gly Leu Asp Ser 
65 70 75 80 

Pro Thr Ser Gly Ser Leu Leu Leu Asn Gly Thr Asp He Val Gly Met 
85 90 95 

Pro Glu Ser Lys Leu Arg Lys Leu Arg Ser Asn He Gly Met He Phe 
100 105 HO 

Gin Gin Phe Asn Leu Phe Gin Ser Arg Thr Ala Ala Gly Asn Val Glu 
115 120 125 
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Tyr Pro Leu Glu Val Ala Lys Met Asp Lys Ala Ala Arg Lys Ala Arg 
130 135 140 

Val Gin Glu Met Leu Glu Phe Val Gly Leu Gly Asp Lys Gly Lys Asn 
145 150 155 160 

Tyr Pro Glu Gin Leu Ser Gly Gly Gin Lys Gin Arg Val Gly lie Ala 
165 170 175 

Arg Ala Leu Ala Thr Asn Pro Thr Leu Leu Leu Ala Asp Glu Ala Thr 
180 185 190 

Ser Ala Leu Asp Pro Glu Thr Thr His Glu Val Leu Glu Leu Leu Arg 
195 200 205 

Lys Val Asn Arg Glu Leu Gly lie Thr lie Val Val lie Thr His Glu 
210 215 220 

Met Glu Val Val Arg Ser lie Ala Asp Lys Val Ala Val Met Glu Ser 
225 230 235 240 

Gly Lys Val Val Glu Tyr Gly Ser Val Tyr Glu Val Phe Ser Asn Pro 
245 250 255 

Gin Thr Gin Val Ala Gin Lys Phe Val Ala Thr Ala Leu Arg Asn Thr 
260 265 270 

Pro Asp Gin Val Glu Ser Glu Asp Leu Leu Ser His Glu Gly Arg Leu 
275 280 285 

Phe Thr lie Asp Leu Thr Glu Thr Ser Gly Phe Phe Ala Ala Thr Ala 
290 295 300 

Arg Ala Ala Glu Gin Gly Ala Phe Val Asn lie Val His Gly Gly Val 
305 310 315 320 

Thr Thr Leu Gin Arg Gin Ser Phe Gly Lys Met Thr Val Arg Leu Thr 
325 330 335 

Gly Asn Thr Ala Ala lie Glu Glu Phe Tyr Gin Thr Leu Thr Lys Thr 
340 345 350 

Thr Thr lie Lys Glu lie Thr Arg 
355 360 



<210> 511 
<211> 813 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (790) 
<223> RXC00526 

<400> 511 

ggtggagcag gcggcggctc cttttagtcc tgcggcccct tttgaccctg cagcccctgc 60 
cgtttctgcc aagcaaaccg tgggccaggt gatttagcct atg age etc ate gaa 11 
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Met Ser Leu lie Glu 
1 5 

atg cga aat att gtc aag acc tac aac att gga tct gaa ggt gaa etc 
Met Arg Asn lie Val Lys Thr Tyr Asn He Gly Ser Glu Gly Glu Leu 
10 15 20 



teg gtt gtg ggt acg tec ggc tea ggt aaa tea acg atg atg aac ate 

Ser Val Val Gly Thr Ser Gly Ser Gly Lys Ser Thr Met Met Asn He 

40 45 50 

att ggg ttg ttg gat aag cca act gat ggc acg tac acc ttg gat ggc 

He Gly Leu Leu Asp Lys Pro Thr Asp Gly Thr Tyr Thr Leu Asp Gly 

55 60 65 



aaa teg att ggt ttt gtg ttt cag aac ttc aat ctg att ggc egg ate 

Lys Ser He Gly Phe Val Phe Gin Asn Phe Asn Leu He Gly Arg He 
90 95 100 

gat gcg ttg aag aat gtg gaa atg ccc atg atg tat gcg ggc att ccg 

Asp Ala Leu Lys Asn Val Glu Met Pro Met Met Tyr Ala Gly He Pro 
105 HO H5 

get aag cag egg aga agt cgt gcg gtt gaa tta ttg gaa atg gtc ggg 

Ala Lys Gin Arg Arg Ser Arg Ala Val Glu Leu Leu Glu Met Val Gly 
120 125 130 



aag cag cgc gtg gee att get cgc gcg ttg gcg aac gat cct gag ate 

Lys Gin Arg Val Ala He Ala Arg Ala Leu Ala Asn Asp Pro Glu He 

150 155 160 165 

att ctt get gat gaa cca act ggt gcg ttg gat tct gca acg ggc egg 

He Leu Ala Asp Glu Pro Thr Gly Ala Leu Asp Ser Ala Thr Gly Arg 

170 175 180 

atg gtg atg gat att ttc cac cag etc aac aag gag cag ggc aaa acc 

Met Val Met Asp He Phe His Gin Leu Asn Lys Glu Gin Gly Lys Thr 

185 190 195 

ate gtg ttt att act cac aac cct gag ctt get gat gaa tct gat egg 

He Val Phe He Thr His Asn Pro Glu Leu Ala Asp Glu Ser Asp Arg 
200 205 210 

gtg gtc acc atg gtt gac ggg cgc ate att ggg tct gag gtg aaa cac 

Val Val Thr Met Val Asp Gly Arg He He Gly Ser Glu Val Lys His 
215 220 225 



163 



acc gtg ttg cac ggt gtg gat ttc cat gtg gac cgt ggc gaa ttc gtg 211 
Thr Val Leu His Gly Val Asp Phe His Val Asp Arg Gly Glu Phe Val 
25 30 35 



259 



307 



gtg gat gtg ttg gat ate age gat gat get ttg gcg age cac cgc get 355 
Val Asp Val Leu Asp He Ser Asp Asp Ala Leu Ala Ser His Arg Ala 
70 75 80 85 



403 



451 



499 



atg ggt gag cgt etc aac cat gag ccc aat gag ctt teg ggt ggt cag 547 
Met Gly Glu Arg Leu Asn His Glu Pro Asn Glu Leu Ser Gly Gly Gin 
135 140 145 



595 



691 



739 



787 



tea tgagccttgc agaatcaatt ctt 813 
Ser 
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230 



<210> 512 
<211> 230 
<212> PRT 

<213> Corynebacteriura glutamicum 
<400> 512 

Met Ser Leu lie Glu Met Arg Asn He Val Lys Thr Tyr Asn He Gly 
15 10 15 

Ser Glu Gly Glu Leu Thr Val Leu His Gly Val Asp Phe His Val Asp 
20 25 30 

Arg Gly Glu Phe Val Ser Val Val Gly Thr Ser Gly Ser Gly Lys Ser 
35 40 45 

Thr Met Met Asn He He Gly Leu Leu Asp Lys Pro Thr Asp Gly Thr 
50 55 60 

Tyr Thr Leu Asp Gly Val Asp Val Leu Asp He Ser Asp Asp Ala Leu 
65 70 75 80 

Ala Ser His Arg Ala Lys Ser He Gly Phe Val Phe Gin Asn Phe Asn 
85 90 95 

Leu He Gly Arg He Asp Ala Leu Lys Asn Val Giu Met Pro Met Met 
100 105 HO 

Tyr Ala Gly He Pro Ala Lys Gin Arg Arg Ser Arg Ala Val Glu Leu 
115 120 125 

Leu Glu Met Val Gly Met Gly Glu Arg Leu Asn His Glu Pro Asn Glu 
130 135 140 

Leu Ser Gly Gly Gin Lys Gin Arg Val Ala lie Ala Arg Ala Leu Ala 
145 150 155 160 

Asn Asp Pro Glu He He Leu Ala Asp Glu Pro Thr Gly Ala Leu Asp 
165 170 175 

Ser Ala Thr Gly Arg Met Val Met Asp He Phe His Gin Leu Asn Lys 
180 185 190 

Glu Gin Gly Lys Thr He Val Phe He Thr His Asn Pro Glu Leu Ala 
195 200 205 

Asp Glu Ser Asp Arg Val Val Thr Met Val Asp Gly Arg He He Gly 
210 215 220 

Ser Glu Val Lys His Ser 
225 230 



<210> 513 
<211> 1185 
<212> DNA 

<213> Corynebacterium glutamicum 
<220> 
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<221> CDS 

<222> (101) . . (1162) 
<223> RXC01004 

<400> 513 

ccggacgctg gatcgcacga gtaacggtca tggaagatcg acgcatcgac aaagccgttc 60 

tcacccccat cacccatgaa gaagcaaagg agtacgaaaa gtg agt att tgg gca 115 

Val Ser lie Trp Ala 
1 5 

act gtc ctt eta att ate gtc ctt ctt tec gec aac gec ttc ttc gtg 163 
Thr Val Leu Leu lie lie Val Leu Leu Ser Ala Asn Ala Phe Phe Val 
10 15 20 

gec gcg gag ttc gca ctg att tec teg cgc egg gac cgc ctg gat tec 211 
Ala Ala Glu Phe Ala Leu lie Ser Ser Arg Arg Asp Arg Leu Asp Ser 
25 30 35 

ctg gta tec cag ggt aaa aag gga get gaa aag gtt etc tac gca ace 259 
Leu Val Ser Gin Gly Lys Lys Gly Ala Glu Lys Val Leu Tyr Ala Thr 
40 45 50 

gag cac etc tec ate atg ttg gcg ggc get cag ttc ggt att acg gtc 307 
Glu His Leu Ser lie Met Leu Ala Gly Ala Gin Phe Gly lie Thr Val 
55 60 65 

tgt tct ctg att ctg ggt aaa gtc gca gaa cct gcg ate gec cac ttc 355 
Cys Ser Leu lie Leu Gly Lys Val Ala Glu Pro Ala lie Ala His Phe 
70 75 80 85 

att gag gtg cct ttc acc tec tgg ggt gtt cca aat gat ttg ate cac 403 
lie Glu Val Pro Phe Thr Ser Trp Gly Val Pro Asn Asp Leu lie His 
90 95 100 

cca att tec ttc gtc ate gca ctg gcg ate ate acc tgg ttg cac att 451 
Pro lie Ser Phe Val lie Ala Leu Ala lie lie Thr Trp Leu His lie 
105 110 115 

etc ttt ggt gaa atg gtg cca aag aac ate get att get ggc cct gaa 4 99 
Leu Phe Gly Glu Met Val Pro Lys Asn lie Ala lie Ala Gly Pro Glu 
120 125 130 

acc tta ggc atg tgg ctt get cca gtg etc att gcg ttt gtg aag att 547 
Thr Leu Gly Met Trp Leu Ala Pro Val Leu lie Ala Phe Val Lys lie 
135 140 145 

acc cgc ccg ttg ate gag ttc atg aac tgg ate gec cgt ctg acc ctt 595 
Thr Arg Pro Leu lie Glu Phe Met Asn Trp lie Ala Arg Leu Thr Leu 
150 155 160 165 

cgc gec ttt ggt gtg gag caa aaa aac gag ctg gat tec acc gtg gac 643 
Arg Ala Phe Gly Val Glu Gin Lys Asn Glu Leu Asp Ser Thr Val Asp 
170 175 180 

cca gag cag ctg gca tea atg att tec gag tec cgt tec gaa ggc etc 691 
Pro Glu Gin Leu Ala Ser Met lie Ser Glu Ser Arg Ser Glu Gly Leu 
185 190 195 

ctt gat get gaa gag cac gec cgc ctg tec aag gcg ctg cgc tct gag 739 
Leu Asp Ala Glu Glu His Ala Arg Leu Ser Lys Ala Leu Arg Ser Glu 
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200 205 210 

cag cgt tec ate aag gaa ctg gtg att aag gat gag gac gtg cgc acg 
Gin Arg Ser He Lys Glu Leu Val He Lys Asp Glu Asp Val Arg Thr 
215 220 225 



gtc cgc gag acc ggt ttc tec cgc ttc cct gtc acc ggc cgc gat gga 
Val Arg Glu Thr Gly Phe Ser Arg Phe Pro Val Thr Gly Arg Asp Gly 
250 255 260 

tec tac ttg ggt tat ate cac ate aag gat att ttg cct cgt ctg get 
Ser Tyr Leu Gly Tyr He His He Lys Asp He Leu Pro Arg Leu Ala 
265 270 275 

gat cct gag atg gat ccc tec gag acc att ccg cgt tct gca ctg cgc 
Asp Pro Glu Met Asp Pro Ser Glu Thr He Pro Arg Ser Ala Leu Arg 
280 285 290 

cct ttg age aat gtg gat gec gac ggc etc atg gat gac gtc ttg gat 
Pro Leu Ser Asn Val Asp Ala Asp Gly Leu Met Asp Asp Val Leu Asp 
295 300 305 

ttt atg cac tac cgc tec gcg cac atg get cag gtt cgc etc aaa ggt 
Phe Met His Tyr Arg Ser Ala His Met Ala Gin Val Arg Leu Lys Gly 
310 315 320 325 



787 



ctg gcg ttc ggt aaa tct ggc ccg acc ttg cac cag ttg gag gaa gca 835 
Leu Ala Phe Gly Lys Ser Gly Pro Thr Leu His Gin Leu Glu Glu Ala 
230 235 240 245 



883 



931 



979 



10-27 



1075 



gag ctt etc ggc gtg att acg ctg gag gat etc ate gaa gaa tac gtg 1123 
Glu Leu Leu Gly Val He Thr Leu Glu Asp Leu He Glu Glu Tyr Val 
330 335 340 

ggc acc gtc aac gat tgg act cac gaa age tec gac gac tagaaatagt 1172 
Gly Thr Val Asn Asp Trp Thr His Glu Ser Ser Asp Asp 
345 350 



aactgtgttg gac 



1185 



<210> 514 
<211> 354 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 514 

Val Ser He Trp Ala Thr Val Leu Leu He He Val Leu Leu Ser Ala 
15 10 15 

Asn Ala Phe Phe Val Ala Ala Glu Phe Ala Leu He Ser Ser Arg Arg 
20 25 30 

Asp Arg Leu Asp Ser Leu Val Ser Gin Gly Lys Lys Gly Ala Glu Lys 
35 40 45 

Val Leu Tyr Ala Thr Glu His Leu Ser He Met Leu Ala Gly Ala Gin 
50 55 60 

Phe Gly He Thr Val Cys Ser Leu He Leu Gly Lys Val Ala Glu Pro 
65 70 75 80 
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Ala He Ala His Phe He Glu Val Pro Phe Thr Ser Trp Gly Val Pro 
85 90 95 

Asn Asp Leu He His Pro He Ser Phe Val He Ala Leu Ala He He 
100 105 HO 

Thr Trp Leu His He Leu Phe Gly Glu Met Val Pro Lys Asn He Ala 
115 120 125 

He Ala Gly Pro Glu Thr Leu Gly Met Trp Leu Ala Pro Val Leu He 
130 135 140 

Ala Phe Val Lys He Thr Arg Pro Leu He Glu Phe Met Asn Trp He 
145 150 155 160 

Ala Arg Leu Thr Leu Arg Ala Phe Gly Val Glu Gin Lys Asn Glu Leu 
165 170 175 

Asp Ser Thr Val Asp Pro Glu Gin Leu Ala Ser Met He Ser Glu Ser 
180 185 190 

Arg Ser Glu Gly Leu Leu Asp Ala Glu Glu His Ala Arg Leu Ser Lys 
195 200 205 

Ala Leu Arg Ser Glu Gin Arg Ser He Lys Glu Leu Val He Lys Asp 
210 215 220 

Glu Asp Val Arg Thr Leu Ala Phe Gly Lys Ser Gly Pro Thr Leu His 
225 230 235 240 

Gin Leu Glu Glu Ala Val Arg Glu Thr Gly Phe Ser Arg Phe Pro Val 
245 250 255 

Thr Gly Arg Asp Gly Ser Tyr Leu Gly Tyr He His He Lys Asp He 
260 265 270 

Leu Pro Arg Leu Ala Asp Pro Glu Met Asp Pro Ser Glu Thr He Pro 
275 280 285 

Arg Ser Ala Leu Arg Pro Leu Ser Asn Val Asp Ala Asp Gly Leu Met 
290 295 300 

Asp Asp Val Leu Asp Phe Met His Tyr Arg Ser Ala His Met Ala Gin 
305 310 315 320 

Val Arg Leu Lys Gly Glu Leu Leu Gly Val He Thr Leu Glu Asp Leu 
325 330 335 

He Glu Glu Tyr Val Gly Thr Val Asn Asp Trp Thr His Glu Ser Ser 
340 345 350 



Asp Asp 



<210> 515 
<211> 732 
<212> DNA 

<213> Corynebacterium glutamicum 
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<220> 

<221> CDS 

<222> (101) . . (709) 

<223> RXC01017 

<400> 515 

gaaatttgag ggggcgctac ccttagaagg tgcgcaatga caccacgata gttcgcgcct 60 

agtgtggatt gctagaaaac tttaagaaag aggaaataat atg get caa aaa gta 115 

Met Ala Gin Lys Val 
1 5 

acc ttc tgg ttc gat acc acc tgc cca ttc tgc tgg gtc acc tec cgc 163 

Thr Phe Trp Phe Asp Thr Thr Cys Pro Phe Cys Trp Val Thr Ser Arg 

10 15 20 

tgg att aag gaa gtc gaa caa gtc cgc gat att gaa ate cag tgg gtt 211 

Trp lie Lys Glu Val Glu Gin Val Arg Asp lie Glu lie Gin Trp Val 
25 30 35 

cca atg age etc get gtc eta aac gaa ggc cgt gat etc cca gag gat 259 

Pro Met Ser Leu Ala Val Leu Asn Glu Gly Arg Asp Leu Pro Glu Asp 
40 45 50 

tac aag gag cgc atg aag get gca tgg gga cca gca cgc gtt ttc gca 307 

Tyr Lys Glu Arg Met Lys Ala Ala Trp Gly Pro Ala Arg Val Phe Ala 
55 60 65 

get gtc gec acc gac cat get gac aag etc ggc gac ctg tac acc gca 355 

Ala Val Ala Thr Asp His Ala Asp Lys Leu Gly Asp Leu Tyr Thr Ala 
70 75 80 85 

atg ggt acc cgc ate cac aac gac ggt cgc gga cca ate gaa ggt tec 403 

Met Gly Thr Arg lie His Asn Asp Gly Arg Gly Pro lie Glu Gly Ser 

90 95 100 

ttc aat gat gtc ate gca gag gca ctt gaa gag gtc ggc eta gac get 451 

Phe Asn Asp Val lie Ala Glu Ala Leu Glu Glu Val Gly Leu Asp Ala 
105 110 115 

gca ctt ggt gaa gtt gca gac acc acc gaa tgg gac gac gca ctt cgc 4 99 

Ala Leu Gly Glu Val Ala Asp Thr Thr Glu Trp Asp Asp Ala Leu Arg 
120 125 130 

gca ttc cac cag acc gca atg gac gag gtc ggc aac gat gtc gga acc 547 

Ala Phe His Gin Thr Ala Met Asp Glu Val Gly Asn Asp Val Gly Thr 
135 140 145 

cca gtg gtc aag etc ggc gac acc get ttc ttc ggc cca gtg etc acc 595 

Pro Val Val Lys Leu Gly Asp Thr Ala Phe Phe Gly Pro Val Leu Thr 
150 155 160 165 

cgc ate cca cgc ggc gag gaa gca gga gag ate ttc gac get tec ttc 643 
Arg lie Pro Arg Gly Glu Glu Ala Gly Glu lie Phe Asp Ala Ser Phe 

170 175 180 



aag etc gca age tat ccc cac ttc ttt gaa ate aag cgc age cgc act 
Lys Leu Ala Ser Tyr Pro His Phe Phe Glu lie Lys Arg Ser Arg Thr 
185 190 195 



691 



gag aac cca cag ttc gac taattaaege tgtctctget tat 732 
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Glu Asn Pro Gin Phe Asp 
200 



<210> 516 
<211> 203 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 516 

Met Ala Gin Lys Val Thr Phe Trp Phe Asp Thr Thr Cys Pro Phe Cys 
15 10 15 

Trp Val Thr Ser Arg Trp lie Lys Glu Val Glu Gin Val Arg Asp lie 
20 25 30 

Glu lie Gin Trp Val Pro Met Ser Leu Ala Val Leu Asn Glu Gly Arg 
35 40 45 

Asp Leu Pro Glu Asp Tyr Lys Glu Arg Met Lys Ala Ala Trp Gly Pro 
50 55 60 

Ala Arg Val Phe Ala Ala Val Ala Thr Asp His Ala Asp Lys Leu Gly 
65 70 75 80 

Asp Leu Tyr Thr Ala Met Gly Thr Arg lie His Asn Asp Gly Arg Gly 
85 90 95 

Pro lie Glu Gly Ser Phe Asn Asp Val lie Ala Glu Ala Leu Glu Glu 
100 105 110 

Val Gly Leu Asp Ala Ala Leu Gly Glu Val Ala Asp Thr Thr Glu Trp 
115 120 125 

Asp Asp Ala Leu Arg Ala Phe His Gin Thr Ala Met Asp Glu Val Gly 
130 135 140 

Asn Asp Val Gly Thr Pro Val Val Lys Leu Gly Asp Thr Ala Phe Phe 
145 150 155 160 

Gly Pro Val Leu Thr Arg lie Pro Arg Gly Glu Glu Ala Gly Glu lie 
165 170 175 

Phe Asp Ala Ser Phe Lys Leu Ala Ser Tyr Pro His Phe Phe Glu lie 
180 185 190 

Lys Arg Ser Arg Thr Glu Asn Pro Gin Phe Asp 
195 200 



<210> 517 
<211> 622 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (622) 

<223> RXC01021 

<400> 517 
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cgagaggctt ttttggctct aagcctttta gtcgtgcgaa cgaaatctta agcagcctcg 60 

gtgccaccga gatcgattgg tcgctgtaag gtatctgatt atg tec agt tec gaa 115 

Met Ser Ser Ser Glu 
1 5 

age teg cgt tec gaa ggc teg cag cca gca ccg tct gta cag cct gaa 163 
Ser Ser Arg Ser Glu Gly Ser Gin Pro Ala Pro Ser Val Gin Pro Glu 
10 15 20 

cgc cgt get gat tea acg ggg get cct gcg gca get tec aag gaa get 211 
Arg Arg Ala Asp Ser Thr Gly Ala Pro Ala Ala Ala Ser Lys Glu Ala 
25 30 35 



tec caa caa atg gac get gee gga gtt ctt gag tgg gec agg acc get 
Ser Gin Gin Met Asp Ala Ala Gly Val Leu Glu Trp Ala Arg Thr Ala 
40 45 50 

gtc gag cag ctt tct gaa cgt cgt gca gag ate aat gca ctg aat gtc 
Val Glu Gin Leu Ser Glu Arg Arg Ala Glu He Asn Ala Leu Asn Val 
55 60 65 

ttt cct gtt cca gat gca gac act gga tea aac atg acc tac acc atg 
Phe Pro Val Pro Asp Ala Asp Thr Gly Ser Asn Met Thr Tyr Thr Met 
70 75 80 85 

aca get gcg ttg gat gaa gcg ctg aaa ctg ggg gag ttg ggt gat gtc 
Thr Ala Ala Leu Asp Glu Ala Leu Lys Leu Gly Glu Leu Gly Asp Val 
90 95 100 



gga aat tct gga gta gtc ctt agt cag gtc ctt cgc get att get cag 
Gly Asn Ser Gly Val Val Leu Ser Gin Val Leu Arg Ala He Ala Gin 
120 125 130 



tec att get cgc tec eta gtt gat cgc gca att aca gat cct gtg gag 
Ser He Ala Arg Ser Leu Val Asp Arg Ala He Thr Asp Pro Val Glu 
150 155 160 165 

ggc act gtt gtc act gtg ttg cgt tct 
Gly Thr Val Val Thr Val Leu Arg Ser 
170 



259 



307 



355 



403 



gca agg att act gag get ttg get gtt ggt tct gtg cgt gga gee cga 451 
Ala Arg He Thr Glu Ala Leu Ala Val Gly Ser Val Arg Gly Ala Arg 
105 HO H5 



499 



gca get get gac ggg gtt att gat ggc cac aca ate caa gaa gcg eta 547 
Ala Ala Ala Asp Gly Val He Asp Gly His Thr He Gin Glu Ala Leu 
135 140 145 



595 



622 



<210> 518 
<211> 174 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 518 

Met Ser Ser Ser Glu Ser Ser Arg Ser Glu Gly Ser Gin Pro Ala Pro 
15 10 15 



Ser Val Gin Pro Glu Arg Arg Ala Asp Ser Thr Gly Ala Pro Ala Ala 
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20 

Ala Ser Lys Glu 
35 

Trp Ala Arg Thr 
50 

Asn Ala Leu Asn 
65 

Met Thr Tyr Thr 



Glu Leu Gly Asp 
100 

Val Arg Gly Ala 
115 

Arg Ala lie Ala 
130 

lie Gin Glu Ala 
145 

Thr Asp Pro Val 



Ala Ser Gin Gin 
40 

Ala Val Glu Gin 

55 

Val Phe Pro Val 
70 

Met Thr Ala Ala 
85 

Val Ala Arg lie 



Arg Gly Asn Ser 
120 

Gin Ala Ala Ala 
135 

Leu Ser He Ala 
150 

Glu Gly Thr Val 
165 



25 

Met Asp Ala Ala 



Leu Ser Glu Arg 
60 

Pro Asp Ala Asp 
75 

Leu Asp Glu Ala 
90 

Thr Glu Ala Leu 
105 

Gly Val Val Leu 



Asp Gly Val He 
140 

Arg Ser Leu Val 
155 

Val Thr Val Leu 
170 



30 

Gly Val Leu Glu 
45 

Arg Ala Glu He 



Thr Gly Ser Asn 
80 

Leu Lys Leu Gly 
95 

Ala Val Gly Ser 
110 

Ser Gin Val Leu 

125 

Asp Gly His Thr 



Asp Arg Ala He 
160 

Arg Ser 



<210> 519 
<211> 1047 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1024) 
<223> RXC01212 

<400> 519 

tttagaagcc acatgacata tgtcatgaaa attatgtgca aagtgcagta atactcctga 60 

catatggctc taccagcgcc aatgcgaagt aggaagaatt atg cct atg aca acg 115 

Met Pro Met Thr Thr 

1 5 

aca cca gca ate gac gta aca gac etc gtg aga acc tac ggc gac tac 163 
Thr Pro Ala He Asp Val Thr Asp Leu Val Arg Thr Tyr Gly Asp Tyr 
10 15 20 

acc gca gtc aag ggc ctg aat ttc cat gta cag cgc ggt gaa gta ttt 211 
Thr Ala Val Lys Gly Leu Asn Phe His Val Gin Arg Gly Glu Val Phe 
25 30 35 

ggt ctg etc ggc acc aac ggg gec ggc aaa acc tec acc ttg gaa gtc 259 
Gly Leu Leu Gly Thr Asn Gly Ala Gly Lys Thr Ser Thr Leu Glu Val 
40 45 50 



ate gaa gga ctt tec gca ccc age tec ggc acc gtg cgc ate tec ggg 
He Glu Gly Leu Ser Ala Pro Ser Ser Gly Thr Val Arg He Ser Gly 



307 
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55 60 65 

ctt gac ccc gtt gcc gac cgc gcg ate ctg cgc ccc gag etc ggc ate 355 
Leu Asp Pro Val Ala Asp Arg Ala lie Leu Arg Pro Glu Leu Gly lie 
70 75 80 85 

atg ctg caa tea ggc ggc ctg cca tea cag etc acc gtc gcc gaa acc 403 
Met Leu Gin Ser Gly Gly Leu Pro Ser Gin Leu Thr Val Ala Glu Thr 
90 95 100 

atg gac atg tgg cac ggc acc tgc acg tat ccg cgc gcc att aaa gat 451 
Met Asp Met Trp His Gly Thr Cys Thr Tyr Pro Arg Ala He Lys Asp 
105 110 115 

gtg ctt gcc gac gtc gac etc eta cac cgc gaa aac gtc aag gtc ggc 499 
Val Leu Ala Asp Val Asp Leu Leu His Arg Glu Asn Val Lys Val Gly 
120 125 130 

gcg ctt tec gga ggc gaa caa cga cgc ctt gat ttg gcc tgc gca ctg 547 
Ala Leu Ser Gly Gly Glu Gin Arg Arg Leu Asp Leu Ala Cys Ala Leu 
135 140 145 

ctt ggc gac ccc tea att ttg ttc etc gac gaa ccc acc acc ggc etc 595 
Leu Gly Asp Pro Ser He Leu Phe Leu Asp Glu Pro Thr Thr Gly Leu 
150 155 160 165 

gac cca gaa tct agg cgc cac acc tgg caa etc ctg ctg gac ctg aaa 643 
Asp Pro Glu Ser Arg Arg His Thr Trp Gin Leu Leu Leu Asp Leu Lys 
170 175 180 

cag cgc ggc gtc acc atg atg ctg acc acc cac tac ctg gag gaa gcc 691 
Gin Arg Gly Val Thr Met Met Leu Thr Thr His Tyr Leu Glu Glu Ala 
185 190 195 

gaa ttc etc tgc gac egg att gcc ate atg aac gcc ggt gag ate gca 739 
Glu Phe Leu Cys Asp Arg He Ala He Met Asn Ala Gly Glu He Ala 
200 205 210 

gtg gaa ggc acc ttg gat gaa ctg gtg gcc cgc gag aag teg ate ate 787 
Val Glu Gly Thr Leu Asp Glu Leu Val Ala Arg Glu Lys Ser He He 
215 220 225 

agt ttc gtg ctg cgt ggc ggg cag gtg gag ttg ccg gtc ttg agt ggg 835 
Ser Phe Val Leu Arg Gly Gly Gin Val Glu Leu Pro Val Leu Ser Gly 
230 235 240 245 

get gaa ate ate cgc gac aac aac cac gtc cgc ate gcc acc acc acc 
Ala Glu He He Arg Asp Asn Asn His Val Arg He Ala Thr Thr Thr 
250 255 260 

ctg cag cag cac acc tta gaa ata ctt acc tgg get gca gag acc ggg 
Leu Gin Gin His Thr Leu Glu He Leu Thr Trp Ala Ala Glu Thr Gly 
265 270 275 

ate gcg ctg gaa ggc ttc get gca aaa ccc gcc acc ttg gaa tec gta 979 
He Ala Leu Glu Gly Phe Ala Ala Lys Pro Ala Thr Leu Glu Ser Val 
280 285 290 

ttc atg gac ate gcc tea etc gag aac acc teg ctg caa acc gcc 1024 
Phe Met Asp He Ala Ser Leu Glu Asn Thr Ser Leu Gin Thr Ala 
295 300 305 



883 



931 
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tagaatcttt aaggagacca caa 1047 



<210> 520 
<211> 308 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 520 

Met Pro Met Thr Thr Thr Pro Ala He Asp Val Thr Asp Leu Val Arg 
15 10 15 

Thr Tyr Gly Asp Tyr Thr Ala Val Lys Gly Leu Asn Phe His Val Gin 
20 25 30 

Arg Gly Glu Val Phe Gly Leu Leu Gly Thr Asn Gly Ala Gly Lys Thr 
35 40 45 

Ser Thr Leu Glu Val He Glu Gly Leu Ser Ala Pro Ser Ser Gly Thr 
50 55 60 

Val Arg He Ser Gly Leu Asp Pro Val Ala Asp Arg Ala He Leu Arg 
65 70 75 80 

Pro Glu Leu Gly He Met Leu Gin Ser Gly Gly Leu Pro Ser Gin Leu 
85 90 95 

Thr Val Ala Glu Thr Met Asp Met Trp His Gly Thr Cys Thr Tyr Pro 
100 105 110 

Arg Ala He Lys Asp Val Leu Ala Asp Val Asp Leu Leu His Arg Glu 
115 120 125 

Asn Val Lys Val Gly Ala Leu Ser Gly Gly Glu Gin Arg Arg Leu Asp 
130 135 140 

Leu Ala Cys Ala Leu Leu Gly Asp Pro Ser He Leu Phe Leu Asp Glu 
145 150 155 160 

Pro Thr Thr Gly Leu Asp Pro Glu Ser Arg Arg His Thr Trp Gin Leu 
165 170 175 

Leu Leu Asp Leu Lys Gin Arg Gly Val Thr Met Met Leu Thr Thr His 
180 185 190 

Tyr Leu Glu Glu Ala Glu Phe Leu Cys Asp Arg He Ala He Met Asn 
195 200 205 

Ala Gly Glu He Ala Val Glu Gly Thr Leu Asp Glu Leu Val Ala Arg 
210 215 220 

Glu Lys Ser He He Ser Phe Val Leu Arg Gly Gly Gin Val Glu Leu 
225 230 235 240 

Pro Val Leu Ser Gly Ala Glu He He Arg Asp Asn Asn His Val Arg 
245 250 255 



He Ala Thr Thr Thr Leu Gin Gin His Thr Leu Glu He Leu Thr Trp 
260 265 270 
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Ala Ala Glu Thr Gly lie Ala Leu Glu Gly Phe Ala Ala Lys Pro Ala 
275 280 285 

Thr Leu Glu Ser Val Phe Met Asp He Ala Ser Leu Glu Asn Thr Ser 
290 295 300 

Leu Gin Thr Ala 
305 



<210> 521 
<211> 1131 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1108) 
<223> RXC01306 

<400> 521 

tgttttagag gtagagcgaa acgtgcctgt aaaactggcg ctcgctgtgc tcgaagacca 60 

cccagacaat caccccgctc cgaaggagaa tcgctaagcc atg act gaa tgg tat 115 

Met Thr Glu Trp Tyr 
1 5 

gtc gtt tta ccc gcc act att eta etc ate gcg ctg tct gcg ttt ttc 163 
Val Val Leu Pro Ala Thr He Leu Leu He Ala Leu Ser Ala Phe Phe 
10 15 20 

gtc ate att gag ttc get ttg ctt gca get agg egg aac egg tta gag 211 
Val He He Glu Phe Ala Leu Leu Ala Ala Arg Arg Asn Arg Leu Glu 
25 30 35 



gag act gtg gaa ace teg egg tct tec cgc get gcg ttg cga age etc 
Glu Thr Val Glu Thr Ser Arg Ser Ser Arg Ala Ala Leu Arg Ser Leu 
40 45 50 

aat gaa ctt act etc atg etc gcg ggc gcg cag ttg gga ate ace atg 
Asn Glu Leu Thr Leu Met Leu Ala Gly Ala Gin Leu Gly He Thr Met 
55 60 65 

gtg act ttc gcg ttg ggt get ate acg aag ccg tgg gtt cat tat get 
Val Thr Phe Ala Leu Gly Ala He Thr Lys Pro Trp Val His Tyr Ala 
70 75 80 85 

ttg atg ccg etc ttc gaa tgg gcg cgt ata ccg ctg gtt atg gca gat 
Leu Met Pro Leu Phe Glu Trp Ala Arg He Pro Leu Val Met Ala Asp 
90 95 100 

gtc att gcg ttt att ttg teg ctg ttt ate gta acg ttt ctg cac ttg 
Val He Ala Phe He Leu Ser Leu Phe He Val Thr Phe Leu His Leu 
105 HO H5 

gtc ate ggc gaa atg get ccg aaa tec tgg gca ate gcg cat ccg gag 
Val He Gly Glu Met Ala Pro Lys Ser Trp Ala He Ala His Pro Glu 
120 125 130 

acg gca ctt cga act ate gcg att ccc gca egg ggc ttc att aac ctg 
Thr Ala Leu Arg Thr He Ala He Pro Ala Arg Gly Phe He Asn Leu 



259 



307 



355 



403 



451 



499 



547 
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135 140 145 

ttt cgt cca ttg ctg cag tgg ate aac aaa atg gcg aac gat ttg gtc 
Phe Arg Pro Leu Leu Gin Trp lie Asn Lys Met Ala Asn Asp Leu Val 
150 155 160 165 

cgc aaa gtt ggt gaa act ccc gtt gat cga get gca get ggt ggc tat 
Arg Lys Val Gly Glu Thr Pro Val Asp Arg Ala Ala Ala Gly Gly Tyr 
170 175 180 

gac acc gat acc etc cat gee etc att gag cat tec cga gaa act ggc 
Asp Thr Asp Thr Leu His Ala Leu He Glu His Ser Arg Glu Thr Gly 
185 190 195 

get ctg gat cag caa tec gee gee caa ate age gga att ate aag ctg 
Ala Leu Asp Gin Gin Ser Ala Ala Gin He Ser Gly He He Lys Leu 
200 205 210 

gat aaa ate acg gtc ggt caa acc ctg acc gca tct cca ttt acg cac 
Asp Lys He Thr Val Gly Gin Thr Leu Thr Ala Ser Pro Phe Thr His 
215 220 225 

age gee age gee acg gtt get gag gtg caa gee gca get cag cgc agt 
Ser Ala Ser Ala Thr Val Ala Glu Val Gin Ala Ala Ala Gin Arg Ser 
230 235 240 245 

ggc age ttg cgt gtg ctt ate gac gee ccc tec cac ctt ttc cca cac 
Gly Ser Leu Arg Val Leu He Asp Ala Pro Ser His Leu Phe Pro His 
250 255 260 

gtc att cat gtg cga gac acc ctt ggt gec teg cca gac gag aag get 
Val He His Val Arg Asp Thr Leu Gly Ala Ser Pro Asp Glu Lys Ala 
265 270 275 

teg aag tgg tct cgc cca ate etc acc gtt get gag acc gac acg tta 
Ser Lys Trp Ser Arg Pro He Leu Thr Val Ala Glu Thr Asp Thr Leu 
280 285 290 

cac caa gcg ctg gaa tac atg egg gag cat aac gag cag ate agt gcg 
His Gin Ala Leu Glu Tyr Met Arg Glu His Asn Glu Gin He Ser Ala 
295 300 305 

gtg ctt tec get gat ggg aaa acg gtg ctt ggt gta ata act tgg gat 
Val Leu Ser Ala Asp Gly Lys Thr Val Leu Gly Val He Thr Trp Asp 
310 315 320 325 



595 



643 



691 



739 



787 



835 



931 



979 



1027 



1075 



cac ate ttg aaa tac ctg tgg cct gca teg gtg tagctaattt gaggtgeget 112E 
His He Leu Lys Tyr Leu Trp Pro Ala Ser Val 
330 335 



gaa 



1131 



<210> 522 
<211> 336 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 522 

Met Thr Glu Trp Tyr Val Val Leu Pro Ala Thr He Leu Leu He Ala 
15 10 15 
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Leu Ser Ala Phe 
20 

Arg Asn Arg Leu 
35 

Ala Leu Arg Ser 
50 

Leu Gly lie Thr 
65 

Trp Val His Tyr 



Leu Val Met Ala 
100 

Thr Phe Leu His 
115 

lie Ala His Pro 
130 

Gly Phe lie Asn 
145 

Ala Asn Asp Leu 



Ala Ala Gly Gly 
180 

Ser Arg Glu Thr 

195 

Gly lie lie Lys 
210 

Ser Pro Phe Thr 
225 

Ala Ala Gin Arg 



His Leu Phe Pro 
260 

Pro Asp Glu Lys 
275 

Glu Thr Asp Thr 
290 

Glu Gin He Ser 
305 

Val He Thr Trp 



Phe Val He He 



Glu Glu Thr Val 
40 

Leu Asn Glu Leu 
55 

Met Val Thr Phe 
70 

Ala Leu Met Pro 
85 

Asp Val He Ala 



Leu Val He Gly 
120 

Glu Thr Ala Leu 
135 

Leu Phe Arg Pro 
150 

Val Arg Lys Val 
165 

Tyr Asp Thr Asp 



Gly Ala Leu Asp 
200 

Leu Asp Lys He 
215 

His Ser Ala Ser 
230 

Ser Gly Ser Leu 
245 

His Val He His 



Ala Ser Lys Trp 
280 

Leu His Gin Ala 
295 

Ala Val Leu Ser 
310 

Asp His He Leu 
325 



Glu Phe Ala Leu 
25 

Glu Thr Ser Arg 



Thr Leu Met Leu 
60 

Ala Leu Gly Ala 
75 

Leu Phe Glu Trp 
90 

Phe He Leu Ser 
105 

Glu Met Ala Pro 



Arg Thr He Ala 
140 

Leu Leu Gin Trp 

155 

Gly Glu Thr Pro 
170 

Thr Leu His Ala 
185 

Gin Gin Ser Ala 



Thr Val Gly Gin 
220 

Ala Thr Val Ala 
235 

Arg Val Leu He 
250 

Val Arg Asp Thr 

265 

Ser Arg Pro He 



Leu Glu Tyr Met 
300 

Ala Asp Gly Lys 
315 

Lys Tyr Leu Trp 
330 



Leu Ala Ala Arg 
30 

Ser Ser Arg Ala 
45 

Ala Gly Ala Gin 



He Thr Lys Pro 
80 

Ala Arg He Pro 
95 

Leu Phe He Val 
110 

Lys Ser Trp Ala 
125 

He Pro Ala Arg 



He Asn Lys Met 
160 

Val Asp Arg Ala 
175 

Leu He Glu His 
190 

Ala Gin He Ser 
205 

Thr Leu Thr Ala 



Glu Val Gin Ala 
240 

Asp Ala Pro Ser 
255 

Leu Gly Ala Ser 
270 

Leu Thr Val Ala 
285 

Arg Glu His Asn 



Thr Val Leu Gly 
320 

Pro Ala Ser Val 
335 
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<210> 523 
<211> 513 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (490) 

<223> RXC01366 

<400> 523 

atgcatgaaa acaaattcta tgtgtgttga gctgccaaaa ggggttggcg cgccgatgat 60 

gactgtccaa acctaaacca aaggtctaaa ctttggcttc gtg agt cag ttt cgt 115 

Val Ser Gin Phe Arg 
1 5 

cgt tgt tec cgc cct ggt tgt ggc aag cct gec gtc gca acc etc acc 163 
Arg Cys Ser Arg Pro Gly Cys Gly Lys Pro Ala Val Ala Thr Leu Thr 
10 15 20 

tac gca tat teg gat tec act gcg gtg gtt ggt cct ttg gcg cct gca 211 
Tyr Ala Tyr Ser Asp Ser Thr Ala Val Val Gly Pro Leu Ala Pro Ala 
25 30 35 



gca gag ccc cat agt tgg gat ctg tgt gag cat cat gee gag cgt att 

Ala Glu Pro His Ser Trp Asp Leu Cys Glu His His Ala Glu Arg lie 

40 45 50 

act gcg ccc ctt ggt tgg gag atg ctg egg gtg aac gac ate aaa gtc 

Thr Ala Pro Leu Gly Trp Glu Met Leu Arg Val Asn Asp lie Lys Val 

55 60 65 



gga cgc act gtg agt ggt ctg gtt cct gaa gac gaa gtg ggc ggc aac 
Gly Arg Thr Val Ser Gly Leu Val Pro Glu Asp Glu Val Gly Gly Asn 
90 95 100 



agg ggt cat etc tat gtt gtg cct gat cag gac gaa tea taaggtttgc 
Arg Gly His Leu Tyr Val Val Pro Asp Gin Asp Glu Ser 
120 125 130 



259 



307 



gat gac gat gag gat ctg acg get ctt get cag get gtt cgt gag get 355 
Asp Asp Asp Glu Asp Leu Thr Ala Leu Ala Gin Ala Val Arg Glu Ala 
70 75 80 85 



403 



cat ccg gtg aac egg agt gcg egg ate gcg gaa cag aag gtt cac cgc 451 
His Pro Val Asn Arg Ser Ala Arg He Ala Glu Gin Lys Val His Arg 
105 HO H5 



500 



tatteggatt gga 513 



<210> 524 
<211> 130 
<212> PRT 

<213> Corynebacterium glutamicum 
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<400> 524 
Val Ser Gin Phe 
1 

Val Ala Thr Leu 
20 

Pro Leu Ala Pro 

35 

His Ala Glu Arg 
50 

Asn Asp lie Lys 

65 

Ala Val Arg Glu 



Glu Val Gly Gly 

100 

Gin Lys Val His 
115 

Glu Ser 
130 



Arg Arg Cys Ser 
5 

Thr Tyr Ala Tyr 



Ala Ala Glu Pro 
40 

lie Thr Ala Pro 
55 

Val Asp Asp Asp 
70 

Ala Gly Arg Thr 
85 

Asn His Pro Val 



Arg Arg Gly His 
120 



Arg Pro Gly Cys 
10 

Ser Asp Ser Thr 
25 

His Ser Trp Asp 



Leu Gly Trp Glu 
60 

Glu Asp Leu Thr 
75 

Val Ser Gly Leu 
90 

Asn Arg Ser Ala 
105 

Leu Tyr Val Val 



Gly Lys Pro Ala 
15 

Ala Val Val Gly 
30 

Leu Cys Glu His 
45 

Met Leu Arg Val 



Ala Leu Ala Gin 

80 

Val Pro Glu Asp 
95 

Arg lie Ala Glu 
110 

Pro Asp Gin Asp 
125 



<210> 525 
<211> 614 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (591) 
<223> RXC01372 

<400> 525 

cag gac acc ttc gtc ctt ccc acc ttg ccc acg gcc gca ggc ttg teg 
Gin Asp Thr Phe Val Leu Pro Thr Leu Pro Thr Ala Ala Gly Leu Ser 
15 10 15 

cct gcc cgc ate gtg gcg teg ata age act ctt tta gat ctt tta gaa 
Pro Ala Arg lie Val Ala Ser lie Ser Thr Leu Leu Asp Leu Leu Glu 
20 25 30 

gca gac ccc age att att tec gac cgc ttg gaa cac etc gcc gac tgc 
Ala Asp Pro Ser lie lie Ser Asp Arg Leu Glu His Leu Ala Asp Cys 
35 40 45 

att gat gag gaa gtg gaa teg eta teg ccg gaa cgt gac gaa eta gtc 
lie Asp Glu Glu Val Glu Ser Leu Ser Pro Glu Arg Asp Glu Leu Val 
50 55 60 



48 



96 



144 



192 



aat ccc ggc cga aaa ctg cgc gca tac gta gat cac gca egg ate gtg 240 
Asn Pro Gly Arg Lys Leu Arg Ala Tyr Val Asp His Ala Arg lie Val 
65 70 75 80 



cat acc ggc cga act gat gtg gga etc gcg att gcc aac gtt ate gcc 288 
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His Thr Gly Arg Thr Asp Val Gly Leu Ala lie Ala Asn Val lie Ala 
85 90 95 

cca ate tgg acc cga cga ggc ctg gta tea gec gtg ctg gat ttt ccc 
Pro lie Trp Thr Arg Arg Gly Leu Val Ser Ala Val Leu Asp Phe Pro 
100 105 HO 

gag etc atg gaa tea ttg ccg gaa etc cgc gga ccc gag cca att acc 
Glu Leu Met Glu Ser Leu Pro Glu Leu Arg Gly Pro Glu Pro lie Thr 
115 120 125 

gac gat ata ttc cat gac cca ttc ata gat gac gaa ccc ggg gtg gta 
Asp Asp lie Phe His Asp Pro Phe He Asp Asp Glu Pro Gly Val Val 
130 135 140 

ccg ttt agg get gtt gtc tgg gee gaa gag gaa ccc gga ate ccc gat 
Pro Phe Arg Ala Val Val Trp Ala Glu Glu Glu Pro Gly He Pro Asp 
145 150 155 160 

gec atg gcg caa age tgc gac gga cct age aaa ggg gcg ctg aca caa 
Ala Met Ala Gin Ser Cys Asp Gly Pro Ser Lys Gly Ala Leu Thr Gin 
165 170 175 

gca ctg cgt ttg ctg gtg cgc gga cag tea gec acg acc tat tec att 
Ala Leu Arg Leu Leu Val Arg Gly Gin Ser Ala Thr Thr Tyr Ser He 
180 185 190 



336 



384 



432 



480 



528 



576 



gaa gaa aag gac ttg taaatggagc tattggaagg etc 614 
Glu Glu Lys Asp Leu 
195 



<210> 526 
<211> 197 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 526 

Gin Asp Thr Phe Val Leu Pro Thr Leu Pro Thr Ala Ala Gly Leu Ser 
15 10 15 

Pro Ala Arg He Val Ala Ser He Ser Thr Leu Leu Asp Leu Leu Glu 
20 25 30 

Ala Asp Pro Ser He He Ser Asp Arg Leu Glu His Leu Ala Asp Cys 
35 40 45 

He Asp Glu Glu Val Glu Ser Leu Ser Pro Glu Arg Asp Glu Leu Val 
50 55 60 

Asn Pro Gly Arg Lys Leu Arg Ala Tyr Val Asp His Ala Arg He Val 
65 70 75 80 

His Thr Gly Arg Thr Asp Val Gly Leu Ala He Ala Asn Val He Ala 
85 90 95 

Pro He Trp Thr Arg Arg Gly Leu Val Ser Ala Val Leu Asp Phe Pro 
100 105 HO 



Glu Leu Met Glu Ser Leu Pro Glu Leu Arg Gly Pro Glu Pro He Thr 
115 120 125 
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Asp Asp lie Phe 
130 

Pro Phe Arg Ala 
145 

Ala Met Ala Gin 



Ala Leu Arg Leu 
180 

Glu Glu Lys Asp 
195 



His Asp Pro Phe 
135 

Val Val Trp Ala 
150 

Ser Cys Asp Gly 
165 

Leu Val Arg Gly 



Leu 



lie Asp Asp Glu 
140 

Glu Glu Glu Pro 
155 

Pro Ser Lys Gly 
170 

Gin Ser Ala Thr 
185 



Pro Gly Val Val 



Gly lie Pro Asp 
160 

Ala Leu Thr Gin 
175 

Thr Tyr Ser lie 

190 



<210> 527 
<211> 669 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (646) 

<223> RXC01659 

<400> 527 

ttgatgcgcg ccgcggtgag cagcctgccg atccagagcg tgaagaatct gatgatttag 60 

tcgagattga taccgtctct ggattccgcc tgctcagtac gtg gcg ggg gtt gcg 115 

Val Ala Gly Val Ala 
1 5 

cag cgt ttt gtc gac gag cgc att cac gtc ggt ttg gat tec atg cca 163 
Gin Arg Phe Val Asp Glu Arg lie His Val Gly Leu Asp Ser Met Pro 
10 15 20 

gaa get gtg act get gtg tgg atg gaa tct gat tgg gtg ttg gcg gaa 211 
Glu Ala Val Thr Ala Val Trp Met Glu Ser Asp Trp Val Leu Ala Glu 
25 30 35 

acc ate aag ggt tec acg cct tec gat tgg gaa gag att ttg egg ccg 259 
Thr lie Lys Gly Ser Thr Pro Ser Asp Trp Glu Glu He Leu Arg Pro 
40 45 50 

ttg gcg ctg etc acg gac gcg tct ttc acg ttg cca cct cgt tec acg 307 
Leu Ala Leu Leu Thr Asp Ala Ser Phe Thr Leu Pro Pro Arg Ser Thr 
55 60 65 

cgt gcg caa acc ttg gat ttg aag cat ttg gaa cca age cgt ctg aag 355 
Arg Ala Gin Thr Leu Asp Leu Lys His Leu Glu Pro Ser Arg Leu Lys 
70 75 80 85 

ccg gag cag cca gaa aag cca gcg ttt act ccc aat get teg gaa gaa 403 
Pro Glu Gin Pro Glu Lys Pro Ala Phe Thr Pro Asn Ala Ser Glu Glu 
90 95 100 

gat ttg tct cag ccg ttg gtg ate cgc ccc gag gag ccg ttg cag atg 451 
Asp Leu Ser Gin Pro Leu Val He Arg Pro Glu Glu Pro Leu Gin Met 
105 110 115 
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ccg gtt cgc ggt gtg cag gaa age cgc gga gtg gtc gag cca egg tea 499 
Pro Val Arg Gly Val Gin Glu Ser Arg Gly Val Val Glu Pro Arg Ser 
120 125 130 

ttg ggt gcg gat gat gtg gag teg att gcg gag ggc gat cca gag cgt 547 
Leu Gly Ala Asp Asp Val Glu Ser lie Ala Glu Gly Asp Pro Glu Arg 
135 140 145 

ccg age gat ctt tat ggc acg cgt gtg ctg cgt gat etc aat ggt cag 595 
Pro Ser Asp Leu Tyr Gly Thr Arg Val Leu Arg Asp Leu Asn Gly Gin 
150 155 160 165 

tec agt att ttc caa gat tec acc gac gcg gat gag cca cca aaa aag 643 
Ser Ser lie Phe Gin Asp Ser Thr Asp Ala Asp Glu Pro Pro Lys Lys 
170 175 180 

tgg tagaaaactg gtgtttttcg gee 669 
Trp 



<210> 528 
<211> 182 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 528 

Val Ala Gly Val Ala Gin Arg Phe Val Asp Glu Arg lie His Val Gly 
15 10 15 

Leu Asp Ser Met Pro Glu Ala Val Thr Ala Val Trp Met Glu Ser Asp 
20 25 30 

Trp Val Leu Ala Glu Thr lie Lys Gly Ser Thr Pro Ser Asp Trp Glu 
35 40 45 

Glu lie Leu Arg Pro Leu Ala Leu Leu Thr Asp Ala Ser Phe Thr Leu 
50 55 60 

Pro Pro Arg Ser Thr Arg Ala Gin Thr Leu Asp Leu Lys His Leu Glu 
65 70 75 80 

Pro Ser Arg Leu Lys Pro Glu Gin Pro Glu Lys Pro Ala Phe Thr Pro 
85 90 95 

Asn Ala Ser Glu Glu Asp Leu Ser Gin Pro Leu Val lie Arg Pro Glu 
100 105 110 

Glu Pro Leu Gin Met Pro Val Arg Gly Val Gin Glu Ser Arg Gly Val 
115 120 125 

Val Glu Pro Arg Ser Leu Gly Ala Asp Asp Val Glu Ser lie Ala Glu 
130 135 140 

Gly Asp Pro Glu Arg Pro Ser Asp Leu Tyr Gly Thr Arg Val Leu Arg 
145 150 155 160 



Asp Leu Asn Gly Gin Ser Ser lie Phe Gin Asp Ser Thr Asp Ala Asp 
165 170 175 
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Glu Pro Pro Lys Lys Trp 
180 



<210> 529 
<211> 981 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (958) 

<223> RXC01663 



<400> 529 

tattttgctg gttggtcaca gtggagcgct aaccccgaga atcctatcga ggcctaaaat 60 



cgtggcttga gtacgcactg ccagtaaggt gtgtgatgtg atg gaa ata agt gtc 

Met Glu lie Ser Val 
1 5 



115 



ttg ate ate gec gca ctg ate ttg gtg gca ggc ate gta ctg tgg cgc 
Leu lie He Ala Ala Leu He Leu Val Ala Gly He Val Leu Trp Arg 
10 15 20 



163 



gcg gac teg tct aaa cag gca get aaa aag get gaa tea cct gtg ggc 

ALa Asp Ser Ser Lys Gin Ala Ala Lys Lys Ala Glu Ser Pro Val Gly 
25 30 35 

tea gtc gca cct gcg ccc gtg ctg gtt gaa gaa gag ccg gac cct gag 

Ser Val Ala Pro Ala Pro Val Leu Val Glu Glu Glu Pro Asp Pro Glu 
40 45 50 



211 



259 



ttt gag cca gaa ctg gac cct gaa cca gaa gcg caa cca gaa cca gag 
Phe Glu Pro Glu Leu Asp Pro Glu Pro Glu Ala Gin Pro Glu Pro Glu 
55 60 65 



307 



ctg gaa gtt gcg cct aga ttt gcg cca gaa cca gtt caa gat ctt gag 
Leu Glu Val Ala Pro Arg Phe Ala Pro Glu Pro Val Gin Asp Leu Glu 
70 75 80 85 



355 



ccg gat cag get gag gac att tat ttt gat gat tec cct gaa etc gat 
Pro Asp Gin Ala Glu Asp He Tyr Phe Asp Asp Ser Pro Glu Leu Asp 
90 95 100 



403 



get gat gtt gaa aat gee ttg get gag ctt act gag gta gaa gac tac 
Ala Asp Val Glu Asn Ala Leu Ala Glu Leu Thr Glu Val Glu Asp Tyr 
105 HO 115 



451 



ccg gaa gag cca gtg cag tct gag caa cct caa gee cct gec acg gcg 
Pro Glu Glu Pro Val Gin Ser Glu Gin Pro Gin Ala Pro Ala Thr Ala 
120 125 130 



499 



gag gta get gcg gac gag gag caa egg ggc gtc gat aag cat teg ttt 
Glu Val Ala Ala Asp Glu Glu Gin Arg Gly Val Asp Lys His Ser Phe 
135 140 145 



547 



ttg age tct ttg cct ggt teg cag cgc egg gag cgc cga aac tgg gcg 
Leu Ser Ser Leu Pro Gly Ser Gin Arg Arg Glu Arg Arg Asn Trp Ala 
150 155 160 165 



595 
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tcg gtt tgg att cca tgc cag aag ctg tgactgctgt gtggatggaa 
Ser Val Trp lie Pro Cys Gin Lys Leu 
280 285 



691 



gcg aag cac cac ttc gat ttc ate aag gaa gat gec ttt ttg acc gat 643 
Ala Lys His His Phe Asp Phe lie Lys Glu Asp Ala Phe Leu Thr Asp 
170 175 180 

gaa tgg tea agg ggt gcg gca teg act ggt gec gtt gca cgt gat gtg 
Glu Trp Ser Arg Gly Ala Ala Ser Thr Gly Ala Val Ala Arg Asp Val 
185 190 195 

gtc agt ggc atg get gaa gga tat gaa acg cat ctg gtg gat ttg gcg 739 
Val Ser Gly Met Ala Glu Gly Tyr Glu Thr His Leu Val Asp Leu Ala 
200 205 210 

ggc gtg ccc gtg atg gcg atg cgc cgt gga att acc tct gac gtg gtc 787 
Gly Val Pro Val Met Ala Met Arg Arg Gly lie Thr Ser Asp Val Val 
215 220 225 

att gat gcg cgc cgc ggt gag cag cct gec gat cca gag cgt gaa gaa 
lie Asp Ala Arg Arg Gly Glu Gin Pro Ala Asp Pro Glu Arg Glu Glu 
230 235 240 245 

tct gat gat tta gtc gag att gat acc gtc tct gga ttc cgc ctg etc 883 
Ser Asp Asp Leu Val Glu lie Asp Thr Val Ser Gly Phe Arg Leu Leu 
250 255 260 

agt acg tgg egg ggg ttg cgc age gtt ttg teg acg age gca ttc acg 931 
Ser Thr Trp Arg Gly Leu Arg Ser Val Leu Ser Thr Ser Ala Phe Thr 
265 270 275 



835 



tct 



978 



981 



<210> 530 
<211> 286 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 530 

Met Glu lie Ser Val Leu lie lie Ala Ala Leu lie Leu Val Ala Gly 
15 10 15 

lie Val Leu Trp Arg Ala Asp Ser Ser Lys Gin Ala Ala Lys Lys Ala 
20 25 30 

Glu Ser Pro Val Gly Ser Val Ala Pro Ala Pro Val Leu Val Glu Glu 
35 40 45 

Glu Pro Asp Pro Glu Phe Glu Pro Glu Leu Asp Pro Glu Pro Glu Ala 
50 55 60 

Gin Pro Glu Pro Glu Leu Glu Val Ala Pro Arg Phe Ala Pro Glu Pro 
65 70 75 80 

Val Gin Asp Leu Glu Pro Asp Gin Ala Glu Asp lie Tyr Phe Asp Asp 
85 90 95 



Ser Pro Glu Leu Asp Ala Asp Val Glu Asn Ala Leu Ala Glu Leu Thr 
100 105 110 
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Glu Val Glu Asp Tyr Pro Glu Glu Pro Val Gin Ser Glu Gin Pro Gin 
115 120 125 

Ala Pro Ala Thr Ala Glu Val Ala Ala Asp Glu Glu Gin Arg Gly Val 
130 135 140 

Asp Lys His Ser Phe Leu Ser Ser Leu Pro Gly Ser Gin Arg Arg Glu 
145 150 155 160 

Arg Arg Asn Trp Ala Ala Lys His His Phe Asp Phe lie Lys Glu Asp 
165 170 175 

Ala Phe Leu Thr Asp Glu Trp Ser Arg Gly Ala Ala Ser Thr Gly Ala 
180 185 190 

Val Ala Arg Asp Val Val Ser Gly Met Ala Glu Gly Tyr Glu Thr His 
195 200 205 

Leu Val Asp Leu Ala Gly Val Pro Val Met Ala Met Arg Arg Gly lie 
210 215 220 

Thr Ser Asp Val Val lie Asp Ala Arg Arg Gly Glu Gin Pro Ala Asp 
225 230 235 240 

Pro Glu Arg Glu Glu Ser Asp Asp Leu Val Glu lie Asp Thr Val Ser 
245 250 255 

Gly Phe Arg Leu Leu Ser Thr Trp Arg Gly Leu Arg Ser Val Leu Ser 
260 265 270 

Thr Ser Ala Phe Thr Ser Val Trp lie Pro Cys Gin Lys Leu 
275 280 285 



<210> 531 
<211> 1545 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1522) 
<223> RXC01693 

<400> 531 

aggagactgg ctggattatt ggctggtttt cttgggaaat cgtcatgggc attaatccta 60 

gtcccaacaa ttgccagaac ccgaacacta ggcttgaacc atg aat act gca cct 115 

Met Asn Thr Ala Pro 
1 5 

ttc aaa etc gaa get gac ttc gca tea gec ctg ccc acc atg gca gec 163 
Phe Lys Leu Glu Ala Asp Phe Ala Ser Ala Leu Pro Thr Met Ala Ala 
10 15 20 

ccc tgg caa ggt gag gaa gec ccc aac cct gag etc gtg att tta aat 211 
Pro Trp Gin Gly Glu Glu Ala Pro Asn Pro Glu Leu Val lie Leu Asn 
25 30 35 



gac gac etc gec tac age etc ggg ctt gat ccg aca tgg ctt cgc aca 



259 
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Asp Asp Leu Ala Tyr Ser Leu Gly Leu Asp Pro Thr Trp Leu Arg Thr 

40 45 50 

cct gag ggc gtt caa ttt ctt etc gga etc aac ccc gag ccc tta aca 307 

Pro Glu Gly Val Gin Phe Leu Leu Gly Leu Asn Pro Glu Pro Leu Thr 

55 60 65 

aaa gca gtt gcg cag gec tat tec ggc cac caa ttc gga cag ttt gtg 355 

Lys Ala Val Ala Gin Ala Tyr Ser Gly His Gin Phe Gly Gin Phe Val 

70 75 80 85 

gca age ctt ggt gat ggc cga gcg ctt ctt etc ggc gaa gec cgc tea 403 

Ala Ser Leu Gly Asp Gly Arg Ala Leu Leu Leu Gly Glu Ala Arg Ser 

90 95 100 

get gac ggc gta ctg cat gat ate cac etc aaa gga tct gga cga acc 451 

Ala Asp Gly Val Leu His Asp lie His Leu Lys Gly Ser Gly Arg Thr 

105 110 115 



caa ttc tec cga gga gee gat gga cgc gee gtc ctt ggc ccc gtc tta 
Gin Phe Ser Arg Gly Ala Asp Gly Arg Ala Val Leu Gly Pro Val Leu 
120 125 130 



aaa gcg att ctt cag cgc caa gca gac acc gtt gga aaa tgg acc agg 
Lys Ala lie Leu Gin Arg Gin Ala Asp Thr Val Gly Lys Trp Thr Arg 
230 235 240 245 



gga gaa act gtt gac tac ggc cca tgc get ttc atg gag cgc tac cgt 
Gly Glu Thr Val Asp Tyr Gly Pro Cys Ala Phe Met Glu Arg Tyr Arg 
265 270 275 



499 



cgc gaa tac ate ate tec gaa gcg atg cat gca ctt ggt gtt ccc acc 547 
Arg Glu Tyr lie lie Ser Glu Ala Met His Ala Leu Gly Val Pro Thr 
135 140 145 

acc agg tea ctt gca gta att age acc ggt agg aaa ate caa cga gga 595 
Thr Arg Ser Leu Ala Val He Ser Thr Gly Arg Lys He Gin Arg Gly 
150 155 160 165 

age gta gee cca ggc gca gtc ctt gtt cga gta gca acc age etc att 643 
Ser Val Ala Pro Gly Ala Val Leu Val Arg Val Ala Thr Ser Leu He 
170 175 180 

cga gtc gga tec ttc caa tac tec aac ate tct ggt ggc ate gaa eta 691 
Arg Val Gly Ser Phe Gin Tyr Ser Asn He Ser Gly Gly He Glu Leu 
185 190 195 

tct caa cac ctg gcg aac tat acg ate acc agg cat ttc cct teg ttg 739 
Ser Gin His Leu Ala Asn Tyr Thr He Thr Arg His Phe Pro Ser Leu 
200 205 210 

gta get gaa eta tec gca cca acc ccc gca act tat gta tea ctg ttt 787 
Val Ala Glu Leu Ser Ala Pro Thr Pro Ala Thr Tyr Val Ser Leu Phe 
215 220 225 



835 



ctg ggt ttc gtt cac gga gec etc aac aca gac aac acg ttg ata tec 883 
Leu Gly Phe Val His Gly Ala Leu Asn Thr Asp Asn Thr Leu He Ser 
250 255 260 



931 



ggc gac gcg aaa ttt age tec ate gac act tat ggt cgc tac aaa ttt 
Gly Asp Ala Lys Phe Ser Ser He Asp Thr Tyr Gly Arg Tyr Lys Phe 



979 
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280 285 290 

gaa aac caa cct atg ate etc gga tgg aac atg gec cgc etc gta gaa 1027 
Glu Asn Gin Pro Met lie Leu Gly Trp Asn Met Ala Arg Leu Val Glu 
295 300 305 

acc etc etc cca etc ctg ggc gec aca cca gac gaa ggc atg aca gca 1075 
Thr Leu Leu Pro Leu Leu Gly Ala Thr Pro Asp Glu Gly Met Thr Ala 
310 315 320 325 

gee caa gaa get etc gta gaa ttc gat gac etc tgc gaa caa gca ate 1123 
Ala Gin Glu Ala Leu Val Glu Phe Asp Asp Leu Cys Glu Gin Ala lie 
330 335 340 

cga aaa gaa ttc gee act gca ctg ggc ctt gac gag tea gac acc ggc 1171 
Arg Lys Glu Phe Ala Thr Ala Leu Gly Leu Asp Glu Ser Asp Thr Gly 
345 350 355 

acg gta gag cag ttc cgt gaa ctg etc tac etc cat aac ccc gac ate 1219 
Thr Val Glu Gin Phe Arg Glu Leu Leu Tyr Leu His Asn Pro Asp lie 
360 365 370 

acc acg ctg ctg cgc gca etc acc gac aac acc gca cca ccg agt ggc 1267 
Thr Thr Leu Leu Arg Ala Leu Thr Asp Asn Thr Ala Pro Pro Ser Gly 
375 380 385 

ttt gaa gca ttc gtt cac gac tgg aaa acc caa gac cca gat ate gaa 1315 
Phe Glu Ala Phe Val His Asp Trp Lys Thr Gin Asp Pro Asp lie Glu 
390 395 400 405 

gca atg cga gca gta aat cca ctt ttc att cca cgc aat cac etc gtg 1363 
Ala Met Arg Ala Val Asn Pro Leu Phe lie Pro Arg Asn His Leu Val 
410 415 420 

gaa get get etc gca gac gca gtt gaa ggg aat eta gaa aag ttc cac 1411 
Glu Ala Ala Leu Ala Asp Ala Val Glu Gly Asn Leu Glu Lys Phe His 
425 430 435 

gaa etc etc get get gtc acc aat cct ttt gat cca act gcg ggc ccc 1459 
Glu Leu Leu Ala Ala Val Thr Asn Pro Phe Asp Pro Thr Ala Gly Pro 
440 445 450 

gat gaa eta cgc ctg cca age gaa gaa gga ttt gaa gaa gac tac atg 1507 
Asp Glu Leu Arg Leu Pro Ser Glu Glu Gly Phe Glu Glu Asp Tyr Met 
455 460 465 

acc ttc tgc ggt acc taggacagat ggtggggcag acg 1545 

Thr Phe Cys Gly Thr 

470 



<210> 532 
<211> 474 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 532 

Met Asn Thr Ala Pro Phe Lys Leu Glu Ala Asp Phe Ala Ser Ala Leu 
15 10 15 



Pro Thr Met Ala Ala Pro Trp Gin Gly Glu Glu Ala Pro Asn Pro Glu 
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20 



25 



30 



Leu Val lie Leu Asn Asp Asp Leu Ala Tyr Ser Leu Gly Leu Asp Pro 
35 40 45 

Thr Trp Leu Arg Thr Pro Glu Gly Val Gin Phe Leu Leu Gly Leu Asn 
50 55 60 

Pro Glu Pro Leu Thr Lys Ala Val Ala Gin Ala Tyr Ser Gly His Gin 
65 70 75 80 

Phe Gly Gin Phe Val Ala Ser Leu Gly Asp Gly Arg Ala Leu Leu Leu 
85 90 95 

Gly Glu Ala Arg Ser Ala Asp Gly Val Leu His Asp lie His Leu Lys 
100 105 110 

Gly Ser Gly Arg Thr Gin Phe Ser Arg Gly Ala Asp Gly Arg Ala Val 
115 120 125 

Leu Gly Pro Val Leu Arg Glu Tyr He He Ser Glu Ala Met His Ala 
130 135 140 

Leu Gly Val Pro Thr Thr Arg Ser Leu Ala Val He Ser Thr Gly Arg 
145 150 155 160 

Lys He Gin Arg Gly Ser Val Ala Pro Gly Ala Val Leu Val Arg Val 
165 170 175 

Ala Thr Ser Leu He Arg Val Gly Ser Phe Gin Tyr Ser Asn He Ser 
180 185 190 

Gly Gly He Glu Leu Ser Gin His Leu Ala Asn Tyr Thr He Thr Arg 
195 200 205 

His Phe Pro Ser Leu Val Ala Glu Leu Ser Ala Pro Thr Pro Ala Thr 
210 215 220 

Tyr Val Ser Leu Phe Lys Ala He Leu Gin Arg Gin Ala Asp Thr Val 
225 230 235 240 

Gly Lys Trp Thr Arg Leu Gly Phe Val His Gly Ala Leu Asn Thr Asp 
245 250 255 

Asn Thr Leu He Ser Gly Glu Thr Val Asp Tyr Gly Pro Cys Ala Phe 
260 265 270 

Met Glu Arg Tyr Arg Gly Asp Ala Lys Phe Ser Ser He Asp Thr Tyr 
275 280 285 

Gly Arg Tyr Lys Phe Glu Asn Gin Pro Met He Leu Gly Trp Asn Met 
290 295 300 

Ala Arg Leu Val Glu Thr Leu Leu Pro Leu Leu Gly Ala Thr Pro Asp 
305 310 315 320 



Glu Gly Met Thr Ala Ala Gin Glu Ala Leu Val Glu Phe Asp Asp Leu 
325 330 335 



Cys Glu Gin Ala He Arg Lys Glu Phe Ala Thr Ala Leu Gly Leu Asp 
340 345 350 
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Glu Ser Asp Thr Gly 
355 

His Asn Pro Asp lie 
370 

Ala Pro Pro Ser Gly 
385 

Asp Pro Asp lie Glu 
405 

Arg Asn His Leu Val 
420 

Leu Glu Lys Phe His 
435 

Pro Thr Ala Gly Pro 
450 

Glu Glu Asp Tyr Met 
465 



Thr Val Glu Gin Phe Arg 
360 

Thr Thr Leu Leu Arg Ala 
375 

Phe Glu Ala Phe Val His 
390 395 

Ala Met Arg Ala Val Asn 
410 

Glu Ala Ala Leu Ala Asp 
425 

Glu Leu Leu Ala Ala Val 
440 

Asp Glu Leu Arg Leu Pro 
455 

Thr Phe Cys Gly Thr 
470 



Glu Leu Leu Tyr Leu 
365 

Leu Thr Asp Asn Thr 
380 

Asp Trp Lys Thr Gin 
400 

Pro Leu Phe lie Pro 
415 

Ala Val Glu Gly Asn 
430 

Thr Asn Pro Phe Asp 
445 

Ser Glu Glu Gly Phe 
460 



<210> 533 
<211> 1236 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 
<221> CDS 

<222> (101) . . (1213) 
<223> RXC01703 

gUagacaaa tgggtaaaca gagctgacct agcggaatcc gccatcaacg aaaggcattc 60 

cgcgagggtt tggggtctgc ctcgaacaaa tcttgggttt gtg gca tgg cca tec 
y y Val Ala Trp Pro Ser 

1 5 



aac gec aaa gaa aaa ctg ttt ate cac tgg cac tac tgg tgg caa gcg 
Asn Ala Lys Glu Lys Leu Phe He His Trp His Tyr Trp Trp Gin Ala 
10 15 20 

cat tat eta gac tgc ctg gtg gat get get cgt cga cgc ace aca aag 
His Tyr Leu Asp Cys Leu Val Asp Ala Ala Arg Arg Arg Thr Thr Lys 
25 30 35 

gec cgt cgc gac cgc ate agg gac acc ate cgc ggc att teg gtg cgc 
Ala Arg Arg Asp Arg He Arg Asp Thr He Arg Gly He Ser Val Arg 
40 45 50 

aat gtg ggc aag ctg acc teg aat cgt tat tac gac gac aaa get tgg 
Asn Val Gly Lys Leu Thr Ser Asn Arg Tyr Tyr Asp Asp Lys Ala Trp 
55 60 65 

ctg gee ctt get ett ggg cgt gec gga aaa gtg cga aag gtg cgc aca 
Leu Ala Leu Ala Leu Gly Arg Ala Gly Lys Val Arg Lys Val Arg Thr 



115 



163 



211 



259 



307 



355 
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70 75 80 85 

cca aaa tea ttg ccc teg ttg gaa caa aac ate gtc gat ggc att gat 403 
Pro Lys Ser Leu Pro Ser Leu Glu Gin Asn lie Val Asp Gly lie Asp 
90 95 100 

tec ctt act ggt gtg ctg ccg tgg cgt tec ggc gaa ace ttc tac aac 451 
Ser Leu Thr Gly Val Leu Pro Trp Arg Ser Gly Glu Thr Phe Tyr Asn 
105 110 115 

gtt ccc tec aac ggt cct get gcg ate atg atg gec cgc acc gac cgt 4 99 
Val Pro Ser Asn Gly Pro Ala Ala lie Met Met Ala Arg Thr Asp Arg 
120 125 130 

ttg gac gag get atg aaa ate acc gat tgg att ttt gac aac ctg ate 547 
Leu Asp Glu Ala Met Lys lie Thr Asp Trp He Phe Asp Asn Leu He 
135 140 145 

gat ggc gac ggc ctt gtg atg gac gga ttg cgc atg cgc atg cac gga 595 
Asp Gly Asp Gly Leu Val Met Asp Gly Leu Arg Met Arg Met His Gly 
150 155 160 165 

cct gag ctt gtc cgt tec ate cac ccg tat tgc caa ggt gtc gec att 643 
Pro Glu Leu Val Arg Ser He His Pro Tyr Cys Gin Gly Val Ala He 
170 175 180 

ggt gcg tgt ttg gaa att get etc aaa ctg cgt gag cgc gca ggc ttg 691 
Gly Ala Cys Leu Glu He Ala Leu Lys Leu Arg Glu Arg Ala Gly Leu 
185 190 195 

acc act act gtg gtg gat cac tgg teg gat gee gat aag gca gaa gac 739 
Thr Thr Thr Val Val Asp His Trp Ser Asp Ala Asp Lys Ala Glu Asp 
200 205 210 

tec etc aaa tac ttt gca cac ate cac get gtg gtt cag get gtg teg 787 
Ser Leu Lys Tyr Phe Ala His He His Ala Val Val Gin Ala Val Ser 
215 220 225 

egg aag atg acc aac ttc cac ggc gtt att gat tgg gac acc ggt gac 835 
Arg Lys Met Thr Asn Phe His Gly Val Tie Asp Trp Asp Thr Gly Asp 
230 235 240 245 

ggc gac ggc ggt ttg ttc aag ggc att ttg gtc cgc tat tta get gat 883 
Gly Asp Gly Gly Leu Phe Lys Gly He Leu Val Arg Tyr Leu Ala Asp 
250 255 260 

gtg gee ate cgc ctg cct gac gat tea cca acc aac egg gaa acc aaa 931 
Val Ala He Arg Leu Pro Asp Asp Ser Pro Thr Asn Arg Glu Thr Lys 
265 270 275 

aag att gca gca cgc ctg gta ctg gaa teg gcg gaa age gta tgg aac 979 
Lys He Ala Ala Arg Leu Val Leu Glu Ser Ala Glu Ser Val Trp Asn 
280 285 290 

cac cga ttg gaa gtt gat ggc ctt ccg gta ttc gee aca gac tgg aca 1027 
His Arg Leu Glu Val Asp Gly Leu Pro Val Phe Ala Thr Asp Trp Thr 
295 300 305 

acg gat gca cgc ctg cca caa aac ttt ggt ttg agt tec tct agt ttg 1075 
Thr Asp Ala Arg Leu Pro Gin Asn Phe Gly Leu Ser Ser Ser Ser Leu 
310 315 320 325 
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agc gat ctg gtg agt gtt gtg cgc gtg gat gaa cgt gat ctg tec gtg 1123 
Ser Asp Leu Val Ser Val Val Arg Val Asp Glu Arg Asp Leu Ser Val 
330 335 340 

caa ttg tec ggt tgg atg etc atg gaa gca gca gcg aaa gtg gee gaa 1171 
Gin Leu Ser Gly Trp Met Leu Met Glu Ala Ala Ala Lys Val Ala Glu 
345 350 355 

gaa ctg gaa aac aac ggc aat agt tac acc ggt cgc tec cga 1213 
Glu Leu Glu Asn Asn Gly Asn Ser Tyr Thr Gly Arg Ser Arg 
360 365 370 

tagccccgat agtgtatgtg ctg 1236 



<210> 534 
<211> 371 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 534 

Val Ala Trp Pro Ser Asn Ala Lys ( 
1 5 



Glu Lys Leu Phe lie His Trp His 
10 15 



Tyr Trp Trp Gin Ala His Tyr Leu Asp Cys Leu Val Asp Ala Ala Arg 
20 25 30 

Arg Arg Thr Thr Lys Ala Arg Arg Asp Arg lie Arg Asp Thr lie Arg 
35 40 45 

Gly lie Ser Val Arg Asn Val Gly Lys Leu Thr Ser Asn Arg Tyr Tyr 
50 55 60 

Asp Asp Lys Ala Trp Leu Ala Leu Ala Leu Gly Arg Ala Gly Lys Val 
65 70 75 80 

Arg Lys Val Arg Thr Pro Lys Ser Leu Pro Ser Leu Glu Gin Asn lie 
85 90 95 

Val Asp Gly He Asp Ser Leu Thr Gly Val Leu Pro Trp Arg Ser Gly 
100 105 110 

Glu Thr Phe Tyr Asn Val Pro Ser Asn Gly Pro Ala Ala He Met Met 
115 120 125 

Ala Arg Thr Asp Arg Leu Asp Glu Ala Met Lys He Thr Asp Trp He 
130 135 140 

Phe Asp Asn Leu He Asp Gly Asp Gly Leu Val Met Asp Gly Leu Arg 
145 150 155 160 

Met Arg Met His Gly Pro Glu Leu Val Arg Ser He His Pro Tyr Cys 
165 170 175 

Gin Gly Val Ala He Gly Ala Cys Leu Glu He Ala Leu Lys Leu Arg 
180 185 190 



Glu Arg Ala Gly Leu Thr Thr Thr Val Val Asp His Trp Ser Asp Ala 
195 200 205 
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Asp Lys Ala Glu 
210 

Val Gin Ala Val 
225 

Trp Asp Thr Gly 



Arg Tyr Leu Ala 
260 

Asn Arg Glu Thr 
275 

Glu Ser Val Trp 
290 

Ala Thr Asp Trp 
305 

Ser Ser Ser Ser 



Arg Asp Leu Ser 
340 

Ala Lys Val Ala 
355 

Arg Ser Arg 
370 



Asp Ser Leu Lys 
215 

Ser Arg Lys Met 
230 

Asp Gly Asp Gly 
245 

Asp Val Ala lie 



Lys Lys lie Ala 
280 

Asn His Arg Leu 
295 

Thr Thr Asp Ala 
310 

Leu Ser Asp Leu 
325 

Val Gin Leu Ser 



Glu Glu Leu Glu 
360 



Tyr Phe Ala His 
220 

Thr Asn Phe His 
235 

Gly Leu Phe Lys 
250 

Arg Leu Pro Asp 
265 

Ala Arg Leu Val 



Glu Val Asp Gly 

300 

Arg Leu Pro Gin 
315 

Val Ser Val Val 
330 

Gly Trp Met Leu 
345 

Asn Asn Gly Asn 



lie His Ala Val 



Gly Val lie Asp 
240 

Gly lie Leu Val 
255 

Asp Ser Pro Thr 
270 

Leu Glu Ser Ala 
285 

Leu Pro Val Phe 



Asn Phe Gly Leu 
320 

Arg Val Asp Glu 
335 

Met Glu Ala Ala 
350 

Ser Tyr Thr Gly 
365 



<210> 


535 












<211> 


800 












<212> 


DNA 












<213> 


Corynebacterium glutamicum 












<220> 














<221> 


CDS 












<222> 


(1) . . (777) 












<223> 


RXC02254 












<400> 


535 












ate gec gtt gec gaa gaa ggc gga ttg 


tgg 


gaa aac 


etc 


ctg 


cag 


lie Ala Val Ala Glu Glu Gly Gly Leu 


Trp 


Glu Asn 


Leu 


Leu 


Gin 


1 


5 


10 








15 



48 



cgc ttc ggt gga cat ggt gcg eta get ggt cac gec ttg gga aac etc 96 
Arg Phe Gly Gly His Gly Ala Leu Ala Gly His Ala Leu Gly Asn Leu 
20 25 30 

gtg ate gcg gcg ttg acc gac att ttg ggc ace tec cag cat gcg ctt 144 
Val He Ala Ala Leu Thr Asp He Leu Gly Thr Ser Gin His Ala Leu 
35 40 45 

gat caa ate get caa etc get gga gec aaa gga cgc ate ate ccg gta 192 
Asp Gin He Ala Gin Leu Ala Gly Ala Lys Gly Arg He He Pro Val 
50 55 60 
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tgt get gaa cct ttg gat ctt gaa gcg gaa gta tea ggt eta gac tct 
Cys Ala Glu Pro Leu Asp Leu Glu Ala Glu Val Ser Gly Leu Asp Ser 
65 70 75 80 

gat get cga gtc atg cgt caa gtt cgt ggt caa gtg gcg gta get gca 
Asp Ala Arg Val Met Arg Gin Val Arg Gly Gin Val Ala Val Ala Ala 
85 90 95 

acc ccc ggg cag gtg cga cgc gtt cga ate att ccg gac aat cca gaa 
Thr Pro Gly Gin Val Arg Arg Val Arg He He Pro Asp Asn Pro Glu 
100 105 HO 

ccg aac ccc get gee ate gag gee att etc gat gca gat ttg gtc acc 
Pro Asn Pro Ala Ala He Glu Ala He Leu Asp Ala Asp Leu Val Thr 
115 120 125 

ctt ggc cca ggt tec tgg ttc tec tct gtg att cca cac att ttg gtc 
Leu Gly Pro Gly Ser Trp Phe Ser Ser Val He Pro His He Leu Val 
130 135 140 

cca ggg ate gtt gat gee ttg gcg cag aca aaa gca acc aaa acc gtg 
Pro Gly He Val Asp Ala Leu Ala Gin Thr Lys Ala Thr Lys Thr Val 
145 150 155 160 

gtg tta aac ctg acg tec gag cca ggg gag acc gcg gga ttc tct gca 
Val Leu Asn Leu Thr Ser Glu Pro Gly Glu Thr Ala Gly Phe Ser Ala 
165 170 175 



gat cca gca aag ctg tgt gca gcg ttg ctg gca agt ttt get gga gca 
Asp Pro Ala Lys Leu Cys Ala Ala Leu Leu Ala Ser Phe Ala Gly Ala 
245 250 255 

cga aag cgt taaggagtag gcgtgtcact gac 
Arg Lys Arg 



240 



288 



336 



384 



432 



480 



528 



gaa cga cac ate cat gtg etc cgc cag cat get cga aac ctt cag gtt 57 6 

Glu Arg His He His Val Leu Arg Gin His Ala Arg Asn Leu Gin Val 
180 185 190 

gac caa gtc att gtc gat gec aag aca ctg tec tea caa acc gaa cgc 624 

Asp Gin Val He Val Asp Ala Lys Thr Leu Ser Ser Gin Thr Glu Arg 

195 200 205 

aat cat gta gaa cga get get cgc acc ctt ggt gca gaa gtc tec ttc 672 

Asn His Val Glu Arg Ala Ala Arg Thr Leu Gly Ala Glu Val Ser Phe 
210 215 220 

cat gat gtc cag get gaa gat ggc cgt ggt cga ttc acc agt att cac 720 

His Asp Val Gin Ala Glu Asp Gly Arg Gly Arg Phe Thr Ser He His 

225 230 235 240 



768 



300 



<210> 536 
<211> 259 
<212> PRT 

<213> Corynebacterium glut ami cum 



<400> 536 

He Ala Val Ala Glu Glu Gly Gly Leu Trp Glu Asn Leu Leu Gin His 
15 10 15 
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Arg Phe Gly Gly His Gly Ala Leu Ala Gly His Ala Leu Gly Asn Leu 
20 25 30 

Val He Ala Ala Leu Thr Asp He Leu Gly Thr Ser Gin His Ala Leu 
35 40 45 

Asp Gin He Ala Gin Leu Ala Gly Ala Lys Gly Arg He He Pro Val 
50 55 60 

Cvs Ala Glu Pro Leu Asp Leu Glu Ala Glu Val Ser Gly Leu Asp Ser 
65 70 75 80 

Asp Ala Arg Val Met Arg Gin Val Arg Gly Gin Val Ala Val Ala Ala 
85 90 95 

Thr Pro Gly Gin Val Arg Arg Val Arg He He Pro Asp Asn Pro Glu 
100 105 HO 

Pro Asn Pro Ala Ala He Glu Ala He Leu Asp Ala Asp Leu Val Thr 
115 120 125 

Leu Gly Pro Gly Ser Trp Phe Ser Ser Val He Pro His He Leu Val 
130 135 140 

Pro Gly He Val Asp Ala Leu Ala Gin Thr Lys Ala Thr Lys Thr Val 
145 150 155 160 

Val Leu Asn Leu Thr Ser Glu Pro Gly Glu Thr Ala Gly Phe Ser Ala 
165 170 175 

Glu Arg His He His Val Leu Arg Gin His Ala Arg Asn Leu Gin Val 
180 185 190 

Asp Gin Val He Val Asp Ala Lys Thr Leu Ser Ser Gin Thr Glu Arg 
195 200 205 

Asn His Val Glu Arg Ala Ala Arg Thr Leu Gly Ala Glu Val Ser Phe 
210 215 220 

His Asp Val Gin Ala Glu Asp Gly Arg Gly Arg Phe Thr Ser He His 
225 230 235 240 

Asp Pro Ala Lys Leu Cys Ala Ala Leu Leu Ala Ser Phe Ala Gly Ala 
245 250 255 

Arg Lys Arg 



<210> 537 
<211> 1059 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1036) 
<223> RXC02255 

<400> 537 



BGI-126CP 



-763 - 



gtgtgcagcg ttgctggcaa gttttgctgg agcacgaaag cgttaaggag taggcgtgtc 60 

actgacgagt gatatcaaac aagaattggc gcaggtccat gtg gcc aaa aac agt 115 

Val Ala Lys Asn Ser 
1 5 

gtt cgt get gcg gaa gtg tct gca att tta agg ttt get ggt gag atg 163 
Val Arg Ala Ala Glu Val Ser Ala lie Leu Arg Phe Ala Gly Glu Met 
10 15 20 

caa get gtc ggc ggc aag ctg gtc ate gaa gca aat ttg gac age atg 211 
Gin Ala Val Gly Gly Lys Leu Val He Glu Ala Asn Leu Asp Ser Met 
25 30 35 



caa gtc ggt atg agg ctt cag gag ttt ate caa ggt ttg tac aac tct 
Gin Val Gly Met Arg Leu Gin Glu Phe He Gin Gly Leu Tyr Asn Ser 
40 45 50 

cga gtc gat gtg cac acc gtg aac ccg act gtg age agg aaa acg cca 
Arg Val Asp Val His Thr Val Asn Pro Thr Val Ser Arg Lys Thr Pro 
55 60 65 

egg tat ttg gtg cgc ate att gac aat gcc gat gaa att gcg cga cgc 
Arg Tyr Leu Val Arg He He Asp Asn Ala Asp Glu He Ala Arg Arg 
70 75 80 85 

acc gga ctg gtc acc agg tct gga cat gtg gtt aaa ggt eta gcg cct 
Thr Gly Leu Val Thr Arg Ser Gly His Val Val Lys Gly Leu Ala Pro 
90 95 100 



act cga atg ggt gcc cag aaa act cgc atg ttg tgg gaa gaa aaa cgc 
Thr Arg Met Gly Ala Gin Lys Thr Arg Met Leu Trp Glu Glu Lys Arg 
185 190 195 

ate aag egg gaa agt cga act ccg caa acc ggg ttg gcc aac ttc gac 
He Lys Arg Glu Ser Arg Thr Pro Gin Thr Gly Leu Ala Asn Phe Asp 
200 205 210 

gat gcc aat ctg cgc agg tea gcc cga gca gca gtt gcc get gca gcg 
Asp Ala Asn Leu Arg Arg Ser Ala Arg Ala Ala Val Ala Ala Ala Ala 
215 220 225 



259 



307 



355 



403 



tct gtg gtc age gga aca ate agt gac get gaa get gca tgg cgc ggt 451 
Ser Val Val Ser Gly Thr He Ser Asp Ala Glu Ala Ala Trp Arg Gly 
105 HO H5 

gcg ttt eta gcc aat gga tct tta agt gat cca ggt cgt tec tct teg 499 
Ala Phe Leu Ala Asn Gly Ser Leu Ser Asp Pro Gly Arg Ser Ser Ser 
120 125 130 

ttg gag gtg ttg tgt cct ggt caa gaa tea gca ttg gca ctg gtt gga 
Leu Glu Val Leu Cys Pro Gly Gin Glu Ser Ala Leu Ala Leu Val Gly 
135 140 145 

tgt gcg cga aga att ggg ate gcg gcg aaa acg aaa gat tct cga gga 
Cys Ala Arg Arg He Gly He Ala Ala Lys Thr Lys Asp Ser Arg Gly 
150 155 160 165 

ttt gat cgc gtc aat gtt cgt gat gcg gaa gca att ggg gca ctg etc 643 
Phe Asp Arg Val Asn Val Arg Asp Ala Glu Ala He Gly Ala Leu Leu 
170 175 180 



547 



595 



691 



739 



787 
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agg gta gaa cgc gcc atg aag att ctt ggt gat gat gtt cct gag cat 835 
Arg Val Glu Arg Ala Met Lys lie Leu Gly Asp Asp Val Pro Glu His 
230 235 240 245 

ttg get gag get gga cag ctg cgt gtg cag cac cgt cag gca teg ttg 883 
Leu Ala Glu Ala Gly Gin Leu Arg Val Gin His Arg Gin Ala Ser Leu 
250 255 260 

gag gag ttg ggc egg ttg get gat cct caa atg acc aag gat get gtg 931 
Glu Glu Leu Gly Arg Leu Ala Asp Pro Gin Met Thr Lys Asp Ala Val 
265 270 275 

gcc ggt cgt att cgt cgt ctt ttg acg atg gca gat aag cgc gcc gaa 979 
Ala Gly Arg lie Arg Arg Leu Leu Thr Met Ala Asp Lys Arg Ala Glu 
280 285 290 

gat ctg aag att cct gat aca aat tct gtt gtg acg gaa gat ttg ttg 1027 
Asp Leu Lys lie Pro Asp Thr Asn Ser Val Val Thr Glu Asp Leu Leu 
295 300 305 

gaa gaa att tagatgattg aagcctaaaa acg 1059 

Glu Glu lie 

310 



<210> 538 
<211> 312 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 538 

Val Ala Lys Asn Ser Val Arg Ala Ala Glu Val Ser Ala lie Leu Arg 
15 10 15 

Phe Ala Gly Glu Met Gin Ala Val Gly Gly Lys Leu Val lie Glu Ala 
20 25 30 

Asn Leu Asp Ser Met Gin Val Gly Met Arg Leu Gin Glu Phe lie Gin 
35 40 45 

Gly Leu Tyr Asn Ser Arg Val Asp Val His Thr Val Asn Pro Thr Val 
50 55 60 

Ser Arg Lys Thr Pro Arg Tyr Leu Val Arg lie lie Asp Asn Ala Asp 
65 70 75 80 

Glu lie Ala Arg Arg Thr Gly Leu Val Thr Arg Ser Gly His Val Val 
85 90 95 

Lys Gly Leu Ala Pro Ser Val Val Ser Gly Thr lie Ser Asp Ala Glu 
100 105 110 

Ala Ala Trp Arg Gly Ala Phe Leu Ala Asn Gly Ser Leu Ser Asp Pro 
115 120 125 

Gly Arg Ser Ser Ser Leu Glu Val Leu Cys Pro Gly Gin Glu Ser Ala 
130 135 140 

Leu Ala Leu Val Gly Cys Ala Arg Arg lie Gly lie Ala Ala Lys Thr 
145 150 155 160 
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Lys Asp Ser Arg 



lie Gly Ala Leu 
180 

Trp Glu Glu Lys 
195 

Leu Ala Asn Phe 
210 

Val Ala Ala Ala 

225 

Asp Val Pro Glu 



Arg Gin Ala Ser 
260 

Thr Lys Asp Ala 
275 

Asp Lys Arg Ala 
290 

Thr Glu Asp Leu 
305 



Gly Phe Asp Arg 
165 

Leu Thr Arg Met 



Arg lie Lys Arg 
200 

Asp Asp Ala Asn 
215 

Ala Arg Val Glu 
230 

His Leu Ala Glu 
245 

Leu Glu Glu Leu 



Val Ala Gly Arg 
280 

Glu Asp Leu Lys 
295 

Leu Glu Glu lie 
310 



Val Asn Val Arg 
170 

Gly Ala Gin Lys 
185 

Glu Ser Arg Thr 



Leu Arg Arg Ser 
220 

Arg Ala Met Lys 

235 

Ala Gly Gin Leu 
250 

Gly Arg Leu Ala 
265 

lie Arg Arg Leu 



lie Pro Asp Thr 
300 



Asp Ala Glu Ala 
175 

Thr Arg Met Leu 
190 

Pro Gin Thr Gly 
205 

Ala Arg Ala Ala 



lie Leu Gly Asp 
240 

Arg Val Gin His 
255 

Asp Pro Gin Met 
270 

Leu Thr Met Ala 
285 

Asn Ser Val Val 



<210> 


539 


<211> 


681 


<212> 


DNA 


<213> 


Corynebacterium 


<220> 




<221> 


CDS 


<222> 


(101) . . (658) 


<223> 


RXC02435 


<400> 


539 



tcatgaatgt agaacggatt tatcgacaag cgccagcaag tacgttgatc tctttagcca 60 

tcatcgctgt gtacgcagtg cggccattca atcgagatca gtg aca gac aac ctg 115 

Val Thr Asp Asn Leu 
1 5 



ggt tea acc agt ate ggt gac gcg tgg att ctg tac gca ccg ctg atg 
Gly Ser Thr Ser lie Gly Asp Ala Trp lie Leu Tyr Ala Pro Leu Met 
10 15 20 



163 



gat gat ggt ggc ttt ggt cca ctg cgt gec ate gga gga atg ttc ctg 211 
Asp Asp Gly Gly Phe Gly Pro Leu Arg Ala lie Gly Gly Met Phe Leu 
25 30 35 



cac att ggc ccc ggg cac atg ctg ttg aac ctt gtg ttg ttg tgg ttg 
His lie Gly Pro Gly His Met Leu Leu Asn Leu Val Leu Leu Trp Leu 
40 45 50 



259 
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ctg gga aga gaa att gaa cga gac ttc ggt tct gcg ctt ttc act gcg 
Leu Gly Arg Glu lie Glu Arg Asp Phe Gly Ser Ala Leu Phe Thr Ala 
55 60 65 



307 



atg tac ttt gtg ggc ggt att ggt gcg tct gca get gtc ate tgg atg 355 
Met Tyr Phe Val Gly Gly He Gly Ala Ser Ala Ala Val He Trp Met 
70 75 80 85 



gat ccc tat tea ccg aca gca ggt get tec ggc gee att tac gec atg 

Asp Pro Tyr Ser Pro Thr Ala Gly Ala Ser Gly Ala He Tyr Ala Met 

90 95 100 

atg get att ttg gtg ggg ctt ttt gtg tta aga age gcg gat ate cga 

Met Ala He Leu Val Gly Leu Phe Val Leu Arg Ser Ala Asp He Arg 

105 110 115 

gca ccc ttg ate ctt ate gee ate aac ate gee tat acc ttg atg tec 

Ala Pro Leu He Leu He Ala He Asn He Ala Tyr Thr Leu Met Ser 

120 125 130 

acc aat gtt tct ctg tgg gga cac ctt gga ggt ttg ate act gga get 

Thr Asn Val Ser Leu Trp Gly His Leu Gly Gly Leu He Thr Gly Ala 

135 140 145 

tta att act tgg cca atg gtt aaa gcg aaa act caa aga aca egg tgg 

Leu He Thr Trp Pro Met Val Lys Ala Lys Thr Gin Arg Thr Arg Trp 

150 155 160 165 

att ate gtg etc att ggt ttt get gta gtt gtg get get gtc att eta 

He He Val Leu He Gly Phe Ala Val Val Val Ala Ala Val He Leu 

170 175 180 

gga att gac egg gtg tagacacatt ccgcccattg ccc 
Gly He Asp Arg Val 
185 



403 



451 



499 



547 



595 



643 



681 



<210> 540 
<211> 186 
<212> PRT 
<213> Corynebad 

<400> 540 
Val Thr Asp Asn 
1 

Tyr Ala Pro Leu 
20 

Gly Gly Met Phe 
35 

Val Leu Leu Trp 
50 

Ala Leu Phe Thr 
65 

Ala Val He Trp 



erium glutamicum 



Leu Gly Ser Thr 
5 

Met Asp Asp Gly 



Leu His He Gly 
40 

Leu Leu Gly Arg 
55 

Ala Met Tyr Phe 
70 

Met Asp Pro Tyr 
85 



Ser He Gly Asp 
10 

Gly Phe Gly Pro 
25 

Pro Gly His Met 



Glu He Glu Arg 
60 

Val Gly Gly He 
75 

Ser Pro Thr Ala 
90 



Ala Trp He Leu 
15 

Leu Arg Ala He 
30 

Leu Leu Asn Leu 
45 

Asp Phe Gly Ser 



Gly Ala Ser Ala 
80 

Gly Ala Ser Gly 
95 
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Ala lie Tyr Ala 
100 

Ser Ala Asp lie 
115 

Tyr Thr Leu Met 
130 

Leu lie Thr Gly 
145 

Gin Arg Thr Arg 



Ala Ala Val lie 
180 



Met Met Ala lie 



Arg Ala Pro Leu 
120 

Ser Thr Asn Val 
135 

Ala Leu lie Thr 
150 

Trp lie lie Val 
165 

Leu Gly lie Asp 



Leu Val Gly Leu 
105 

lie Leu lie Ala 



Ser Leu Trp Gly 
140 

Trp Pro Met Val 
155 

Leu lie Gly Phe 
170 

Arg Val 

185 



Phe Val Leu Arg 
110 

lie Asn lie Ala 
125 

His Leu Gly Gly 



Lys Ala Lys Thr 
160 

Ala Val Val Val 
175 



<210> 541 
<211> 681 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (658) 

<223> FRXA02435 

<400> 541 

tcatgaatgt agaacggatt tatcgacaag cgccagcaag tacgttgatc tctttagcca 60 

tcatcgctgt gtacgcagtg cggccattca atcgagatca gtg aca gac aac ctg 115 

Val Thr Asp Asn Leu 
1 5 

ggt tea acc agt ate ggt gac gcg tgg att ctg tac gca ccg ctg atg 163 
Gly Ser Thr Ser lie Gly Asp Ala Trp lie Leu Tyr Ala Pro Leu Met 
10 15 20 

gat gat ggt ggc ttt ggt cca ctg cgt gec ate gga gga atg ttc ctg 211 
Asp Asp Gly Gly Phe Gly Pro Leu Arg Ala lie Gly Gly Met Phe Leu 
25 30 35 

cac att ggc ccc ggg cac atg ctg ttg aac ctt gtg ttg ttg tgg ttg 259 
His lie Gly Pro Gly His Met Leu Leu Asn Leu Val Leu Leu Trp Leu 
40 45 50 

ct g gg a a ^ a <? aa att <? aa cc ? a g ac ttc tct 9 C< ? ctt ttc act 9 C 9 ^07 

Leu Gly Arg Glu lie Glu Arg Asp Phe Gly Ser Ala Leu Phe Thr Ala 
55 60 65 

atg tac ttt gtg ggc ggt att ggt gcg tct gca get gtc ate tgg atg 355 
Met Tyr Phe Val Gly Gly lie Gly Ala Ser Ala Ala Val lie Trp Met 
70 75 80 85 

gat ccc tat tea ccg aca gca ggt get tec ggc gec att tac gec atg 403 
Asp Pro Tyr Ser Pro Thr Ala Gly Ala Ser Gly Ala lie Tyr Ala Met 
90 95 100 



atg get att ttg gtg ggg ctt ttt gtg tta aga age gcg gat ate cga 



451 
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Met Ala lie Leu Val Gly Leu Phe Val Leu Arg Ser Ala Asp lie Arg 
105 110 115 

gca ccc ttg ate ctt ate gec ate aac ate gee tat acc ttg atg tec 499 
Ala Pro Leu lie Leu lie Ala lie Asn lie Ala Tyr Thr Leu Met Ser 
120 125 130 

acc aat gtt tct ctg tgg gga cac ctt gga ggt ttg ate act gga get 547 
Thr Asn Val Ser Leu Trp Gly His Leu Gly Gly Leu lie Thr Gly Ala 
135 140 145 

tta att act tgg cca atg gtt aaa gcg aaa act caa aga aca egg tgg 595 
Leu lie Thr Trp Pro Met Val Lys Ala Lys Thr Gin Arg Thr Arg Trp 
150 155 160 165 

att ate gtg etc att ggt ttt get gta gtt gtg get get gtc att eta 643 
lie lie Val Leu lie Gly Phe Ala Val Val Val Ala Ala Val lie Leu 
170 175 180 

gga att gac egg gtg tagacacatt ccgcccattg ccc 681 
Gly lie Asp Arg Val 
185 



<210> 542 
<211> 186 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 542 

Val Thr Asp Asn Leu Gly Ser Thr Ser lie Gly Asp Ala Trp lie Leu 
15 10 15 

Tyr Ala Pro Leu Met Asp Asp Gly Gly Phe Gly Pro Leu Arg Ala lie 
20 25 30 

Gly Gly Met Phe Leu His lie Gly Pro Gly His Met Leu Leu Asn Leu 
35 40 45 

Val Leu Leu Trp Leu Leu Gly Arg Glu lie Glu Arg Asp Phe Gly Ser 
50 55 60 

Ala Leu Phe Thr Ala Met Tyr Phe Val Gly Gly lie Gly Ala Ser Ala 
65 70 75 80 

Ala Val lie Trp Met Asp Pro Tyr Ser Pro Thr Ala Gly Ala Ser Gly 
85 90 95 

Ala lie Tyr Ala Met Met Ala He Leu Val Gly Leu Phe Val Leu Arg 
100 105 110 

Ser Ala Asp He Arg Ala Pro Leu He Leu He Ala He Asn He Ala 
115 120 125 

Tyr Thr Leu Met Ser Thr Asn Val Ser Leu Trp Gly His Leu Gly Gly 
130 135 140 

Leu He Thr Gly Ala Leu He Thr Trp Pro Met Val Lys Ala Lys Thr 
145 150 155 160 

Gin Arg Thr Arg Trp He He Val Leu He Gly Phe Ala Val Val Val 
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165 170 175 



Ala Ala Val lie Leu Gly lie Asp Arg Val 
180 185 



<210> 543 
<211> 1141 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1111) 
<223> RXC03216 

<400> 543 

gctgtatcac agtcagctgc agcaggtggc gaaaccgttg cggtcccagc ggctgctctg 60 

atccctgcaa acaactagaa actattcaga aagcatcacc atg aaa etc ggt etc 115 

Met Lys Leu Gly Leu 
1 5 

tac aac gcg ate ttc cac gac cgc acc ctg cca gaa gcg etc gca gee 163 
Tyr Asn Ala lie Phe His Asp Arg Thr Leu Pro Glu Ala Leu Ala Ala 
10 15 20 

ate aaa get gca ggt etc acc gga att gaa etc aac acc ggc gga ttt 211 
lie Lys Ala Ala Gly Leu Thr Gly lie Glu Leu Asn Thr Gly Gly Phe 
25 30 35 

ttg cct gca acc cac ate ceg acc ate gat gac ate ctg gtc age gat 259 
Leu Pro Ala Thr His He Pro Thr lie Asp Asp He Leu Val Ser Asp 
40 45 50 

gat gee cgc gat gaa ttc etc ggg att ttc gaa ggc acc ggc gtc gac 307 
Asp Ala Arg Asp Glu Phe Leu Gly He Phe Glu Gly Thr Gly Val Asp 
55 60 65 

ate tac ggc ctt aac tgc aac ggc aac ceg ctt cac ccc aac aag gcg 355 
He Tyr Gly Leu Asn Cys Asn Gly Asn Pro Leu His Pro Asn Lys Ala 
70 75 80 85 

ate ggg gac aag cat gec gaa gac att cga cgt tec ate cgc etc gca 4 03 
He Gly Asp Lys His Ala Glu Asp He Arg Arg Ser He Arg Leu Ala 
90 95 100 

gag cgc etc ggc caa aac cgt gtg gtc acc atg tct ggt ctt cct ggt 451 
Glu Arg Leu Gly Gin Asn Arg Val Val Thr Met Ser Gly Leu Pro Gly 
105 110 115 

ggc gaa cca ggc gcg aag tac acc aac tgg gtt gtc aac gcg tgg aac 499 
Gly Glu Pro Gly Ala Lys Tyr Thr Asn Trp Val Val Asn Ala Trp Asn 
120 125 130 

tec gca gee ttg gat gtc ctt gat tac caa tgg gat ate gca get gaa 547 
Ser Ala Ala Leu Asp Val Leu Asp Tyr Gin Trp Asp He Ala Ala Glu 
135 140 ~ 145 



ttc tgg cgc gag acc gac cgc ttc gee gca gat cac ggc gtg aaa gtg 
Phe Trp Arg Glu Thr Asp Arg Phe Ala Ala Asp His Gly Val Lys Val 



595 
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150 I 55 



160 165 



get ctt gag ctg cac cca cag aac ate gtg ttc aac tec get gae gtg 
Ala Leu Glu Leu His Pro Gin Asn He Val Phe Asn Ser Ala Asp Val 
170 175 180 



cat aag etc ate gat etc aec ggc gee ace cae gtg gge gtc gaa ctg 
His Lys Leu He Asp Leu Thr Gly Ala Thr His Val Gly Val Glu Leu 
185 190 195 

gat gca tea cac ctg ttc tgg cag cag atg gae eea ate get gtg att 
Asp Ala Ser His Leu Phe Trp Gin Gin Met Asp Pro He Ala Val He 



200 



205 210 



gat cae etc gge gag etc ate ttc cae gee gee gee aaa gae gtg ega 
Asp His Leu Gly Glu Leu He Phe His Ala Ala Ala Lys Asp Val Arg 



215 



220 225 



att aat aag gaa tgg get cag etc aae ggt gtg ctg gae aac age ttc 
Val Asn Lys Glu Trp Ala Gin Leu Asn Gly Val Leu Asp Asn Ser Phe 
230 235 2 40 245 

cga cgc ctt gae eca tec gaa aae cge ace aac ttg gge gge gae gag 
Arg Arg Leu Asp Pro Ser Glu Asn Arg Thr Asn Leu Gly Gly Asp Glu 
^ 255 260 



250 



tqq acq aat gaa tgg cca aag aac tct get tgg gat ttc gtt get ctg 
?S Ala Asn Glu Trp Pro Lys Asn Ser Ala Trp Asp Phe Val Ala Leu 
265 270 275 

ggc cge ggt cat gae gtt get tac tgg ace gaa ttc etc cgc gca ctt 
Gly Arg Gly His Asp Val Ala Tyr Trp Thr Glu Phe Leu Arg Ala Leu 
280 285 290 

cae cge gtc gat cca aae atg ctg gtc aac ate gaa cac gag gat gtt 
His Arg Val Asp Pro Asn Met Leu Val Asn He Glu His Glu Asp Val 
295 300 305 

tea etc ggt cge gaa gaa gge gtc aac gaa gec get aag gtg ctg ate 
Ser Leu Gly Arg Glu Glu Gly Val Asn Glu Ala Ala Lys Val Leu He 
310 315 320 ^ 

gag gee aac aag gca etc gaa gag tec ctg gtt tct taaaaaaact 
Glu Ala Asn Lys Ala Leu Glu Glu Ser Leu Val Ser 
330 335 

acgcctgccc cgcaacgctt 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1075 



1121 



1141 



<210> 544 
<211> 337 
<212> PRT 

<213> Corynebacterium glut ami cum 



<400> 544 

Met Lys Leu Gly Leu Tyr Asn Ala 
1 5 

Glu Ala Leu Ala Ala He Lys Ala 
20 



He Phe His Asp Arg Thr Leu Pro 
10 15 

Ala Gly Leu Thr Gly He Glu Leu 
25 30 
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Asn Thr Gly Gly Phe Leu Pro Ala Thr His lie Pro Thr lie Asp Asp 
35 40 45 

lie Leu Val Ser Asp Asp Ala Arg Asp Glu Phe Leu Gly lie Phe Glu 
50 55 60 

Gly Thr Gly Val Asp lie Tyr Gly Leu Asn Cys Asn Gly Asn Pro Leu 
65 70 75 80 

His Pro Asn Lys Ala lie Gly Asp Lys His Ala Glu Asp lie Arg Arg 
8 5 90 95 

Ser lie Arg Leu Ala Glu Arg Leu Gly Gin Asn Arg Val Val Thr Met 
100 105 110 

Ser Gly Leu Pro Gly Gly Glu Pro Gly Ala Lys Tyr Thr Asn Trp Val 
115 120 125 

Val Asn Ala Trp Asn Ser Ala Ala Leu Asp Val Leu Asp Tyr Gin Trp 
130 135 140 

Asp lie Ala Ala Glu Phe Trp Arg Glu Thr Asp Arg Phe Ala Ala Asp 
145 150 155 160 

His Gly Val Lys Val Ala Leu Glu Leu His Pro Gin Asn lie Val Phe 
165 170 175 

Asn Ser Ala Asp Val His Lys Leu lie Asp Leu Thr Gly Ala Thr His 
180 185 190 

Val Gly Val Glu Leu Asp Ala Ser His Leu Phe Trp Gin Gin Met Asp 
195 200 205 

Pro lie Ala Val lie Asp His Leu Gly Glu Leu lie Phe His Ala Ala 
210 215 220 

Ala Lys Asp Val Arg Val Asn Lys Glu Trp Ala Gin Leu Asn Gly Val 
225 230 235 240 

Leu Asp Asn Ser Phe Arg Arg Leu Asp Pro Ser Glu Asn Arg Thr Asn 
245 250 255 

Leu Gly Gly Asp Glu Trp Ala Asn Glu Trp Pro Lys Asn Ser Ala Trp 
260 265 270 

Asp Phe Val Ala Leu Gly Arg Gly His Asp Val Ala Tyr Trp Thr Glu 
275 280 285 

Phe Leu Arg Ala Leu His Arg Val Asp Pro Asn Met Leu Val Asn lie 
290 295 300 

Glu His Glu Asp Val Ser Leu Gly Arg Glu Glu Gly Val Asn Glu Ala 
305 310 315 320 

Ala Lys Val Leu lie Glu Ala Asn Lys Ala Leu Glu Glu Ser Leu Val 
325 330 335 



Ser 
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<210> 545 
<211> 1416 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101} . . (1393) 
<223> RXA02175 

<400> 545 

tgacatgcgc ttggcgcatc ccagttggta agaataaacg ggactacttc cgtaatccgg 60 

aagagttttt ttccgaacaa atatgtttga aagggatatc gtg get act gat aac 115 

Val Ala Thr Asp Asn 
1 5 

aac aag get gtc ctg cac tac ccc ggt ggc gag ttc gaa atg gac ate 163 
Asn Lys Ala Val Leu His Tyr Pro Gly Gly Glu Phe Glu Met Asp He 
10 15 20 

ate gag get tct gag ggt aac aac ggt gtt gtc ctg ggc aag atg ctg 211 
He Glu Ala Ser Glu Gly Asn Asn Gly Val Val Leu Gly Lys Met Leu 
25 30 35 

tct gag act gga ctg ate act ttt gac cca ggt tat gtg age act ggc 259 
Ser Glu Thr Gly Leu He Thr Phe Asp Pro Gly Tyr Val Ser Thr Gly 
40 45 50 

tec acc gag teg aag ate ace tac ate gat ggc gat gcg gga ate ctg 307 
Ser Thr Glu Ser Lys He Thr Tyr He Asp Gly Asp Ala Gly He Leu 
55 60 65 

cgt tac cgc ggc tat gac ate get gat ctg get gag aat gee acc ttc 355 
Arg Tyr Arg Gly Tyr Asp He Ala Asp Leu Ala Glu Asn Ala Thr Phe 
70 75 80 85 

aac gag gtt tct tac eta ctt ate aac ggt gag eta cca acc cca gat 403 
Asn Glu Val Ser Tyr Leu Leu He Asn Gly Glu Leu Pro Thr Pro Asp 
90 95 100 

gag ctt cac aag ttt aac gac gag att cgc cac cac acc ctt ctg gac 451 
Glu Leu His Lys Phe Asn Asp Glu He Arg His His Thr Leu Leu Asp 
105 110 115 

gag gac ttc aag tec cag ttc aac gtg ttc cca cgc gac get cac cca 4 99 
Glu Asp Phe Lys Ser Gin Phe Asn Val Phe Pro Arg Asp Ala His Pro 
120 125 130 

atg gca acc ttg get tec teg gtt aac att ttg tct acc tac tac cag 547 
Met Ala Thr Leu Ala Ser Ser Val Asn He Leu Ser Thr Tyr Tyr Gin 
135 140 145 

gac cag ctg aac cca etc gat gag gca cag ctt gat aag gca acc gtt 595 
Asp Gin Leu Asn Pro Leu Asp Glu Ala Gin Leu Asp Lys Ala Thr Val 
150 155 160 165 

cgc etc atg gca aag gtt cca atg ctg get gcg tac gca cac cgc gca 643 
Arg Leu Met Ala Lys Val Pro Met Leu Ala Ala Tyr Ala His Arg Ala 
170 175 180 
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cgc aag ggt get cct tac atg tac cca gac aac tec etc aat gcg cgt 691 
Arg Lys Gly Ala Pro Tyr Met Tyr Pro Asp Asn Ser Leu Asn Ala Arg 
185 190 195 

gag aac ttc ctg cgc atg atg ttc ggt tac cca acc gag cca tac gag 739 
Glu Asn Phe Leu Arg Met Met Phe Gly Tyr Pro Thr Glu Pro Tyr Glu 
200 205 210 

ate gac cca ate atg gtc aag get ctg gac aag ctg etc ate ctg cac 787 
lie Asp Pro lie Met Val Lys Ala Leu Asp Lys Leu Leu lie Leu His 
215 220 225 

get gac cac gag cag aac tgc tec acc tec acc gtt cgt atg ate ggt 835 
Ala Asp His Glu Gin Asn Cys Ser Thr Ser Thr Val Arg Met lie Gly 
230 235 240 245 

tec gca cag gee aac atg ttt gtc tec ate get ggt ggc ate aac get 883 
Ser Ala Gin Ala Asn Met Phe Val Ser He Ala Gly Gly He Asn Ala 
250 255 260 

ctg tec ggc cca ctg cac ggt ggc gca aac cag get gtt ctg gag atg 931 
Leu Ser Gly Pro Leu His Gly Gly Ala Asn Gin Ala Val Leu Glu Met 
265 270 275 

etc gaa gac ate aag age aac cac ggt ggc gac gca acc gag ttc atg 979 
Leu Glu Asp He Lys Ser Asn His Gly Gly Asp Ala Thr Glu Phe Met 
280 285 290 

aac aag gtc aag aac aag gaa gac ggc gtc cgc etc atg ggc ttc gga 1027 
Asn Lys Val Lys Asn Lys Glu Asp Gly Val Arg Leu Met Gly Phe Gly 
295 300 305 

cac cgc gtt tac aag aac tac gat cca cgt gca gca ate gtc aag gag 1075 
His Arg Val Tyr Lys Asn Tyr Asp Pro Arg Ala Ala lie Val Lys Glu 
310 315 320 325 

acc gca cac gag ate etc gag cac etc ggt ggc gac gat ctt ctg gat 1123 
Thr Ala His Glu He Leu Glu His Leu Gly Gly Asp Asp Leu Leu Asp 
330 335 340 

ctg gca ate aag ctg gaa gaa att gca ctg get gat gat tac ttc ate 1171 
Leu Ala He Lys Leu Glu Glu He Ala Leu Ala Asp Asp Tyr Phe He 
345 350 355 

tec cgc aag etc tac ccg aac gta gac ttc tac acc ggc ctg ate tac 1219 
Ser Arg Lys Leu Tyr Pro Asn Val Asp Phe Tyr Thr Gly Leu He Tyr 
360 365 370 

cgc gca atg ggc ttc cca act gac ttc ttc acc gta ttg ttc gca ate 1267 
Arg Ala Met Gly Phe Pro Thr Asp Phe Phe Thr Val Leu Phe Ala He 
375 380 385 

ggt cgt ctg cca gga tgg ate get cac tac cgc gag cag etc ggt gca 1315 
Gly Arg Leu Pro Gly Trp He Ala His Tyr Arg Glu Gin Leu Gly Ala 
390 395 400 405 

gca ggc aac aag ate aac cgc cca cgc cag gtc tac acc ggc aac gaa 1363 
Ala Gly Asn Lys He Asn Arg Pro Arg Gin Val Tyr Thr Gly Asn Glu 
410 415 420 



tec cgc aag ttg gtt cct cgc gag gag cgc taaatttagc ggatgattct 



1413 
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Ser Arg Lys Leu Val Pro Arg Glu Glu Arg 
425 430 



cgt 



1416 



<210> 546 
<211> 431 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 546 

Val Ala Thr Asp Asn Asn Lys Ala Val Leu His Tyr Pro Gly Gly Glu 
15 10 15 

Phe Glu Met Asp lie lie Glu Ala Ser Glu Gly Asn Asn Gly Val Val 
20 25 30 

Leu Gly Lys Met Leu Ser Glu Thr Gly Leu lie Thr Phe Asp Pro Gly 
35 40 45 

Tyr Val Ser Thr Gly Ser Thr Glu Ser Lys lie Thr Tyr lie Asp Gly 
50 55 60 

Asp Ala Gly lie Leu Arg Tyr Arg Gly Tyr Asp lie Ala Asp Leu Ala 
65 70 75 80 

Glu Asn Ala Thr Phe Asn Glu Val Ser Tyr Leu Leu lie Asn Gly Glu 
85 90 95 

Leu Pro Thr Pro Asp Glu Leu His Lys Phe Asn Asp Glu lie Arg His 
100 105 110 

His Thr Leu Leu Asp Glu Asp Phe Lys Ser Gin Phe Asn Val Phe Pro 
115 120 125 

Arg Asp Ala His Pro Met Ala Thr Leu Ala Ser Ser Val Asn lie Leu 
130 135 140 

Ser Thr Tyr Tyr Gin Asp Gin Leu Asn Pro Leu Asp Glu Ala Gin Leu 
145 150 155 160 

Asp Lys Ala Thr Val Arg Leu Met Ala Lys Val Pro Met Leu Ala Ala 
165 170 175 

Tyr Ala His Arg Ala Arg Lys Gly Ala Pro Tyr Met Tyr Pro Asp Asn 
180 185 190 

Ser Leu Asn Ala Arg Glu Asn Phe Leu Arg Met Met Phe Gly Tyr Pro 
195 200 205 

Thr Glu Pro Tyr Glu lie Asp Pro lie Met Val Lys Ala Leu Asp Lys 
210 215 220 

Leu Leu lie Leu His Ala Asp His Glu Gin Asn Cys Ser Thr Ser Thr 
225 230 235 240 

Val Arg Met lie Gly Ser Ala Gin Ala Asn Met Phe Val Ser lie Ala 
245 250 255 



Gly Gly lie Asn Ala Leu Ser Gly Pro Leu His Gly Gly Ala Asn Gin 
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260 265 270 

Ala Val Leu Glu Met Leu Glu Asp lie Lys Ser Asn His Gly Gly Asp 
275 280 285 

Ala Thr Glu Phe Met Asn Lys Val Lys Asn Lys Glu Asp Gly Val Arg 
290 295 300 

Leu Met Gly Phe Gly His Arg Val Tyr Lys Asn Tyr Asp Pro Arg Ala 
305 310 315 320 

Ala He Val Lys Glu Thr Ala His Glu He Leu Glu His Leu Gly Gly 
325 330 335 

Asp Asp Leu Leu Asp Leu Ala He Lys Leu Glu Glu He Ala Leu Ala 
340 345 350 

Asp Asp Tyr Phe He Ser Arg Lys Leu Tyr Pro Asn Val Asp Phe Tyr 
355 360 365 

Thr Gly Leu He Tyr Arg Ala Met Gly Phe Pro Thr Asp Phe Phe Thr 
370 375 380 

Val Leu Phe Ala He Gly Arg Leu Pro Gly Trp He Ala His Tyr Arg 
385 390 395 400 

Glu Gin Leu Gly Ala Ala Gly Asn Lys He Asn Arg Pro Arg Gin Val 
405 410 415 

Tyr Thr Gly Asn Glu Ser Arg Lys Leu Val Pro Arg Glu Glu Arg 
420 425 430 



<210> 547 
<211> 942 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (919) 

<223> RXA02621 

<400> 547 

atgtacctga ctggtgcgcg acacttcgct cactaaagtt tttaaagatt tcgcttgaag 60 

gcagaccata aggtctgcct tttcgcgtat taatgagtac atg tct gaa ctt att 115 

Met Ser Glu Leu He 
1 5 

tgt gga cca get att etc ttc gca cca get gga cgt get gag ate att 163 
Cys Gly Pro Ala He Leu Phe Ala Pro Ala Gly Arg Ala Glu He He 
10 15 20 

cca aaa gca gca teg aag gee gat atg gtc ate att gat ttg gaa gat 211 
Pro Lys Ala Ala Ser Lys Ala Asp Met Val He He Asp Leu Glu Asp 
25 30 35 

ggg gca ggg gag gta gac cgt gag gtc gec tac agg aac att aga gaa 25 9 
Gly Ala Gly Glu Val Asp Arg Glu Val Ala Tyr Arg Asn He Arg Glu 
40 45 50 
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tcg ggg ttg gat cct aaa cga acc att gtg aga acc gta ggg ccg age 
Ser Gly Leu Asp Pro Lys Arg Thr lie Val Arg Thr Val Gly Pro Ser 
55 60 65 



307 



gat cca cac ttt ttg get gac gtg gag atg gtg aag tec acg gat ttc 355 

Asp Pro His Phe Leu Ala Asp Val Glu Met Val Lys Ser Thr Asp Phe 

70 75 80 85 

aca ctt gtt atg gtt cct aaa ctt ctt ggc age gtg cct gag gaa tta 403 

Thr Leu Val Met Val Pro Lys Leu Leu Gly Ser Val Pro Glu Glu Leu 

90 95 100 

gat ggc etc aac att ate gec atg att gaa acc cct cag get gca acc 451 

Asp Gly Leu Asn lie lie Ala Met lie Glu Thr Pro Gin Ala Ala Thr 

105 110 115 

age att cct cag att get gcg gac cct aaa gtc gtt gga atg ttc tgg 4 99 

Ser lie Pro Gin lie Ala Ala Asp Pro Lys Val Val Gly Met Phe Trp 

120 125 130 

ggc gcg gag gat etc aca cac etc ttg gga ggc act cat tct agg ttc 547 

Gly Ala Glu Asp Leu Thr His Leu Leu Gly Gly Thr His Ser Arg Phe 

135 140 145 

ttg ggt gat gag tec aat gaa ggc tec tac cga gac acc atg agg ctt 595 

Leu Gly Asp Glu Ser Asn Glu Gly Ser Tyr Arg Asp Thr Met Arg Leu 

150 155 160 165 

aca cgc gee ctg atg cac etc cac gcg gcg gcg aat ggg aag ttc acc 643 

Thr Arg Ala Leu Met His Leu His Ala Ala Ala Asn Gly Lys Phe Thr 

170 175 180 

att gat gee ate cat gcg gat ttc cac gat gaa gag ggc etc tat tta 691 

lie Asp Ala lie His Ala Asp Phe His Asp Glu Glu Gly Leu Tyr Leu 

185 190 195 

gaa gcg gtc gat get gcg egg act ggt ttc get ggc acc gca tgc att 739 

Glu Ala Val Asp Ala Ala Arg Thr Gly Phe Ala Gly Thr Ala Cys lie 

200 205 210 

cac ccc aag cag ate gag att gtt egg aga gee tat egg cca gag get 787 

His Pro Lys Gin lie Glu lie Val Arg Arg Ala Tyr Arg Pro Glu Ala 

215 220 225 

aac cag ttg gag tgg gcg aag aaa gtg gtg gag gaa gca gaa aac cat 835 

Asn Gin Leu Glu Trp Ala Lys Lys Val Val Glu Glu Ala Glu Asn His 

230 235 240 245 

cca ggt gcg ttc aaa ctg gat ggt cag atg att gat get ccg ttg att 883 

Pro Gly Ala Phe Lys Leu Asp Gly Gin Met lie Asp Ala Pro Leu lie 

250 255 260 

teg cag gcg egg atg gtt att teg cgt cag cct get tgattagttc 929 

Ser Gin Ala Arg Met Val lie Ser Arg Gin Pro Ala 

265 270 

aagcgttttt teg 942 
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<211> 273 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 548 

Met Ser Glu Leu lie Cys Gly Pro Ala lie Leu Phe Ala Pro Ala Gly 
15 10 15 

Arg Ala Glu lie lie Pro Lys Ala Ala Ser Lys Ala Asp Met Val lie 
20 25 30 

lie Asp Leu Glu Asp Gly Ala Gly Glu Val Asp Arg Glu Val Ala Tyr 
35 40 45 

Arg Asn He Arg Glu Ser Gly Leu Asp Pro Lys Arg Thr He Val Arg 
50 55 60 

Thr Val Gly Pro Ser Asp Pro His Phe Leu Ala Asp Val Glu Met Val 
65 70 75 80 

Lys Ser Thr Asp Phe Thr Leu Val Met Val Pro Lys Leu Leu Gly Ser 
85 90 95 

Val Pro Glu Glu Leu Asp Gly Leu Asn He He Ala Met He Glu Thr 
100 105 110 

Pro Gin Ala Ala Thr Ser He Pro Gin He Ala Ala Asp Pro Lys Val 
115 120 125 

Val Gly Met Phe Trp Gly Ala Glu Asp Leu Thr His Leu Leu Gly Gly 
130 135 140 

Thr His Ser Arg Phe Leu Gly Asp Glu Ser Asn Glu Gly Ser Tyr Arg 
145 150 155 160 

Asp Thr Met Arg Leu Thr Arg Ala Leu Met His Leu His Ala Ala Ala 
165 170 175 

Asn Gly Lys Phe Thr He Asp Ala He His Ala Asp Phe His Asp Glu 
180 185 190 

Glu Gly Leu Tyr Leu Glu Ala Val Asp Ala Ala Arg Thr Gly Phe Ala 
195 200 205 

Gly Thr Ala Cys He His Pro Lys Gin He Glu He Val Arg Arg Ala 
210 215 220 

Tyr Arg Pro Glu Ala Asn Gin Leu Glu Trp Ala Lys Lys Val Val Glu 
225 230 235 240 

Glu Ala Glu Asn His Pro Gly Ala Phe Lys Leu Asp Gly Gin Met lie 
245 250 255 

Asp Ala Pro Leu He Ser Gin Ala Arg Met Val He Ser Arg Gin Pro 
260 265 270 

Ala 
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<211> 2337 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (2314) 
<223> RXN00519 

<400> 549 

tttccatgcg gggctgaaac tgccaccata ggcgccagca attagtagaa cactgtattc 60 



taggtagctg aacaaaagag cccatcaacc aaggagactc atg get aag ate ate 

Met Ala Lys lie lie 
1 5 



115 



tgg acc cgc acc gac gaa gca ccg ctg etc gcg acc tac teg ctg aag 
Trp Thr Arg Thr Asp Glu Ala Pro Leu Leu Ala Thr Tyr Ser Leu Lys 
10 15 20 



163 



ccg gtc gtc gag gca ttt get get acc gcg ggc att gag gtc gag acc 
Pro Val Val Glu Ala Phe Ala Ala Thr Ala Gly lie Glu Val Glu Thr 
25 30 35 



211 



egg gac att tea etc get gga cgc ate etc gee cag ttc cca gag cgc 
Arg Asp He Ser Leu Ala Gly Arg He Leu Ala Gin Phe Pro Glu Arg 
40 45 50 



259 



etc acc gaa gat cag aag gta ggc aac gca etc gca gaa etc ggc gag 
Leu Thr Glu Asp Gin Lys Val Gly Asn Ala Leu Ala Glu Leu Gly Glu 
55 60 65 



307 



ctt get aag act cct gaa gca aac ate att aag ctt cca aac ate tec 
Leu Ala Lys Thr Pro Glu Ala Asn He He Lys Leu Pro Asn He Ser 
70 75 80 85 



355 



get tct gtt cca cag etc aag get get att aag gaa ctg cag gac cag 
Ala Ser Val Pro Gin Leu Lys Ala Ala He Lys Glu Leu Gin Asp Gin 
90 95 100 



403 



ggc tac gac ate cca gaa ctg cct gat aac gee acc acc gac gag gaa 
Gly Tyr Asp He Pro Glu Leu Pro Asp Asn Ala Thr Thr Asp Glu Glu 
105 110 115 



451 



aaa gac ate etc gca cgc tac aac get gtt aag ggt tec get gtg aac 
Lys Asp He Leu Ala Arg Tyr Asn Ala Val Lys Gly Ser Ala Val Asn 
120 125 130 



499 



cca gtg ctg cgt gaa ggc aac tct gac cgc cgc gca cca ate get gtc 
Pro Val Leu Arg Glu Gly Asn Ser Asp Arg Arg Ala Pro He Ala Val 
135 140 145 



547 



aag aac ttt gtt aag aag ttc cca cac cgc atg ggc gag tgg tct gca 
Lys Asn Phe Val Lys Lys Phe Pro His Arg Met Gly Glu Trp Ser Ala 
150 155 160 165 



595 



gat tec aag acc aac gtt gca acc atg gat gca aac gac ttc cgc cac 
Asp Ser Lys Thr Asn Val Ala Thr Met Asp Ala Asn Asp Phe Arg His 
170 175 180 



643 



aac gag aag tec ate ate etc gac get get gat gaa gtt cag ate aag 



691 
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Asn Glu Lys Ser He He Leu Asp Ala Ala Asp Glu Val Gin He Lys 
185 190 195 

cac ate gca get gac ggc acc gag acc ate etc aag gac age etc aag 739 
His He Ala Ala Asp Gly Thr Glu Thr He Leu Lys Asp Ser Leu Lys 
200 205 210 

ctt ctt gaa ggc gaa gtt eta gac gga acc gtt ctg tec gca aag gca 787 
Leu Leu Glu Gly Glu Val Leu Asp Gly Thr Val Leu Ser Ala Lys Ala 
215 220 225 

ctg gac gca ttc ctt etc gag cag gtc get cgc gca aag gca gaa ggt 835 
Leu Asp Ala Phe Leu Leu Glu Gin Val Ala Arg Ala Lys Ala Glu Gly 
230 235 240 245 

ate etc ttc tec gca cac ctg aag gec acc atg atg aag gtc tec gac 883 
He Leu Phe Ser Ala His Leu Lys Ala Thr Met Met Lys Val Ser Asp 
250 255 260 

cca ate ate ttc ggc cac gtt gtg cgc get tac ttc gca gac gtt ttc 931 
Pro He He Phe Gly His Val Val Arg Ala Tyr Phe Ala Asp Val Phe 
265 270 275 

gca cag tac ggt gag cag ctg etc gca get ggc etc aac ggc gaa aac 979 
Ala Gin Tyr Gly Glu Gin Leu Leu Ala Ala Gly Leu Asn Gly Glu Asn 
280 285 290 

ggc etc get gca ate etc tec ggc ttg gag tec ctg gac aac ggc gaa 1027 
Gly Leu Ala Ala He Leu Ser Gly Leu Glu Ser Leu Asp Asn Gly Glu 
295 300 305 

gaa ate aag get gca ttc gag aag ggc ttg gaa gac ggc cca gac ctg 1075 
Glu lie Lys Ala Ala Phe Glu Lys Gly Leu Glu Asp Gly Pro Asp Leu 
310 315 320 325 

gec atg gtt aac tec get cgc ggc ate acc aac ctg cat gtc cct tec 1123 
Ala Met Val Asn Ser Ala Arg Gly He Thr Asn Leu His Val Pro Ser 
330 335 340 

gat gtc ate gtg gac get tec atg cca gca atg att cgt acc tec ggc 1171 
Asp Val He Val Asp Ala Ser Met Pro Ala Met He Arg Thr Ser Gly 
345 350 355 

cac atg tgg aac aaa gac gac cag gag cag gac acc ctg gca ate ate 1219 
His Met Trp Asn Lys Asp Asp Gin Glu Gin Asp Thr Leu Ala lie lie 
360 365 370 

cca gac tec tec tac get ggc gtc tac cag acc gtt ate gaa gac tgc 1267 
Pro Asp Ser Ser Tyr Ala Gly Val Tyr Gin Thr Val He Glu Asp Cys 
375 380 385 

cgc aag aac ggc gca ttc gat cca acc acc atg ggt acc gtc cct aac 1315 
Arg Lys Asn Gly Ala Phe Asp Pro Thr Thr Met Gly Thr Val Pro Asn 
390 395 400 405 

gtt ggt ctg atg get cag aag get gaa gag tac ggc tec cat gac aag 1363 
Val Gly Leu Met Ala Gin Lys Ala Glu Glu Tyr Gly Ser His Asp Lys 
410 415 420 



acc ttc cgc ate gaa gca gac ggt gtg gtt cag gtt gtt tec tec aac 
Thr Phe Arg He Glu Ala Asp Gly Val Val Gin Val Val Ser Ser Asn 



1411 
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425 430 435 

ggc gac gtt etc ate gag cac gac gtt gag gca aat gac ate tgg cgt 
Gly Asp Val Leu He Glu His Asp Val Glu Ala Asn Asp He Trp Arg 
440 445 450 

gca tgc cag gtc aag gat gec cca ate cag gat tgg gta aag ctt get 
Ala Cys Gin Val Lys Asp Ala Pro He Gin Asp Trp Val Lys Leu Ala 
455 460 465 

gtc acc cgc tec cgt etc tec gga atg cct gca gtg ttc tgg ttg gat 
Val Thr Arg Ser Arg Leu Ser Gly Met Pro Ala Val Phe Trp Leu Asp 
470 475 480 485 

cca gag cgc gca cac gac cgc aac ctg get tec etc gtt gag aag tac 
Pro Glu Arg Ala His Asp Arg Asn Leu Ala Ser Leu Val Glu Lys Tyr 



490 



495 500 



ctg get gac cac gac acc gag ggc ctg gac ate cag ate etc tec cct 
Leu Ala Asp His Asp Thr Glu Gly Leu Asp He Gin He Leu Ser Pro 
505 510 515 

gtt gag gca acc cag etc tec ate gac cgc ate cgc cgt ggc gag gac 
Val Glu Ala Thr Gin Leu Ser He Asp Arg He Arg Arg Gly Glu Asp 
520 525 530 

acc ate tct gtc acc ggt aac gtt ctg cgt gac tac aac acc gac etc 
Thr He Ser Val Thr Gly Asn Val Leu Arg Asp Tyr Asn Thr Asp Leu 
535 540 545 

ttc cca ate ctg gag ctg ggc acc tct gca aag atg ctg tct gtc gtt 
Phe Pro He Leu Glu Leu Gly Thr Ser Ala Lys Met Leu Ser Val Val 
550 555 



560 565 



cct ttg atg get ggc ggc gga ctg ttc gag acc ggt get ggt gga tct 
Pro Leu Met Ala Gly Gly Gly Leu Phe Glu Thr Gly Ala Gly Gly Ser 
570 575 580 

get cct aag cac gtc cag cag gtt cag gaa gaa aac cac ctg cgt tgg 
Ala Pro Lys His Val Gin Gin Val Gin Glu Glu Asn His Leu Arg Trp 



585 



590 595 



gat tec etc ggt gag ttc etc gca ctg get gag tec ttc cgc cac gag 
Asp Ser Leu Gly Glu Phe Leu Ala Leu Ala Glu Ser Phe Arg His Glu 

605 610 



600 



etc aac aac aac ggc aac acc aag gee ggc gtt ctg get gac get ctg 
Leu Asn Asn Asn Gly Asn Thr Lys Ala Gly Val Leu Ala Asp Ala Leu 

620 625 



615 



gac aag gca act gag aag ctg ctg aac gaa gag aag tec cca tec cgc 
Asp Lys Ala Thr Glu Lys Leu Leu Asn Glu Glu Lys Ser Pro Ser Arg 

635 640 645 



630 



1459 



1507 



1555 



1603 



1651 



1699 



1747 



1795 



1843 



1891 



1939 



1987 



2035 



2083 



aag gtt ggc gag ate gac aac cgt ggc tec cac ttc tgg ctg acc aag 

Lys Val Gly Glu He Asp Asn Arg Gly Ser His Phe Trp Leu Thr Lys 

650 655 660 

ttc tgg get gac gag etc get get cag acc gag gac gca gat ctg get 2131 

Phe Trp Ala Asp Glu Leu Ala Ala Gin Thr Glu Asp Ala Asp Leu Ala 

665 670 675 
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get acc ttc gca cca gtc gca gaa gca ctg aac aca ggc get gca gac 2179 
Ala Thr Phe Ala Pro Val Ala Glu Ala Leu Asn Thr Gly Ala Ala Asp 
680 685 690 

ate gat get gca ctg etc gca gtt cag ggt gga gca act gac ctt ggt 2227 
He Asp Ala Ala Leu Leu Ala Val Gin Gly Gly Ala Thr Asp Leu Gly 
695 700 705 

ggc tac tac tec cct aac gag gag aag etc acc aac ate atg cgc cca 2275 
Glv Tvr Tyr Ser Pro Asn Glu Glu Lys Leu Thr Asn He Met Arg Pro 
710 715 720 725 



gtc gca cag ttc aac gag ate gtt gac gca ctg aag aag taaagtctct 
Val Ala Gin Phe Asn Glu He Val Asp Ala Leu Lys Lys 
730 735 

tcacaaaaag cgc 



<210> 550 
<211> 738 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 550 

Met Ala Lys He He Trp Thr Arg Thr Asp Glu Ala Pro Leu Leu Ala 
1- 5 10 

Thr Tyr Ser Leu Lys Pro Val Val Glu Ala Phe Ala Ala Thr Ala Gly 
20 25 30 

He Glu Val Glu Thr Arg Asp He Ser Leu Ala Gly Arg He Leu Ala 
35 40 45 

Gin Phe Pro Glu Arg Leu Thr Glu Asp Gin Lys Val Gly Asn Ala Leu 
50 55 60 

Ala Glu Leu Gly Glu Leu Ala Lys Thr Pro Glu Ala Asn He He Lys 
65 70 75 80 

Leu Pro Asn He Ser Ala Ser Val Pro Gin Leu Lys Ala Ala He Lys 
85 90 95 

Glu Leu Gin Asp Gin Gly Tyr Asp He Pro Glu Leu Pro Asp Asn Ala 
100 105 HO 

Thr Thr Asp Glu Glu Lys Asp He Leu Ala Arg Tyr Asn Ala Val Lys 
115 120 125 

Gly Ser Ala Val Asn Pro Val Leu Arg Glu Gly Asn Ser Asp Arg Arg 
130 135 140 

Ala Pro He Ala Val Lys Asn Phe Val Lys Lys Phe Pro His Arg Met 
145 150 155 160 

Gly Glu Trp Ser Ala Asp Ser Lys Thr Asn Val Ala Thr Met Asp Ala 
165 170 175 

Asn Asp Phe Arg His Asn Glu Lys Ser He He Leu Asp Ala Ala Asp 
180 185 190 



2324 



2337 
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Glu Val Gin He 
195 

Lys Asp Ser Leu 
210 

Leu Ser Ala Lys 
225 

Ala Lys Ala Glu 



Met Lys Val Ser 
260 

Phe Ala Asp Val 
275 

Leu Asn Gly Glu 
290 

Leu Asp Asn Gly 
305 

Asp Gly Pro Asp 



Leu His Val Pro 
340 

He Arg Thr Ser 
355 

Thr Leu Ala He 
370 

Val He Glu Asp 
385 

Gly Thr Val Pro 



Gly Ser His Asp 
420 

Val Val Ser Ser 
435 

Asn Asp He Trp 
450 

Trp Val Lys Leu 
465 

Val Phe Trp Leu 



Leu Val Glu Lys 
500 



Lys His He Ala 
200 

Lys Leu Leu Glu 
215 

Ala Leu Asp Ala 
230 

Gly He Leu Phe 
245 

Asp Pro He He 



Phe Ala Gin Tyr 
280 

Asn Gly Leu Ala 
295 

Glu Glu He Lys 
310 

Leu Ala Met Val 
325 

Ser Asp Val He 



Gly His Met Trp 
360 

He Pro Asp Ser 
375 

Cys Arg Lys Asn 
390 

Asn Val Gly Leu 
405 

Lys Thr Phe Arg 



Asn Gly Asp Val 
440 

Arg Ala Cys Gin 
455 

Ala Val Thr Arg 
470 

Asp Pro Glu Arg 
485 

Tyr Leu Ala Asp 



Ala Asp Gly Thr 



Gly Glu Val Leu 
220 

Phe Leu Leu Glu 
235 

Ser Ala His Leu 
250 

Phe Gly His Val 
265 

Gly Glu Gin Leu 



Ala He Leu Ser 
300 

Ala Ala Phe Glu 
315 

Asn Ser Ala Arg 
330 

Val Asp Ala Ser 
345 

Asn Lys Asp Asp 



Ser Tyr Ala Gly 
380 

Gly Ala Phe Asp 
395 

Met Ala Gin Lys 
410 

He Glu Ala Asp 
425 

Leu He Glu His 



Val Lys Asp Ala 
460 

Ser Arg Leu Ser 
475 

Ala His Asp Arg 
490 

His Asp Thr Glu 
505 



Glu Thr He Leu 
205 

Asp Gly Thr Val 



Gin Val Ala Arg 
240 

Lys Ala Thr Met 
255 

Val Arg Ala Tyr 
270 

Leu Ala Ala Gly 
285 

Gly Leu Glu Ser 



Lys Gly Leu Glu 
320 

Gly He Thr Asn 
335 

Met Pro Ala Met 
350 

Gin Glu Gin Asp 
365 

Val Tyr Gin Thr 



Pro Thr Thr Met 
400 

Ala Glu Glu Tyr 
415 

Gly Val Val Gin 
430 

Asp Val Glu Ala 
445 

Pro He Gin Asp 



Gly Met Pro Ala 
480 

Asn Leu Ala Ser 
4 95 

Gly Leu Asp He 
510 
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Gln lie Leu Ser Pro Val Glu Ala Thr Gin Leu Ser lie Asp Arg lie 
515 520 525 

Arg Arg Gly Glu Asp Thr lie Ser Val Thr Gly Asn Val Leu Arg Asp 
530 535 540 

Tyr Asn Thr Asp Leu Phe Pro lie Leu Glu Leu Gly Thr Ser Ala Lys 
545 550 555 560 

Met Leu Ser Val Val Pro Leu Met Ala Gly Gly Gly Leu Phe Glu Thr 
565 570 575 

Gly Ala Gly Gly Ser Ala Pro Lys His Val Gin Gin Val Gin Glu Glu 
580 585 590 

Asn His Leu Arg Trp Asp Ser Leu Gly Glu Phe Leu Ala Leu Ala Glu 
595 600 605 

Ser Phe Arg His Glu Leu Asn Asn Asn Gly Asn Thr Lys Ala Gly Val 
610 615 620 

Leu Ala Asp Ala Leu Asp Lys Ala Thr Glu Lys Leu Leu Asn Glu Glu 
625 630 635 640 

Lys Ser Pro Ser Arg Lys Val Gly Glu lie Asp Asn Arg Gly Ser His 
645 650 655 

Phe Trp Leu Thr Lys Phe Trp Ala Asp Glu Leu Ala Ala Gin Thr Glu 
660 665 670 

Asp Ala Asp Leu Ala Ala Thr Phe Ala Pro Val Ala Glu Ala Leu Asn 
675 680 685 

Thr Gly Ala Ala Asp lie Asp Ala Ala Leu Leu Ala Val Gin Gly Gly 
690 695 700 

Ala Thr Asp Leu Gly Gly Tyr Tyr Ser Pro Asn Glu Glu Lys Leu Thr 
705 710 715 720 

Asn lie Met Arg Pro Val Ala Gin Phe Asn Glu lie Val Asp Ala Leu 
725 730 735 

Lys Lys 



<210> 551 
<211> 1059 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (1059) 
<223> FRXA00521 

<400> 551 

etc gac get get gat gaa gtt cag ate aag cac ate gca get gac ggc 

Leu Asp Ala Ala Asp Glu Val Gin lie Lys His He Ala Ala Asp Gly 

15 10 15 
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acc gag acc ate etc aag gac age etc aag ctt ctt gaa ggc gaa gtt 96 
Thr Glu Thr lie Leu Lys Asp Ser Leu Lys Leu Leu Glu Gly Glu Val 
20 25 30 

eta gac gga acc gtt ctg tec gca aag gca ctg gac gca ttc ctt etc 144 
Leu Asp Gly Thr Val Leu Ser Ala Lys Ala Leu Asp Ala Phe Leu Leu 
35 40 45 

gag cag gtc get cgc gca aag gca gaa ggt ate etc ttc tec gca cac 192 
Glu Gin Val Ala Arg Ala Lys Ala Glu Gly lie Leu Phe Ser Ala His 
50 55 60 

ctg aag gee acc atg atg aag gtc tec gac cca ate ate ttc ggc cac 240 
Leu Lys Ala Thr Met Met Lys Val Ser Asp Pro lie lie Phe Gly His 
65 70 75 80 

gtt gtg cgc get tac ttc gca gac gtt ttc gca cag tac ggt gag cag 288 
Val Val Arg Ala Tyr Phe Ala Asp Val Phe Ala Gin Tyr Gly Glu Gin 
85 90 95 

ctg etc gca get ggc etc aac ggc gaa aac ggc etc get gca ate etc 336 
Leu Leu Ala Ala Gly Leu Asn Gly Glu Asn Gly Leu Ala Ala lie Leu 
100 105 110 

tec ggc ttg gag tec ctg gac aac ggc gaa gaa ate aag get gca ttc 384 
Ser Gly Leu Glu Ser Leu Asp Asn Gly Glu Glu lie Lys Ala Ala Phe 
115 120 125 

gag aag ggc ttg gaa gac ggc cca gac ctg gec atg gtt aac tec get 432 
Glu Lys Gly Leu Glu Asp Gly Pro Asp Leu Ala Met Val Asn Ser Ala 
130 135 140 

cgc ggc ate acc aac ctg cat gtc cct tec gat gtc ate gtg gac get 480 
Arg Gly lie Thr Asn Leu His Val Pro Ser Asp Val lie Val Asp Ala 
145 150 155 160 

tec atg cca gca atg att cgt acc tec ggc cac atg tgg aac aaa gac 528 
Ser Met Pro Ala Met lie Arg Thr Ser Gly His Met Trp Asn Lys Asp 
165 170 175 

gac cag gag cag gac acc ctg gca ate ate cca gac tec tec tac get 576 
Asp Gin Glu Gin Asp Thr Leu Ala lie lie Pro Asp Ser Ser Tyr Ala 
180 185 190 

ggc gtc tac cag acc gtt ate gaa gac tgc cgc aag aac ggc gca ttc 624 
Gly Val Tyr Gin Thr Val lie Glu Asp Cys Arg Lys Asn Gly Ala Phe 
195 200 205 

gat cca acc acc atg ggt acc gtc cct aac gtt ggt ctg atg get cag 672 
Asp Pro Thr Thr Met Gly Thr Val Pro Asn Val Gly Leu Met Ala Gin 
210 215 220 

aag get gaa gag tac ggc tec cat gac aag acc ttc cgc ate gaa gca 720 
Lys Ala Glu Glu Tyr Gly Ser His Asp Lys Thr Phe Arg lie Glu Ala 
225 230 235 240 

gac ggt gtg gtt cag gtt gtt tec tec aac ggc gac gtt etc ate gag 768 
Asp Gly Val Val Gin Val Val Ser Ser Asn Gly Asp Val Leu lie Glu 
245 250 255 



cac gac gtt gag gca aat gac ate tgg cgt gca tgc cag gtc aag gat 



816 
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His Asp Val Glu Ala Asn Asp lie Trp Arg Ala Cys Gin Val Lys Asp 
260 265 270 

gee cca ate cag gat tgg gta aag ctt get gtc acc cgc tec cgt etc 8 64 
Ala Pro lie Gin Asp Trp Val Lys Leu Ala Val Thr Arg Ser Arg Leu 
275 280 285 

tec gga atg cct gca gtg ttc tgg ttg gat cca gag cgc gca cac gac 912 
Ser Gly Met Pro Ala Val Phe Trp Leu Asp Pro Glu Arg Ala His Asp 
290 295 300 

cgc aac ctg get tec etc gtt gag aag tac ctg get gac cac gac acc 960 
Arg Asn Leu Ala Ser Leu Val Glu Lys Tyr Leu Ala Asp His Asp Thr 
305 310 315 320 

gag ggc ctg gac ate cag ate etc tac cct gtt gag gca acc cag etc 1008 
Glu Gly Leu Asp lie Gin lie Leu Tyr Pro Val Glu Ala Thr Gin Leu 
325 330 335 

tec ate gac cgc ate cgc cgt ggc gag gac acc ate tct gtc acc ggt 1056 
Ser lie Asp Arg lie Arg Arg Gly Glu Asp Thr lie Ser Val Thr Gly 
340 345 350 

aac 1059 
Asn 



<210> 552 
<211> 353 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 552 

Leu Asp Ala Ala Asp Glu Val Gin lie Lys His lie Ala Ala Asp Gly 
15 10 15 

Thr Glu Thr lie Leu Lys Asp Ser Leu Lys Leu Leu Glu Gly Glu Val 
20 25 30 

Leu Asp Gly Thr Val Leu Ser Ala Lys Ala Leu Asp Ala Phe Leu Leu 
35 40 45 

Glu Gin Val Ala Arg Ala Lys Ala Glu Gly lie Leu Phe Ser Ala His 
50 55 60 

Leu Lys Ala Thr Met Met Lys Val Ser Asp Pro lie lie Phe Gly His 
65 70 75 80 

Val Val Arg Ala Tyr Phe Ala Asp Val Phe Ala Gin Tyr Gly Glu Gin 
85 90 95 

Leu Leu Ala Ala Gly Leu Asn Gly Glu Asn Gly Leu Ala Ala lie Leu 
100 105 110 

Ser Gly Leu Glu Ser Leu Asp Asn Gly Glu Glu lie Lys Ala Ala Phe 
115 120 125 

Glu Lys Gly Leu Glu Asp Gly Pro Asp Leu Ala Met Val Asn Ser Ala 
130 135 140 
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Arg Gly lie Thr Asn Leu His Val Pro Ser Asp Val lie Val Asp Ala 
145 150 155 160 

Ser Met Pro Ala Met lie Arg Thr Ser Gly His Met Trp Asn Lys Asp 
165 170 175 

Asp Gin Glu Gin Asp Thr Leu Ala lie lie Pro Asp Ser Ser Tyr Ala 
180 185 190 

Gly Val Tyr Gin Thr Val He Glu Asp Cys Arg Lys Asn Gly Ala Phe 
195 200 205 

Asp Pro Thr Thr Met Gly Thr Val Pro Asn Val Gly Leu Met Ala Gin 
210 215 220 

Lys Ala Glu Glu Tyr Gly Ser His Asp Lys Thr Phe Arg He Glu Ala 
225 230 235 240 

Asp Gly Val Val Gin Val Val Ser Ser Asn Gly Asp Val Leu He Glu 
245 250 255 

His Asp Val Glu Ala Asn Asp He Trp Arg Ala Cys Gin Val Lys Asp 
260 265 270 

Ala Pro He Gin Asp Trp Val Lys Leu Ala Val Thr Arg Ser Arg Leu 
275 280 285 

Ser Gly Met Pro Ala Val Phe Trp Leu Asp Pro Glu Arg Ala His Asp 
290 295 300 

Arg Asn Leu Ala Ser Leu Val Glu Lys Tyr Leu Ala Asp His Asp Thr 
305 310 315 320 

Glu Gly Leu Asp He Gin He Leu Tyr Pro Val Glu Ala Thr Gin Leu 
325 330 335 

Ser He Asp Arg He Arg Arg Gly Glu Asp Thr He Ser Val Thr Gly 
340 345 350 



Asn 



<210> 553 
<211> 1694 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1671) 

<223> RXN02209 

<400> 553 

acc gag tec acc gtt gtt cct tec ate get ggc cct aag cgc cca cag 48 
Thr Glu Ser Thr Val Val Pro Ser He Ala Gly Pro Lys Arg Pro Gin 
15 10 15 



gac cgc ate ctt etc tec gag gca aag gag cag ttc cgt aag gat ctg 96 
Asp Arg He Leu Leu Ser Glu Ala Lys Glu Gin Phe Arg Lys Asp Leu 
20 25 30 
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cca acc tac acc gac gac get gtt tec gta gac acc tec ate cct gca 144 
Pro Thr Tyr Thr Asp Asp Ala Val Ser Val Asp Thr Ser He Pro Ala 
35 40 45 

acc cgc atg gtt aac gaa ggt ggc gga cag cct gaa ggc ggc gtc gaa 192 
Thr Arg Met Val Asn Glu Gly Gly Gly Gin Pro Glu Gly Gly Val Glu 
50 55 60 

get gac aac tac aac get tec tgg get ggc tec ggc gag tec ttg get 
Ala Asp Asn Tyr Asn Ala Ser Trp Ala Gly Ser Gly Glu Ser Leu Ala 
65 10 75 80 

act ggc gca gaa gga cgt cct tec aag cca gtc acc gtt gca tec cca 
Thr Gly Ala Glu Gly Arg Pro Ser Lys Pro Val Thr Val Ala Ser Pro 
85 90 95 

cag ggt ggc gag tac acc ate gac cac ggc atg gtt gca att gca tec 
Gin Gly Gly Glu Tyr Thr He Asp His Gly Met Val Ala He Ala Ser 
100 105 HO 

ate acc tct tgc acc aac acc tct aac cca tec gtg atg ate ggc get 
He Thr Ser Cys Thr Asn Thr Ser Asn Pro Ser Val Met He Gly Ala 
115 120 125 

ggc ctg ate gca cgt aag gca gca gaa aag ggc etc aag tec aag cct 432 
Gly Leu lie Ala Arg Lys Ala Ala Glu Lys Gly Leu Lys Ser Lys Pro 
130 135 140 



tgg gtt aag acc ate tgt gca cca ggt tec cag gtt gtc gac ggc tac 
Trp Val Lys Thr He Cys Ala Pro Gly Ser Gin Val Val Asp Gly Tyr 
145 150 155 160 

tac cag cgc gca gac etc tgg aag gac ctt gag gee atg ggc ttc tac 
Tyr Gin Arg Ala Asp Leu Trp Lys Asp Leu Glu Ala Met Gly Phe Tyr 
165 170 175 

etc tee ggc ttc ggc tgc acc acc tgt att ggt aac tec ggc cca ctg 
Leu Ser Gly Phe Gly Cys Thr Thr Cys He Gly Asn Ser Gly Pro Leu 
180 185 190 

cca gag gaa ate tec get gcg ate aac gag cac gac ctg acc gca acc 
Pro Glu Glu He Ser Ala Ala He Asn Glu His Asp Leu Thr Ala Thr 
195 200 205 

gca gtt ttg tec ggt aac cgt aac ttc gag gga cgt ate tec cct gac 
Ala Val Leu Ser Gly Asn Arg Asn Phe Glu Gly Arg He Ser Pro Asp 
210 215 220 

gtt aag atg aac tac ctg gca tec cca ate atg gtc att get tac gca 
Val Lys Met Asn Tyr Leu Ala Ser Pro He Met Val He Ala Tyr Ala 
225 230 235 240 

ate get ggc acc atg gac ttc gac ttc gag aac gaa get ctt gga cag 
lie Ala Gly Thr Met Asp Phe Asp Phe Glu Asn Glu Ala Leu Gly Gin 
245 250 255 

gac cag gac ggc aac gac gtc ttc ctg aag gac ate tgg cct tec acc 
Asp Gin Asp Gly Asn Asp Val Phe Leu Lys Asp He Trp Pro Ser Thr 
260 265 270 



240 



288 



336 



384 



480 



528 



576 



624 



672 



720 



768 



816 
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gag gaa ate gaa gac acc ate cag cag gca ate tec cgt gag ctt tac 
Glu Glu He Glu Asp Thr He Gin Gin Ala He Ser Arg Glu Leu Tyr 
275 280 285 

gaa get gac tac gca gat gtc ttc aag ggt gac aag cag tgg cag gaa 
Glu Ala Asp Tyr Ala Asp Val Phe Lys Gly Asp Lys Gin Trp Gin Glu 
290 295 300 

etc gat gtt cct acc ggt gac acc ttc gag tgg gac gag aac tec acc 
Leu Asp Val Pro Thr Gly Asp Thr Phe Glu Trp Asp Glu Asn Ser Thr 
305 310 315 320 

tac ate cgc aag gca cct tac ttc gac ggc atg cct gtc gag cca gtg 
Tyr He Arg Lys Ala Pro Tyr Phe Asp Gly Met Pro Val Glu Pro Val 
325 330 335 

gca gtc acc gac ate cag ggc gca cgc gtt ctg get aag etc ggc gac 
Ala Val Thr Asp He Gin Gly Ala Arg Val Leu Ala Lys Leu Gly Asp 
340 345 350 

tct gtc acc acc gac cac ate tec cct get tec tec att aag cca ggt 
Ser Val Thr Thr Asp His He Ser Pro Ala Ser Ser He Lys Pro Gly 
355 360 365 

acc cct gca get cag tac ttg gat gag cac ggt gtg gaa cgc cac gac 
Thr Pro Ala Ala Gin Tyr Leu Asp Glu His Gly Val Glu Arg His Asp 
370 375 380 

tac aac tec ctg ggt tec agg cgt ggt aac cac gag gtc atg atg cgc 
Tyr Asn Ser Leu Gly Ser Arg Arg Gly Asn His Glu Val Met Met Arg 
385 390 395 400 

ggc acc ttc gee aac ate cgc etc cag aac cag ctg gtt gac ate gca 
Gly Thr Phe Ala Asn He Arg Leu Gin Asn Gin Leu Val Asp He Ala 
405 410 415 

ggt ggc tac acc cgc gac ttc acc cag gag ggt get cca cag gcg ttc 
Gly Gly Tyr Thr Arg Asp Phe Thr Gin Glu Gly Ala Pro Gin Ala Phe 
420 425 430 

ate tac gac get tec gtc aac tac aag get get ggc att ccg ctg gtc 
He Tyr Asp Ala Ser Val Asn Tyr Lys Ala Ala Gly He Pro Leu Val 
435 440 445 

gtc ttg ggc ggc aag gag tac ggc acc ggt tct tec cgt gac tgg gca 
Val Leu Gly Gly Lys Glu Tyr Gly Thr Gly Ser Ser Arg Asp Trp Ala 
450 455 460 

get aag ggc act aac ctg etc gga att cgc gca gtt ate acc gag tec 
Ala Lys Gly Thr Asn Leu Leu Gly He Arg Ala Val He Thr Glu Ser 
465 470 475 480 

ttc gag cgt att cac cgc tec aac etc ate ggt atg ggc gtt gtc cca 
Phe Glu Arg He His Arg Ser Asn Leu He Gly Met Gly Val Val Pro 
485 490 495 

ctg cag ttc cct gca ggc gaa tec cac gag tec ctg ggc ctt gac ggc 
Leu Gin Phe Pro Ala Gly Glu Ser His Glu Ser Leu Gly Leu Asp Gly 
500 505 510 

acc gag acc ttc gac ate acc gga ctg acc gca ctt aac gag ggc gag 



864 



912 



960 



1008 



1056 



1104 



1152 



1200 



1248 



1296 



1344 



1392 



1440 



1488 



1536 



1584 
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Thr Glu Thr Phe Asp He 
515 

act cct aag act gtc aag 
Thr Pro Lys Thr Val Lys 
530 

gtc gag ttc gac gca att 
Val Glu Phe Asp Ala He 
545 550 

tactaccgcc acg 



Thr Gly Leu Thr Ala Leu 
520 

gtc acc gca acc aag gag 
Val Thr Ala Thr Lys Glu 
535 540 

tgt ccg cat cga cac ccc 
Cys Pro His Arg His Pro 
555 



Asn Glu Gly Glu 
525 

aac ggc gac gtc 1632 
Asn Gly Asp Val 



agg tgaggctgac 1681 
Arg 



1694 



<210> 554 
<211> 557 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 554 

Thr Glu Ser Thr Val Val Pro Ser He Ala Gly Pro Lys Arg Pro Gin 
15 10 15 

Asp Arg He Leu Leu Ser Glu Ala Lys Glu Gin Phe Arg Lys Asp Leu 
20 25 30 

Pro Thr Tyr Thr Asp Asp Ala Val Ser Val Asp Thr Ser He Pro Ala 
35 40 45 

Thr Arg Met Val Asn Glu Gly Gly Gly Gin Pro Glu Gly Gly Val Glu 
50 55 60 

Ala Asp Asn Tyr Asn Ala Ser Trp Ala Gly Ser Gly Glu Ser Leu Ala 
65 70 75 80 

Thr Gly Ala Glu Gly Arg Pro Ser Lys Pro Val Thr Val Ala Ser Pro 
85 90 95 

Gin Gly Gly Glu Tyr Thr He Asp His Gly Met Val Ala He Ala Ser 
100 105 HO 

He Thr Ser Cys Thr Asn Thr Ser Asn Pro Ser Val Met He Gly Ala 
115 120 125 

Gly Leu He Ala Arg Lys Ala Ala Glu Lys Gly Leu Lys Ser Lys Pro 
130 135 140 

Trp Val Lys Thr He Cys Ala Pro Gly Ser Gin Val Val Asp Gly Tyr 
145 150 155 160 

Tvr Gin Arg Ala Asp Leu Trp Lys Asp Leu Glu Ala Met Gly Phe Tyr 
165 170 175 

Leu Ser Gly Phe Gly Cys Thr Thr Cys He Gly Asn Ser Gly Pro Leu 
180 185 190 

Pro Glu Glu He Ser Ala Ala He Asn Glu His Asp Leu Thr Ala Thr 
195 200 205 

Ala Val Leu Ser Gly Asn Arg Asn Phe Glu Gly Arg He Ser Pro Asp 
210 215 220 
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Val Lys Met Asn 
225 

lie Ala Gly Thr 



Asp Gin Asp Gly 
260 

Glu Glu He Glu 
275 

Glu Ala Asp Tyr 
290 

Leu Asp Val Pro 
305 

Tyr He Arg Lys 



Ala Val Thr Asp 
340 

Ser Val Thr Thr 
355 

Thr Pro Ala Ala 
370 

Tyr Asn Ser Leu 
385 

Gly Thr Phe Ala 



Gly Gly Tyr Thr 
420 

He Tyr Asp Ala 
435 

Val Leu Gly Gly 
450 

Ala Lys Gly Thr 
465 

Phe Glu Arg lie 



Leu Gin Phe Pro 
500 

Thr Glu Thr Phe 

515 

Thr Pro Lys Thr 
530 



Tyr Leu Ala Ser 
230 

Met Asp Phe Asp 
245 

Asn Asp Val Phe 



Asp Thr He Gin 
280 

Ala Asp Val Phe 
295 

Thr Gly Asp Thr 
310 

Ala Pro Tyr Phe 
325 

He Gin Gly Ala 



Asp His He Ser 
360 

Gin Tyr Leu Asp 
375 

Gly Ser Arg Arg 
390 

Asn He Arg Leu 
405 

Arg Asp Phe Thr 



Ser Val Asn Tyr 
440 

Lys Glu Tyr Gly 
455 

Asn Leu Leu Gly 
470 

His Arg Ser Asn 
485 

Ala Gly Glu Ser 



Asp He Thr Gly 
520 

Val Lys Val Thr 
535 



Pro He Met Val 
235 

Phe Glu Asn Glu 
250 

Leu Lys Asp He 
265 

Gin Ala He Ser 



Lys Gly Asp Lys 
300 

Phe Glu Trp Asp 
315 

Asp Gly Met Pro 
330 

Arg Val Leu Ala 
345 

Pro Ala Ser Ser 



Glu His Gly Val 
380 

Gly Asn His Glu 
395 

Gin Asn Gin Leu 
410 

Gin Glu Gly Ala 
425 

Lys Ala Ala Gly 



Thr Gly Ser Ser 
460 

lie Arg Ala Val 
475 

Leu He Gly Met 
490 

His Glu Ser Leu 
505 

Leu Thr Ala Leu 



Ala Thr Lys Glu 
540 



He Ala Tyr Ala 
240 

Ala Leu Gly Gin 
255 

Trp Pro Ser Thr 
270 

Arg Glu Leu Tyr 
285 

Gin Trp Gin Glu 



Glu Asn Ser Thr 
320 

Val Glu Pro Val 
335 

Lys Leu Gly Asp 
350 

He Lys Pro Gly 
365 

Glu Arg His Asp 



Val Met Met Arg 
400 

Val Asp He Ala 
415 

Pro Gin Ala Phe 
430 

He Pro Leu Val 
445 

Arg Asp Trp Ala 



lie Thr Glu Ser 
480 

Gly Val Val Pro 
4 95 

Gly Leu Asp Gly 
510 

Asn Glu Gly Glu 
525 

Asn Gly Asp Val 
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Val Glu Phe Asp Ala He Cys Pro His Arg His Pro Arg 
545 550 555 



<210> 555 
<211> 1682 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1659) 

<223> FRXA02209 

<400> 555 

gtt gtt cct tec ate get ggc cct aag cgc oca cag gac cgc ate ctt 

Val Val Pro Ser He Ala Gly Pro Lys Arg Pro Gin Asp Arg He Leu 

15 10 15 

etc tec gag gca aag gag cag ttc cgt aag gat ctg cca acc tac acc 
Leu Ser Glu Ala Lys Glu Gin Phe Arg Lys Asp Leu Pro Thr Tyr Thr 
20 25 30 

gac gac get gtt tec gta gac acc tec ate cct gca acc cgc atg gtt 
Asp Asp Ala Val Ser Val Asp Thr Ser He Pro Ala Thr Arg Met Val 
35 40 45 

aac gaa ggt ggc gga cag cct gaa ggc ggc gtc gaa get gac aac tac 
Asn Glu Gly Gly Gly Gin Pro Glu Gly Gly Val Glu Ala Asp Asn Tyr 
50 55 60 

aac get tec tgg get ggc tec ggc gag tec ttg get act ggc gca gaa 
Asn Ala Ser Trp Ala Gly Ser Gly Glu Ser Leu Ala Thr Gly Ala Glu 
65 70 75 80 

gga cgt cct tec aag cca gtc acc gtt gca tec cca cag ggt ggc gag 
Glv Arq Pro Ser Lys Pro Val Thr Val Ala Ser Pro Gin Gly Gly Glu 
85 90 95 

tac acc ate gac cac ggc atg gtt gca att gca tec ate acc tct tgc 
Tyr Thr He Asp His Gly Met Val Ala He Ala Ser He Thr Ser Cys 
100 105 HO 

acc aac acc tct aac cca tec gtg atg ate ggc get ggc ctg ate gca 
Thr Asn Thr Ser Asn Pro Ser Val Met He Gly Ala Gly Leu He Ala 
115 120 125 

cgt aag gca gca gaa aag ggc etc aag tec aag cct tgg gtt aag acc 
Arg Lys Ala Ala Glu Lys Gly Leu Lys Ser Lys Pro Trp Val Lys Thr 
130 135 140 

ate tgt gca cca ggt tec cag gtt gtc gac ggc tac tac cag cgc gca 
He Cys Ala Pro Gly Ser Gin Val Val Asp Gly Tyr Tyr Gin Arg Ala 
145 150 155 160 

gac etc tgg aag gac ctt gag gee atg ggc ttc tac etc tec ggc ttc 
Asp Leu Trp Lys Asp Leu Glu Ala Met Gly Phe Tyr Leu Ser Gly Phe 
165 170 175 

ggc tgc acc acc tgt att ggt aac tec ggc cca ctg cca gag gaa ate 
Gly Cys Thr Thr Cys He Gly Asn Ser Gly Pro Leu Pro Glu Glu He 



48 



96 



144 



192 



240 



336 



384 



432 



480 



528 



576 
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180 185 190 

tec get gcg ate aac gag cac gac ctg ace gca acc gca gtt ttg tec 
Ser Ala Ala He Asn Glu His Asp Leu Thr Ala Thr Ala Val Leu Ser 
195 200 205 

ggt aac cgt aac ttc gag gga cgt ate tec cct gac gtt aag atg aac 
Gly Asn Arg Asn Phe Glu Gly Arg He Ser Pro Asp Val Lys Met Asn 
210 215 220 

tac ctg gca tec cca ate atg gtc att get tac gca ate get ggc acc 
Tyr Leu Ala Ser Pro He Met Val He Ala Tyr Ala He Ala Gly Thr 
225 230 235 240 



ggt tec agg cgt ggt aac cac gag gtc atg atg cgc ggc acc ttc gee 
Gly Ser Arg Arg Gly Asn His Glu Val Met Met Arg Gly Thr Phe Ala 
385 390 395 400 

aac ate cgc etc cag aac cag ctg gtt gac ate gca ggt ggc tac acc 
Asn He Arg Leu Gin Asn Gin Leu Val Asp He Ala Gly Gly Tyr Thr 
405 410 415 

cgc gac ttc acc cag gag ggt get cca cag gcg ttc ate tac gac get 
Arg Asp Phe Thr Gin Glu Gly Ala Pro Gin Ala Phe He Tyr Asp Ala 
420 425 430 



624 



672 



720 



76£ 



atg gac ttc gac ttc gag aac gaa get ctt gga cag gac cag gac ggc 
Met Asp Phe Asp Phe Glu Asn Glu Ala Leu Gly Gin Asp Gin Asp Gly 
245 250 255 

aac gac gtc ttc ctg aag gac ate tgg cct tec acc gag gaa ate gaa 
Asn Asp Val Phe Leu Lys Asp He Trp Pro Ser Thr Glu Glu He Glu 
260 265 270 

gac acc ate cag cag gca ate tec cgt gag ctt tac gaa get gac tac 
Asp Thr He Gin Gin Ala He Ser Arg Glu Leu Tyr Glu 1 Ala Asp Tyr 
275 280 285 

gca gat gtc ttc aag ggt gac aag cag tgg cag gaa etc gat gtt cct 
Ala Asp Val Phe Lys Gly Asp Lys Gin Trp Gin Glu Leu Asp Val Pro 
290 295 300 

acc ggt gac acc ttc gag tgg gac gag aac tec acc tac ate cgc aag 
Thr Gly Asp Thr Phe Glu Trp Asp Glu Asn Ser Thr Tyr He Arg Lys 
305 310 315 320 

gca cct tac ttc gac ggc atg cct gtc gag cca gtg gca gtc acc gac 
Ala Pro Tyr Phe Asp Gly Met Pro Val Glu Pro Val Ala Val Thr Asp 
325 330 335 

ate cag ggc gca cgc gtt ctg get aag etc ggc gac tct gtc acc acc 
He Gin Gly Ala Arg Val Leu Ala Lys Leu Gly Asp Ser Val Thr Thr 
340 345 350 

gac cac ate tec cct get tec tec att aag cca ggt acc cct gca get 
Asp His He Ser Pro Ala Ser Ser He Lys Pro Gly Thr Pro Ala Ala 
355 360 365 

cag tac ttg gat gag cac ggt gtg gaa cgc cac gac tac aac tec ctg 1152 
Gin Tyr Leu Asp Glu His Gly Val Glu Arg His Asp Tyr Asn Ser Leu 
370 375 380 



816 



864 



912 



960 



100E 



1056 



1104 



1200 



1248 



1296 
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tec gtc aac 
Ser Val Asn 
435 

aag gag tac 
Lys Glu Tyr 
450 

aac ctg etc 
Asn Leu Leu 
465 

cac cgc tec 
His Arg Ser 



gca ggc gaa 
Ala Gly Glu 



gac ate ace 
Asp He Thr 
515 

gtc aag gtc 
Val Lys Val 
530 

gca att tgt 
Ala He Cys 
545 

acg 



tac aag get 
Tyr Lys Ala 



ggc ace ggt 
Gly Thr Gly 



gga att cgc 
Gly He Arg 
470 

aac etc ate 
Asn Leu He 
485 

tec cac gag 
Ser His Glu 
500 

gga ctg acc 
Gly Leu Thr 



acc gca acc 
Thr Ala Thr 



ccg cat cga 
Pro His Arg 
550 



get ggc att 
Ala Gly He 
440 

tct tec cgt 
Ser Ser Arg 
455 

gca gtt ate 
Ala Val He 



ggt atg ggc 
Gly Met Gly 



tec ctg ggc 
Ser Leu Gly 
505 

gca ctt aae 
Ala Leu Asn 
520 

aag gag aac 
Lys Glu Asn 
535 

cac ccc agg 
His Pro Arg 



ccg ctg gtc 
Pro Leu Val 



gac tgg gca 
Asp Trp Ala 
460 

acc gag tec 
Thr Glu Ser 
475 

gtt gtc cca 
Val Val Pro 
490 

ctt gac ggc 
Leu Asp Gly 



gag ggc gag 
Glu Gly Glu 



ggc gac gtc 
Gly Asp Val 
540 

tgaggctgac 



gtc ttg ggc 
Val Leu Gly 
445 

get aag ggc 
Ala Lys Gly 



ttc gag cgt 
Phe Glu Arg 



ctg cag ttc 
Leu Gin Phe 
495 

acc gag acc 
Thr Glu Thr 
510 

act cct aag 
Thr Pro Lys 
525 

gtc gag ttc 
Val Glu Phe 



tactaccgcc 



ggc 1344 
Gly 



act 1392 
Thr 



att 1440 

He 

480 

cct 1488 
Pro 



ttc 1536 
Phe 



act 1584 
Thr 



gac 1632 
Asp 



1679 



1682 



<210> 556 
<211> 553 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 556 

Val Val Pro Ser He Ala Gly Pro Lys Arg Pro Gin Asp Arg He Leu 
15 10 15 

Leu Ser Glu Ala Lys Glu Gin Phe Arg Lys Asp Leu Pro Thr Tyr Thr 
20 25 30 

Asp Asp Ala Val Ser Val Asp Thr Ser He Pro Ala Thr Arg Met Val 
35 40 45 

Asn Glu Gly Gly Gly Gin Pro Glu Gly Gly Val Glu Ala Asp Asn Tyr 
50 55 60 

Asn Ala Ser Trp Ala Gly Ser Gly Glu Ser Leu Ala Thr Gly Ala Glu 
65 70 75 80 

Gly Arg Pro Ser Lys Pro Val Thr Val Ala Ser Pro Gin Gly Gly Glu 
85 90 95 



Tyr Thr He Asp His Gly Met Val Ala He Ala Ser He Thr Ser Cys 
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100 105 HO 

Thr Asn Thr Ser Asn Pro Ser Val Met lie Gly Ala Gly Leu lie Ala 
115 120 125 

Arg Lys Ala Ala Glu Lys Gly Leu Lys Ser Lys Pro Trp Val Lys Thr 
130 135 140 

He Cys Ala Pro Gly Ser Gin Val Val Asp Gly Tyr Tyr Gin Arg Ala 
145 150 155 160 

Asp Leu Trp Lys Asp Leu Glu Ala Met Gly Phe Tyr Leu Ser Gly Phe 
165 170 175 

Gly Cys Thr Thr Cys He Gly Asn Ser Gly Pro Leu Pro Glu Glu He 
180 185 190 

Ser Ala Ala He Asn Glu His Asp Leu Thr Ala Thr Ala Val Leu Ser 
195 200 205 

Gly Asn Arg Asn Phe Glu Gly Arg He Ser Pro Asp Val Lys Met Asn 
210 215 220 

Tyr Leu Ala Ser Pro He Met Val He Ala Tyr Ala He Ala Gly Thr 
225 230 235 240 

Met Asp Phe Asp Phe Glu Asn Glu Ala Leu Gly Gin Asp Gin Asp Gly 
245 250 255 

Asn Asp Val Phe Leu Lys Asp He Trp Pro Ser Thr Glu Glu He Glu 
260 265 270 

Asp Thr He Gin Gin Ala He Ser Arg Glu Leu Tyr Glu Ala Asp Tyr 
275 280 285 

Ala Asp Val Phe Lys Gly Asp Lys Gin Trp Gin Glu Leu Asp Val Pro 
290 295 300 

Thr Gly Asp Thr Phe Glu Trp Asp Glu Asn Ser Thr Tyr He Arg Lys 
305 310 315 320 

Ala Pro Tyr Phe Asp Gly Met Pro Val Glu Pro Val Ala Val Thr Asp 
325 330 335 

He Gin Gly Ala Arg Val Leu Ala Lys Leu Gly Asp Ser Val Thr Thr 
340 345 350 

Asp His He Ser Pro Ala Ser Ser He Lys Pro Gly Thr Pro Ala Ala 
355 360 365 

Gin Tyr Leu Asp Glu His Gly Val Glu Arg His Asp Tyr Asn Ser Leu 
370 375 380 

Gly Ser Arg Arg Gly Asn His Glu Val Met Met Arg Gly Thr Phe Ala 
385 390 395 400 

Asn He Arg Leu Gin Asn Gin Leu Val Asp He Ala Gly Gly Tyr Thr 
405 410 415 

Arg Asp Phe Thr Gin Glu Gly Ala Pro Gin Ala Phe He Tyr Asp Ala 
420 425 430 
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Ser Val Asn Tyr 
435 

Lys Glu Tyr Gly 
450 

Asn Leu Leu Gly 
465 

His Arg Ser Asn 



Ala Gly Glu Ser 
500 

Asp lie Thr Gly 
515 

Val Lys Val Thr 
530 

Ala lie Cys Pro 
545 



Lys Ala Ala Gly 
440 

Thr Gly Ser Ser 
455 

lie Arg Ala Val 
470 

Leu lie Gly Met 
485 

His Glu Ser Leu 



Leu Thr Ala Leu 
520 

Ala Thr Lys Glu 

535 

His Arg His Pro 
550 



lie Pro Leu Val 



Arg Asp Trp Ala 
460 

lie Thr Glu Ser 
475 

Gly Val Val Pro 
490 

Gly Leu Asp Gly 
505 

Asn Glu Gly Glu 



Asn Gly Asp Val 
540 

Arg 



Val Leu Gly Gly 
445 

Ala Lys Gly Thr 



Phe Glu Arg lie 
480 

Leu Gin Phe Pro 
495 

Thr Glu Thr Phe 
510 

Thr Pro Lys Thr 
525 

Val Glu Phe Asp 



<210> 557 
<211> 874 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (874) 

<223> RXN02213 

<400> 557 

ttctgtggaa tgagaatccg atgtttttct cacgccggct cagccgaagc agacgccgtc 60 

qcgaaatctc accctaaaaa agttagaatt ggagctcact gtg act gaa age aag 115 

Val Thr Glu Ser Lys 
1 5 

aac tec ttc aat get aag age acc ctt gaa gtt ggc gac aag tec tat 
Asn Ser Phe Asn Ala Lys Ser Thr Leu Glu Val Gly Asp Lys Ser Tyr 
10 15 20 

gac tac ttc gec etc tct gca gtg cct ggc atg gag aag ctg ccg tac 211 
Asp Tyr Phe Ala Leu Ser Ala Val Pro Gly Met Glu Lys Leu Pro Tyr 
25 30 35 



tec etc aag gtt etc gga gag aac ctt ctt cgt acc gaa gac ggc gca 
Ser Leu Lys Val Leu Gly Glu Asn Leu Leu Arg Thr Glu Asp Gly Ala 
40 45 50 

aac ate acc aac gag cac att gag get ate gee aac tgg gat gca tct 
Asn He Thr Asn Glu His He Glu Ala He Ala Asn Trp Asp Ala Ser 
55 60 65 

tec gat cca age ate gaa ate cag ttc acc cca gee cgt gtt etc atg 
Ser Asp Pro Ser He Glu He Gin Phe Thr Pro Ala Arg Val Leu Met 



163 



259 



307 



355 
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70 75 80 85 

cag gac ttc acc ggt gtc cct tgt gta gtt gac etc gca acc atg cgt 
Gin Asp Phe Thr Gly Val Pro Cys Val Val Asp Leu Ala Thr Met Arg 
90 95 100 

gag gca gtt get gca etc ggt ggc gac cct aac gac gtc aac cca ctg 
Glu Ala Val Ala Ala Leu Gly Gly Asp Pro Asn Asp Val Asn Pro Leu 
105 HO H5 

aac cca gec gag atg gtc att gac cac tec gtc ate gtg gag get ttc 
Asn Pro Ala Glu Met Val lie Asp His Ser Val He Val Glu Ala Phe 
120 125 130 

ggc cgc cca gat gca ctg get aag aac gtt gag ate gag tac gag cgc 
Gly Arg Pro Asp Ala Leu Ala Lys Asn Val Glu He Glu Tyr Glu Arg 
135 140 145 

aac gag gag cgt tac cag ttc ctg cgt tgg ggt tec gag tec ttc tec 
Asn Glu Glu Arg Tyr Gin Phe Leu Arg Trp Gly Ser Glu Ser Phe Ser 
150 155 160 165 

aac ttc cgc gtt gtt cct cca gga acc ggt ate gtc cac cag gtc aac 
Asn Phe Arg Val Val Pro Pro Gly Thr Gly He Val His Gin Val Asn 
170 175 180 

att gag tac ttg get cgc gtc gtc ttc gac aac gag ggc ctt gca tac 
He Glu Tyr Leu Ala Arg Val Val Phe Asp Asn Glu Gly Leu Ala Tyr 
185 190 195 

cca gat acc tgc ate ggt acc gac tec cac acc acc atg gaa aac ggc 
Pro Asp Thr Cys He Gly Thr Asp Ser His Thr Thr Met Glu Asn Gly 
200 205 210 



atg etc ggc cag cca gtg tec atg ctg ate cct cgc gtt gtt ggc ttc 
Met Leu Gly Gin Pro Val Ser Met Leu He Pro Arg Val Val Gly Phe 
230 235 240 245 

aag ttg acc ggc gag ate cca gta ggc gtt acc gca act 
Lys Leu Thr Gly Glu He Pro Val Gly Val Thr Ala Thr 
250 255 



403 



451 



499 



547 



595 



643 



691 



739 



ctg ggc ate ctg ggc tgg ggc gtt ggt ggc att gag get gaa gca gca 787 
Leu Gly He Leu Gly Trp Gly Val Gly Gly He Glu Ala Glu Ala Ala 
215 220 225 



835 



874 



<210> 558 
<211> 258 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 558 

Val Thr Glu Ser Lys Asn Ser Phe Asn Ala Lys Ser Thr Leu Glu Val 
15 10 15 

Gly Asp Lys Ser Tyr Asp Tyr Phe Ala Leu Ser Ala Val Pro Gly Met 
20 25 30 



Glu Lys Leu Pro Tyr Ser Leu Lys Val Leu Gly Glu Asn Leu Leu Arg 
35 40 45 



BGI-126CP 



-797- 



Thr Glu Asp Gly Ala Asn lie Thr Asn Glu His He Glu Ala He Ala 
50 55 60 

Asn Trp Asp Ala Ser Ser Asp Pro Ser He Glu He Gin Phe Thr Pro 
65 70 75 80 

Ala Arg Val Leu Met Gin Asp Phe Thr Gly Val Pro Cys Val Val Asp 
85 90 95 

Leu Ala Thr Met Arg Glu Ala Val Ala Ala Leu Gly Gly Asp Pro Asn 
100 105 HO 

Asp Val Asn Pro Leu Asn Pro Ala Glu Met Val He Asp His Ser Val 
115 120 125 

He Val Glu Ala Phe Gly Arg Pro Asp Ala Leu Ala Lys Asn Val Glu 
130 135 140 

He Glu Tyr Glu Arg Asn Glu Glu Arg Tyr Gin Phe Leu Arg Trp Gly 
145 150 155 160 

Ser Glu Ser Phe Ser Asn Phe Arg- Val Val Pro Pro Gly Thr Gly He 
165 170 175 

Val His Gin Val Asn He Glu Tyr Leu Ala Arg Val Val Phe Asp Asn 
■ 180 185 190 

Glu Gly Leu Ala Tyr Pro Asp Thr Cys He Gly Thr Asp Ser His Thr 
195 200 205 

Thr Met Glu Asn Gly Leu Gly He Leu Gly Trp Gly Val Gly Gly He 
210 215 220 

Glu Ala Glu Ala Ala Met Leu Gly Gin Pro Val Ser Met Leu He Pro 
225 230 235 240 

Arg Val Val Gly Phe Lys Leu Thr Gly Glu He Pro Val Gly Val Thr 
245 250 255 

Ala Thr 



<210> 559 
<211> 817 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (817) 

<223> FRXA02213 

<400> 559 

ttctgtggaa tgagaatccg atgtttttct cacgccggct cagccgaagc agacgccgtc 6 

gcgaaatctc accctaaaaa agttagaatt ggagctcact gtg act gaa age aag 1 

Val Thr Glu Ser Lys 
1 5 
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aac tec ttc aat get aag age ace ctt gaa gtt ggc gac aag tec tat 163 
Asn Ser Phe Asn Ala Lys Ser Thr Leu Glu Val Gly Asp Lys Ser Tyr 
10 15 20 

gac tac ttc gee etc tct gca gtg cct ggc atg gag aag ctg ccg tac 
Asp Tyr Phe Ala Leu Ser Ala Val Pro Gly Met Glu Lys Leu Pro Tyr 
25 30 35 

tec etc aag gtt etc gga gag aac ctt ctt cgt ace gaa gac ggc gca 
Ser Leu Lys Val Leu Gly Glu Asn Leu Leu Arg Thr Glu Asp Gly Ala 
40 45 50 

aac ate acc aac gag cac att gag get ate gee aac tgg gat gca tct 
Asn He Thr Asn Glu His He Glu Ala He Ala Asn Trp Asp Ala Ser 
55 60 65 

tec gat cca age ate gaa ate cag ttc acc cca gec cgt gtt etc atg 
Ser Asp Pro Ser He Glu He Gin Phe Thr Pro Ala Arg Val Leu Met 
70 75 80 85 

cag gac ttc acc ggt gtc cct tgt gta gtt gac etc gca acc atg cgt 
Gin Asp Phe Thr Gly Val Pro Cys Val Val Asp Leu Ala Thr Met Arg 
90 95 100 

gag gca gtt get gca etc ggt ggc gac cct aac gac gtc aac cca ctg 451 
Glu Ala Val Ala Ala Leu Gly Gly Asp Pro Asn Asp Val Asn Pro Leu 
105 HO H5 

aac cca gee gag atg gtc att gac cac tec gtc ate gtg gag get ttc 499 
Asn Pro Ala Glu Met Val He Asp His Ser Val He Val Glu Ala Phe 
120 125 130 

ggc cgc cca gat gca ctg get aag aac gtt gag ate gag tac gag cgc 547 
Gly Arg Pro Asp Ala Leu Ala Lys Asn Val Glu He Glu Tyr Glu Arg 
135 140 145 



aac gag gag cgt tac cag ttc ctg cgt tgg ggt tec gag tec ttc tec 
Asn Glu Glu Arg Tyr Gin Phe Leu Arg Trp Gly Ser Glu Ser Phe Ser 
150 155 160 165 



211 



259 



307 



355 



403 



595 



643 



aac ttc cgc gtt gtt cct cca gga acc ggt ate gtc cac cag gtc aac 
Asn Phe Arg Val Val Pro Pro Gly Thr Gly He Val His Gin Val Asn 
170 175 180 

att gag tac ttg get cgc gtc gtc ttc gac aac gag ggc ctt gca tac 
He Glu Tyr Leu Ala Arg Val Val Phe Asp Asn Glu Gly Leu Ala Tyr 
185 190 195 

cca gat acc tgc ate ggt acc gac tec cac acc acc atg gaa aac ggc 
Pro Asp Thr Cys He Gly Thr Asp Ser His Thr Thr Met Glu Asn Gly 
200 205 210 

ctg ggc ate ctg ggc tgg ggc gtt ggt ggc att gag get gaa gca gca 787 
Leu Gly He Leu Gly Trp Gly Val Gly Gly He Glu Ala Glu Ala Ala 
215 220 225 



691 



739 



atg etc ggc cag cca gtg tec atg ctg ate 
Met Leu Gly Gin Pro Val Ser Met Leu He 
230 235 



817 
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<210> 560 
<211> 239 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 560 

Val Thr Glu Ser Lys Asn Ser Phe Asn Ala Lys Ser Thr Leu Glu Val 
15 10 15 

Gly Asp Lys Ser Tyr Asp Tyr Phe Ala Leu Ser Ala Val Pro Gly Met 
20 25 30 

Glu Lys Leu Pro Tyr Ser Leu Lys Val Leu Gly Glu Asn Leu Leu Arg 
35 40 45 

Thr Glu Asp Gly Ala Asn lie Thr Asn Glu His lie Glu Ala lie Ala 
50 55 60 

Asn Trp Asp Ala Ser Ser Asp Pro Ser He Glu He Gin Phe Thr Pro 
65 70 75 80 

Ala Arg Val Leu Met Gin Asp Phe Thr Gly Val Pro Cys Val Val Asp 
85 90 95 

Leu Ala Thr Met Arg Glu Ala Val Ala Ala Leu Gly Gly Asp Pro Asn 
100 105 HO 

Asp Val Asn Pro Leu Asn Pro Ala Glu Met Val He Asp His Ser Val 
115 120 125 

He Val Glu Ala Phe Gly Arg Pro Asp Ala Leu Ala Lys Asn Val Glu 
130 135 140 

He Glu Tyr Glu Arg Asn Glu Glu Arg Tyr Gin Phe Leu Arg Trp Gly 
145 150 155 160 

Ser Glu Ser Phe Ser Asn Phe Arg Val Val Pro Pro Gly Thr Gly He 
165 170 175 

Val His Gin Val Asn He Glu Tyr Leu Ala Arg Val Val Phe Asp Asn 
180 185 190 

Glu Gly Leu Ala Tyr Pro Asp Thr Cys He Gly Thr Asp Ser His Thr 
195 200 205 

Thr Met Glu Asn Gly Leu Gly He Leu Gly Trp Gly Val Gly Gly He 
210 215 220 

Glu Ala Glu Ala Ala Met Leu Gly Gin Pro Val Ser Met Leu He 
225 230 235 



<210> 561 
<211> 2891 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (2868) 

<223> RXA02056 
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<400> 561 

cgc cac tct gtt cca cgt eta acc aag ggc cag ggc acc ate ate ggt 
Arg His Ser Val Pro Arg Leu Thr Lys Gly Gin Gly Thr lie He Gly 
15 10 15 

gtc ggt tec atg gat tac cca gca gag ttc cag ggc get tea gaa gac 
Val Gly Ser Met Asp Tyr Pro Ala Glu Phe Gin Gly Ala Ser Glu Asp 
20 25 30 

cgc ctt gca gag etc ggc gtt ggc aaa ctt gtc acc ate acc tec acc 
Arg Leu Ala Glu Leu Gly Val Gly Lys Leu Val Thr He Thr Ser Thr 
35 40 45 

tac gat cac cgc gtg ate cag ggt get gtg tec ggt gaa ttc ctg cgc 
Tyr Asp His Arg Val He Gin Gly Ala Val Ser Gly Glu Phe Leu Arg 
50 55 60 

acc atg tct cgc ctg etc acc gat gat tec ttc tgg gat gag ate ttc 
Thr Met Ser Arg Leu Leu Thr Asp Asp Ser Phe Trp Asp Glu He Phe 
65 70 75 80 

gac gca atg aac gtt cct tac acc cca atg cgt tgg gca cag gac gtt 
Asp Ala Met Asn Val Pro Tyr Thr Pro Met Arg Trp Ala Gin Asp Val 
85 90 95 

cca aac acc ggt gtt gat aag aac acc cgc gtc atg cag etc att gag 
Pro Asn Thr Gly Val Asp Lys Asn Thr Arg Val Met Gin Leu He Glu 
100 105 HO 

gca tac cgc tec cgt gga cac etc ate get gac acc aac cca ctt tea 
Ala Tyr Arg Ser Arg Gly His Leu He Ala Asp Thr Asn Pro Leu Ser 
115 120 125 

tgg gtt cag cct ggc atg cca gtt cca gac cac cgc gac etc gac ate 
Trp Val Gin Pro Gly Met Pro Val Pro Asp His Arg Asp Leu Asp He 
130 135 140 

gag acc cac aac ctg acc ate tgg gat ctg gac cgt acc ttc aac gtc 
Glu Thr His Asn Leu Thr He Trp Asp Leu Asp Arg Thr Phe Asn Val 
145 150 155 160 

ggt ggc ttc ggc ggc aag gag acc atg acc ctg cgc gag gta ctg tec 
Gly Gly Phe Gly Gly Lys Glu Thr Met Thr Leu Arg Glu Val Leu Ser 
165 170 175 

cgc etc cgc get gcg tac acc etc aag gtc ggc tec gaa tac acc cac 
Arg Leu Arg Ala Ala Tyr Thr Leu Lys Val Gly Ser Glu Tyr Thr His 
180 185 190 

ate ctg gac cgc gac gag cgc acc tgg ctg cag gac cgc etc gag gec 
He Leu Asp Arg Asp Glu Arg Thr Trp Leu Gin Asp Arg Leu Glu Ala 
195 200 205 

gga atg cca aag cca acc cag gca gag cag aag tac ate ctg cag aag 
Gly Met Pro Lys Pro Thr Gin Ala Glu Gin Lys Tyr He Leu Gin Lys 
210 215 220 

ctg aac gec gcg gag get ttc gag aac ttc ctg cag acc aag tac gtc 
Leu Asn Ala Ala Glu Ala Phe Glu Asn Phe Leu Gin Thr Lys Tyr Val 
225 230 235 240 



48 



96 



144 



192 



240 



288 



33 6 



384 



432 



480 



528 



576 



624 



672 



720 
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ggc cag aag cgc ttc tec etc gaa ggt gca gaa gca ctt ate cca ctg 768 
Gly Gin Lys Arg Phe Ser Leu Glu Gly Ala Glu Ala Leu He Pro Leu 
245 250 255 

atg gac tec gec ate gac ace gec gca ggc caa ggc etc gac gaa gtt 816 
Met Asp Ser Ala He Asp Thr Ala Ala Gly Gin Gly Leu Asp Glu Val 
260 265 270 

gtc ate ggt atg cca cac cgt ggt cgc etc aac gtg ctg ttc aac ate 8 64 
Val He Gly Met Pro His Arg Gly Arg Leu Asn Val Leu Phe Asn He 
275 280 285 



gtg ggc aag cca ctg gca tec ate ttc aac gag ttt gaa ggc caa atg 
Val Gly Lys Pro Leu Ala Ser He Phe Asn Glu Phe Glu Gly Gin Met 
290 295 300 



cgc ttc ggc aag gac gtc ttc ate gac etc gtc tgc tac cgc etc cgc 
Arg Phe Gly Lys Asp Val Phe He Asp Leu Val Cys Tyr Arg Leu Arg 
465 470 475 480 



912 



1104 



gag cag ggc cag ate ggt ggc tec ggt gac gtg aag tac cac etc ggt 960 
Glu Gin Gly Gin He Gly Gly Ser Gly Asp Val Lys Tyr His Leu Gly 
305 310 315 320 

tec gaa ggc cag cac ctg cag atg ttc ggc gac ggc gag ate aag gtc 1008 
Ser Glu Gly Gin His Leu Gin Met Phe Gly Asp Gly Glu He Lys Val 
325 330 335 

tec ctg act get aac ccg tec cac ctg gaa get gtt aac cca gcg atg 1056 
Ser Leu Thr Ala Asn Pro Ser His Leu Glu Ala Val Asn Pro Ala Met 
340 345 350 

gaa ggt att gtc cgc gca aag cag gac tac ctg gac aag ggc gta gac 
Glu Gly He Val Arg Ala Lys Gin Asp Tyr Leu Asp Lys Gly Val Asp 
355 360 365 

ggc aag act gtt gtg cca ctg ctg etc cac ggt gac get gca ttc gca 1152 
Gly Lys Thr Val Val Pro Leu Leu Leu His Gly Asp Ala Ala Phe Ala 
370 375 380 

ggc ctg ggc ate gtg cca gaa ace ate aac ctg get aag ctg cgt ggc 1200 
Gly Leu Gly He Val Pro Glu Thr He Asn Leu Ala Lys Leu Arg Gly 
385 390 395 400 

tac gac gtc ggc ggc acc ate cac ate gtg gtg aac aac cag ate ggc 1248 
Tyr Asp Val Gly Gly Thr He His He Val Val Asn Asn Gin He Gly 
405 410 415 

ttc acc acc acc cca gac tec age cgc tec atg cac tac gca acc gac 1296 
Phe Thr Thr Thr Pro Asp Ser Ser Arg Ser Met His Tyr Ala Thr Asp 
420 425 430 

tac gee aag gca ttc ggc tgc cca gtc ttc cac gtc aac ggc gac gac 1344 
Tyr Ala Lys Ala Phe Gly Cys Pro Val Phe His Val Asn Gly Asp Asp 
435 440 445 

cca gag gca gtt gtc tgg gtt ggc cag ctg gec acc gag tac cgt cgt 1392 
Pro Glu Ala Val Val Trp Val Gly Gin Leu Ala Thr Glu Tyr Arg Arg 
450 455 460 



1440 
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ggc cac aac gaa get gat gat cct tec atg acc cag cca aag atg tat 
Gly His Asn Glu Ala Asp Asp Pro Ser Met Thr Gin Pro Lys Met Tyr 
485 490 495 

gag etc ate acc ggc cgc gag acc gtt cgt get cag tac acc gaa gac 
Glu Leu lie Thr Gly Arg Glu Thr Val Arg Ala Gin Tyr Thr Glu Asp 
500 505 510 

ctg etc gga cgt gga gac etc tec aac gaa gat gca gaa gca gtc gtc 
Leu Leu Gly Arg Gly Asp Leu Ser Asn Glu Asp Ala Glu Ala Val Val 
515 520 525 

cgc gac ttc cac gac cag atg gaa tct gtg ttc aac gaa gtc aag gaa 
Arg Asp Phe His Asp Gin Met Glu Ser Val Phe Asn Glu Val Lys Glu 
530 535 540 

ggc ggc aag aag cag get gag gca cag acc ggc ate acc ggc tec cag 
Gly Gly Lys Lys Gin Ala Glu Ala Gin Thr Gly lie Thr Gly Ser Gin 
545 550 555 560 



ggt aag ttc ctg gtc tac aac tec gca ctg acc gag tac gca ggc atg 
Gly Lys Phe Leu Val Tyr Asn Ser Ala Leu Thr Glu Tyr Ala Gly Met 
675 680 685 



tgg gaa gca cag ttc ggc gac ttc gee aac ggc get cag acc ate ate 

Trp Glu Ala Gin Phe Gly Asp Phe Ala Asn Gly Ala Gin Thr lie lie 

705 710 715 720 

gat gag tac gtc tec tea ggc gaa get aag tgg ggc cag acc tec aag 



1488 



1536 



1584 



1632 



1680 



aag ctt cca cac ggc ctt gag acc aac ate tec cgt gaa gag etc ctg 1728 
Lys Leu Pro His Gly Leu Glu Thr Asn lie Ser Arg Glu Glu Leu Leu 
565 570 575 

gaa ctg gga cag get ttc gee aac acc cca gaa ggc ttc aac tac cac 1776 
Glu Leu Gly Gin Ala Phe Ala Asn Thr Pro Glu Gly Phe Asn Tyr His 
580 585 590 

cca cgt gtg get ccc gtt get aag aag cgc gtc tec tct gtc acc gaa 1824 
Pro Arg Val Ala Pro Val Ala Lys Lys Arg Val Ser Ser Val Thr Glu 
595 600 605 

ggt ggc ate gac tgg gca tgg ggc gag etc etc gee ttc ggt tec ctg 1872 
Gly Gly lie Asp Trp Ala Trp Gly Glu Leu Leu Ala Phe Gly Ser Leu 
610 615 620 

get aac tec ggc cgc ttg gtt cgc ctt gca ggt gaa gat tec cgc cgc 1920 
Ala Asn Ser Gly Arg Leu Val Arg Leu Ala Gly Glu Asp Ser Arg Arg 
625 630 635 640 

ggt acc ttc acc cag cgc cac gca gtt gee ate gac cca gcg acc get 1968 
Gly Thr Phe Thr Gin Arg His Ala Val Ala lie Asp Pro Ala Thr Ala 
645 650 655 

gaa gag ttc aac cca etc cac gag ctt gca cag tec aag ggc aac aac 2016 
Glu Glu Phe Asn Pro Leu His Glu Leu Ala Gin Ser Lys Gly Asn Asn 
660 665 670 



2064 



ggc ttc gag tac ggc tac tec gta gga aac gaa gac tec ate gtt gca 2112 
Gly Phe Glu Tyr Gly Tyr Ser Val Gly Asn Glu Asp Ser lie Val Ala 
690 695 700 



2160 



2208 
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Asp Glu Tyr Val Ser Ser Gly Glu Ala Lys Trp Gly Gin Thr Ser Lys 
725 730 735 

ctg ate ctt ctg ctg cct cac ggc tac gaa ggc cag ggc cca gac cac 2256 
Leu lie Leu Leu Leu Pro His Gly Tyr Glu Gly Gin Gly Pro Asp His 
740 745 750 

tct tec gca cgt ate gag cgc ttc ctg cag ctg tgc get gag ggt tec 2304 
Ser Ser Ala Arg lie Glu Arg Phe Leu Gin Leu Cys Ala Glu Gly Ser 
755 760 765 

atg act gtt get cag cca tec ace cca gca aac cac ttc cac eta ctg 2352 
Met Thr Val Ala Gin Pro Ser Thr Pro Ala Asn His Phe His Leu Leu 
770 775 780 

cgt cgt cac get ctg tec gac ctg aag cgt cca ctg gtt ate ttc ace 2400 
Arg Arg His Ala Leu Ser Asp Leu Lys Arg Pro Leu Val lie Phe Thr 
785 790 795 800 

ccg aag tec atg ctg cgt aac aag get get gee tec gca cca gaa gac 2448 
Pro Lys Ser Met Leu Arg Asn Lys Ala Ala Ala Ser Ala Pro Glu Asp 
805 810 815 

ttc act gag gtc ace aag ttc cag tec gtg ate aac gat cca aac gtt 2496 
Phe Thr Glu Val Thr Lys Phe Gin Ser Val lie Asn Asp Pro Asn Val 
820 825 830 

gca gat gca gee aag gtg aag aag gtc atg ctg gtc tec ggc aag ctg 2544 
Ala Asp Ala Ala Lys Val Lys Lys Val Met Leu Val Ser Gly Lys Leu 
835 840 845 

tac tac gaa ttg gca aag cgc aag gag aag gac gga cgc gac gac ate 2592 
Tyr Tyr Glu Leu Ala Lys Arg Lys Glu Lys Asp Gly Arg Asp Asp lie 
850 855 860 

gcg ate gtt cgt ate gaa atg etc cac cca att ccg ttc aac cgc ate 2640 
Ala lie Val Arg lie Glu Met Leu His Pro lie Pro Phe Asn Arg lie 
865 870 875 880 

tec gag get ctt gec ggc tac cct aac get gag gaa gtc etc ttc gtt 2688 
Ser Glu Ala Leu Ala Gly Tyr Pro Asn Ala Glu Glu Val Leu Phe Val 
885 890 895 

cag gat gag cca gca aac cag ggc cca tgg ccg ttc tac cag gag cac 2736 
Gin Asp Glu Pro Ala Asn Gin Gly Pro Trp Pro Phe Tyr Gin Glu His 
900 905 910 

etc cca gag ctg ate ccg aac atg cca aag atg cgc cgc gtt tec cgc 2784 
Leu Pro Glu Leu lie Pro Asn Met Pro Lys Met Arg Arg Val Ser Arg 
915 920 925 

cgc get cag tec tec ace gca act ggt gtt gec aag gtg cac cag ctg 2832 
Arg Ala Gin Ser Ser Thr Ala Thr Gly Val Ala Lys Val His Gin Leu 
930 935 940 

gag gag aag cag ctt ate gac gag get ttc gag get taagtcttta 2878 
Glu Glu Lys Gin Leu lie Asp Glu Ala Phe Glu Ala 
945 950 955 

tagtcctgea eta 2891 
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<210> 562 
<211> 956 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 562 

Arg His Ser Val Pro Arg Leu Thr Lys Gly Gin Gly Thr He He Gly 
15 10 15 

Val Gly Ser Met Asp Tyr Pro Ala Glu Phe Gin Gly Ala Ser Glu Asp 
20 25 30 

Arg Leu Ala Glu Leu Gly Val Gly Lys Leu Val Thr He Thr Ser Thr 
35 40 45 

Tyr Asp His Arg Val He Gin Gly Ala Val Ser Gly Glu Phe Leu Arg 
50 55 60 

Thr Met Ser Arg Leu Leu Thr Asp Asp Ser Phe Trp Asp Glu He Phe 
65 70 75 80 

Asp Ala Met Asn Val Pro Tyr Thr Pro Met Arg Trp Ala Gin Asp Val 
85 90 95 

Pro Asn Thr Gly Val Asp Lys Asn Thr Arg Val Met Gin Leu He Glu 
100 105 HO 

Ala Tyr Arg Ser Arg Gly His Leu He Ala Asp Thr Asn Pro Leu Ser 
115 120 125 

Trp Val Gin Pro Gly Met Pro Val Pro Asp His Arg Asp Leu Asp He 
130 135 140 

Glu Thr His Asn Leu Thr He Trp Asp Leu Asp Arg Thr Phe Asn Val 
145 150 155 160 

Gly Gly Phe Gly Gly Lys Glu Thr Met Thr Leu Arg Glu Val Leu Ser 
165 170 175 

Arg Leu Arg Ala Ala Tyr Thr Leu Lys Val Gly Ser Glu Tyr Thr His 
180 185 190 

He Leu Asp Arg Asp Glu Arg Thr Trp Leu Gin Asp Arg Leu Glu Ala 
195 20-0 205 

Gly Met Pro Lys Pro Thr Gin Ala Glu Gin Lys Tyr He Leu Gin Lys 
210 215 220 

Leu Asn Ala Ala Glu Ala Phe Glu Asn Phe Leu Gin Thr Lys Tyr Val 
225 230 235 240 

Gly Gin Lys Arg Phe Ser Leu Glu Gly Ala Glu Ala Leu He Pro Leu 
245 250 255 

Met Asp Ser Ala He Asp Thr Ala Ala Gly Gin Gly Leu Asp Glu Val 
260 265 270 



Val He Gly Met Pro His Arg Gly Arg Leu Asn Val Leu Phe Asn He 
275 280 285 
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Val Gly Lys Pro 
290 

Glu Gin Gly Gin 
305 

Ser Glu Gly Gin 



Ser Leu Thr Ala 
340 

Glu Gly lie Val 
355 

Gly Lys Thr Val 
370 

Gly Leu Gly lie 
385 

Tyr Asp Val Gly 



Phe Thr Thr Thr 
420 

Tyr Ala Lys Ala 
435 

Pro Glu Ala Val 
450 

Arg Phe Gly Lys 
465 

Gly His Asn Glu 



Glu Leu lie Thr 
500 

Leu Leu Gly Arg 
515 

Arg Asp Phe His 
530 

Gly Gly Lys Lys 
545 

Lys Leu Pro His 



Glu Leu Gly Gin 
580 

Pro Arg Val Ala 
595 

Gly Gly He Asp 



Leu Ala Ser He 
295 

He Gly Gly Ser 
310 

His Leu Gin Met 
325 

Asn Pro Ser His 



Arg Ala Lys Gin 
360 

Val Pro Leu Leu 
375 

Val Pro Glu Thr 
390 

Gly Thr He His 
405 

Pro Asp Ser Ser 



Phe Gly Cys Pro 
440 

Val Trp Val Gly 
455 

Asp Val Phe He 
470 

Ala Asp Asp Pro 
485 

Gly Arg Glu Thr 



Gly Asp Leu Ser 
520 

Asp Gin Met Glu 
535 

Gin Ala Glu Ala 
550 

Gly Leu Glu Thr 
565 

Ala Phe Ala Asn 



Pro Val Ala Lys 
600 

Trp Ala Trp Gly 



Phe Asn Glu Phe 
300 

Gly Asp Val Lys 
315 

Phe Gly Asp Gly 
330 

Leu Glu Ala Val 
345 

Asp Tyr Leu Asp 



Leu His Gly Asp 
380 

He Asn Leu Ala 
395 

He Val Val Asn 
410 

Arg Ser Met His 
425 

Val Phe His Val 



Gin Leu Ala Thr 
460 

Asp Leu Val Cys 
475 

Ser Met Thr Gin 
490 

Val Arg Ala Gin 

505 

Asn Glu Asp Ala 



Ser Val Phe Asn 
540 

Gin Thr Gly He 
555 

Asn He Ser Arg 
570 

Thr Pro Glu Gly 
585 

Lys Arg Val Ser 



Glu Leu Leu Ala 



Glu Gly Gin Met 



Tyr His Leu Gly 
320 

Glu He Lys Val 
335 

Asn Pro Ala Met 
350 

Lys Gly Val Asp 

365 

Ala Ala Phe Ala 



Lys Leu Arg Gly 
400 

Asn Gin He Gly 
415 

Tyr Ala Thr Asp 
430 

Asn Gly Asp Asp 
445 

Glu Tyr Arg Arg 



Tyr Arg Leu Arg 
480 

Pro Lys Met Tyr 
495 

Tyr Thr Glu Asp 
510 

Glu Ala Val Val 
525 

Glu Val Lys Glu 



Thr Gly Ser Gin 
560 

Glu Glu Leu Leu 
575 

Phe Asn Tyr His 
590 

Ser Val Thr Glu 
605 

Phe Gly Ser Leu 
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610 615 620 

Ala Asn Ser Gly Arg Leu Val Arg Leu Ala Gly Glu Asp Ser Arg Arg 
625 630 635 640 

Gly Thr Phe Thr Gin Arg His Ala Val Ala lie Asp Pro Ala Thr Ala 
645 650 655 

Glu Glu Phe Asn Pro Leu His Glu Leu Ala Gin Ser Lys Gly Asn Asn 
660 665 670 

Gly Lys Phe Leu Val Tyr Asn Ser Ala Leu Thr Glu Tyr Ala Gly Met 
675 680 685 

Gly Phe Glu Tyr Gly Tyr Ser Val Gly Asn Glu Asp Ser lie Val Ala 
690 695 700 

Trp Glu Ala Gin Phe Gly Asp Phe Ala Asn Gly Ala Gin Thr lie He 
705 710 715 720 

Asp Glu Tyr Val Ser Ser Gly Glu Ala Lys Trp Gly Gin Thr Ser Lys 
725 730 735 

Leu He Leu Leu Leu Pro His Gly Tyr Glu Gly Gin Gly Pro Asp His 
740 745 750 

Ser Ser Ala Arg He Glu Arg Phe Leu Gin Leu Cys Ala Glu Gly Ser 
755 760 765 

Met Thr Val Ala Gin Pro Ser Thr Pro Ala Asn His Phe His Leu Leu 
770 775 780 

Arg Arg His Ala Leu Ser Asp Leu Lys Arg Pro Leu Val He Phe Thr 
785 790 795 800 

Pro Lys Ser Met Leu Arg Asn Lys Ala Ala Ala Ser Ala Pro Glu Asp 
805 810 815 

Phe Thr Glu Val Thr Lys Phe Gin Ser Val He Asn Asp Pro Asn Val 
820 825 830 

Ala Asp Ala Ala Lys Val Lys Lys Val Met Leu Val Ser Gly Lys Leu 
835 840 845 

Tyr Tyr Glu Leu Ala Lys Arg Lys Glu Lys Asp Gly Arg Asp Asp He 
850 855 860 

Ala He Val Arg He Glu Met Leu His Pro He Pro Phe Asn Arg He 
865 870 875 880 

Ser Glu Ala Leu Ala Gly Tyr Pro Asn Ala Glu Glu Val Leu Phe Val 
885 890 895 

Gin Asp Glu Pro Ala Asn Gin Gly Pro Trp Pro Phe Tyr Gin Glu His 
900 905 910 

Leu Pro Glu Leu He Pro Asn Met Pro Lys Met Arg Arg Val Ser Arg 
915 920 925 



Arg Ala Gin Ser Ser Thr Ala Thr Gly Val Ala Lys Val His Gin Leu 
930 935 940 
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Glu Glu Lys Gin Leu lie Asp Glu Ala Phe Glu Ala 
945 950 955 



<210> 563 
<211> 1517 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1494) 

<223> RXA01745 

<400> 563 

ate ctt gca gac gaa gac gac acc gtc gac gtc ggc gca gtc ate gec 

lie Leu Ala Asp Glu Asp Asp Thr Val Asp Val Gly Ala Val lie Ala 
15 10 15 

cgc ate ggt gac gca aac gca get gca gca cct gec gaa gag gaa gca 
Arg lie Gly Asp Ala Asn Ala Ala Ala Ala Pro Ala Glu Glu Glu Ala 
20 25 30 

get cct gec gaa gag gaa gaa cca gtt aag gaa gag cca aag aag gag 
Ala Pro Ala Glu Glu Glu Glu Pro Val Lys Glu Glu Pro Lys Lys Glu 
35 40 45 

gca get cct gaa get cca gca gca act ggc gec gca acc gat gtg gaa 
Ala Ala Pro Glu Ala Pro Ala Ala Thr Gly Ala Ala Thr Asp Val Glu 
50 55 60 

atg cca gaa etc ggc gaa tec gtc acc gaa ggc acc att acc cag tgg 
Met Pro Glu Leu Gly Glu Ser Val Thr Glu Gly Thr lie Thr Gin Trp 
65 70 75 80 

etc aag get gtc ggc gac acc gtc gaa gta gac gaa cca ctt ctt gag 
Leu Lys Ala Val Gly Asp Thr Val Glu Val Asp Glu Pro Leu Leu Glu 
85 90 95 

gtc tec acc gac aag gtc gac acc gaa ate cca tec cca gta gca ggc 
Val Ser Thr Asp Lys Val Asp Thr Glu lie Pro Ser Pro Val Ala Gly 
100 105 110 

acc ate gtg gag ate ctt gca gac gaa gac gac acc gtc gac gtc ggc 
Thr lie Val Glu lie Leu Ala Asp Glu Asp Asp Thr Val Asp Val Gly 
115 120 125 

gca gtc ate gee cgc ate ggt gac gca aac gca get gca gca cct gec 
Ala Val lie Ala Arg lie Gly Asp Ala Asn Ala Ala Ala Ala Pro Ala 
130 135 140 

gaa gag gaa gca get cct gee gaa gag gag gaa cca gtt aag gaa gag 
Glu Glu Glu Ala Ala Pro Ala Glu Glu Glu Glu Pro Val Lys Glu Glu 
145 150 155 160 

cca aag aag gaa gag ccc aag aag gaa gag ccc aag aag gaa gca get 
Pro Lys Lys Glu Glu Pro Lys Lys Glu Glu Pro Lys Lys Glu Ala Ala 
165 170 175 

act aca cct get gcg gca tec gca act gtg tec get tct ggc gac aac 



48 



96 



144 



192 



240 



288 



336 



384 



432 



480 



528 



576 
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Thr Thr Pro Ala 
180 

gtt cca tac gtc 
Val Pro Tyr Val 
195 

gtt gac ttg aac 
Val Asp Leu Asn 
210 

aag cag gat gtt 
Lys Gin Asp Val 
225 

get get get cct 
Ala Ala Ala Pro 



aag get aag etc 
Lys Ala Lys Leu 
260 

ate acc gcg atg 
lie Thr Ala Met 
275 

acc cag ctg cac 
Thr Gin Leu His 
290 

aag aac aag ccc 
Lys Asn Lys Pro 
305 

ctg cca ttc ttc 
Leu Pro Phe Phe 



aac gtc aac gcg 
Asn Val Asn Ala 
340 

tec tec gtt aac 
Ser Ser Val Asn 
355 

acc cca gtc att 
Thr Pro Val lie 
370 

aag gca att gtt 
Lys Ala lie Val 
385 

cca aac gat ctg 
Pro Asn Asp Leu 



gaa ggc gca ctg 
Glu Gly Ala Leu 



Ala Ala Ser 



acc cca ctg 
Thr Pro Leu 



acc gtg acc 
Thr Val Thr 
215 

ttg get get 
Leu Ala Ala 
230 

gtt tec get 
Val Ser Ala 
245 

cgt ggt acc 
Arg Gly Thr 



aag acc gtc 
Lys Thr Val 



gag gtc gat 
Glu Val Asp 
295 

gcg ttc ate 
Ala Phe lie 
310 

gtg aag gca 
Val Lys Ala 
325 

tct ttc aac 
Ser Phe Asn 



etc tec ate 
Leu Ser lie 



cac gat get 
His Asp Ala 
375 

gac ctg get 
Asp Leu Ala 
390 

tec ggt ggc 
Ser Gly Gly 
405 

tct gat acc 
Ser Asp Thr 



Ala Thr Val Ser 

185 

gtg cgc aag ctt 
Val Arg Lys Leu 
200 

ggt acc ggt ate 
Gly Thr Gly lie 



gcg aac ggc gag 
Ala Asn Gly Glu 
235 

tgg tec act aag 
Trp Ser Thr Lys 

250 

act cag aag gtc 
Thr Gin Lys Val 
265 

gag get ctg cag 
Glu Ala Leu Gin 
280 

atg act cgc gtt 
Met Thr Arg Val 



gag aag cac ggt 
Glu Lys His Gly 
315 

gtt gtc gag get 
Val Val Glu Ala 
330 

gcg aag acc aag 
Ala Lys Thr Lys 
345 

get gtt gat acc 
Ala Val Asp Thr 
360 

cag gat etc tec 
Gin Asp Leu Ser 



gat cgt tea cgc 
Asp Arg Ser Arg 
395 

acc ttc acc ate 
Thr Phe Thr He 
410 

cca ate ctg gtt 
Pro He Leu Val 



Ala Ser Gly 
190 

get gaa aag 
Ala Glu Lys 
205 

ggt ggc cgt 
Gly Gly Arg 
220 

get gca cct 
Ala Ala Pro 



tct gtt gac 
Ser Val Asp 



aac cgc ate 
Asn Arg He 
270 

att tct get 
lie Ser Ala 
285 

get gag ctg 

Ala Glu Leu 
300 

gtg aac etc 

Val Asn Leu 



ttg gtt tec 
Leu Val Ser 



gag atg acc 
Glu Met Thr 
350 

cca get ggt 
Pro Ala Gly 
365 

ate cca gag 
He Pro Glu 
380 

aac aac aag 
Asn Asn Lys 



acc aac att 
Thr Asn He 



cca cca cag 
Pro Pro Gin 



Asp Asn 



cac ggc 624 
His Gly 



ate cgc 672 
He Arg 



get gag 720 
Ala Glu 
240 

cct gag 768 

Pro Glu 

255 

cgt gag 816 
Arg Glu 



cag etc 864 
Gin Leu 



cgt aag 912 
Arg Lys 



act tac 960 
Thr Tyr 
320 

cat cca 1008 

His Pro 

335 

tac cac 1056 
Tyr His 



ctg ttg 1104 
Leu Leu 



ate gca 1152 
He Ala 



ctg aag 1200 
Leu Lys 
400 

ggt tct 1248 

Gly Ser 

415 

get ggc 1296 
Ala Gly 
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420 



425 



430 



ate ttg ggc acc ggc gcg ate gtg aag cgt cca gtt gtc ate acc gag 
lie Leu Gly Thr Gly Ala He Val Lys Arg Pro Val Val He Thr Glu 
435 440 445 

gat gga att gat tec ate gcg ate cgt cag atg gtc ttc eta cca ctg 
Asp Gly lie Asp Ser He Ala He Arg Gin Met Val Phe Leu Pro Leu 
450 455 460 

acc tac gac cac cag gtt gta gat ggc gca gat get ggt cgc ttc ctg 
Thr Tyr Asp His Gin Val Val Asp Gly Ala Asp Ala Gly Arg Phe Leu 
465 470 475 480 

acc acc ate aag gac cgc ctt gag acc get aac ttc gaa ggc gat ctg 
Thr Thr He Lys Asp Arg Leu Glu Thr Ala Asn Phe Glu Gly Asp Leu 
485 490 495 



1344 



1392 



1440 



1488 



cag etc taagatctct gcaagttaaa acc 
Gin Leu 



1517 



<210> 564 
<211> 498 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 564 

He Leu Ala Asp Glu Asp Asp Thr Val Asp Val Gly Ala Val He Ala 
15 10 15 

Arg He Gly Asp Ala Asn Ala Ala Ala Ala Pro Ala Glu Glu Glu Ala 
20 25 30 

Ala Pro Ala Glu Glu Glu Glu Pro Val Lys Glu Glu Pro Lys Lys Glu 
35 40 45 

Ala Ala Pro Glu Ala Pro Ala Ala Thr Gly Ala Ala Thr Asp Val Glu 
50 55 60 

Met Pro Glu Leu Gly Glu Ser Val Thr Glu Gly Thr He Thr Gin Trp 
65 70 75 80 

Leu Lys Ala Val Gly Asp Thr Val Glu Val Asp Glu Pro Leu Leu Glu 
85 90 95 

Val Ser Thr Asp Lys Val Asp Thr Glu He Pro Ser Pro Val Ala Gly 
100 105 HO 

Thr He Val Glu He Leu Ala Asp Glu Asp Asp Thr Val Asp Val Gly 
115 120 125 

Ala Val He Ala Arg He Gly Asp Ala Asn Ala Ala Ala Ala Pro Ala 
130 135 140 

Glu Glu Glu Ala Ala Pro Ala Glu Glu Glu Glu Pro Val Lys Glu Glu 
145 150 155 160 

Pro Lys Lys Glu Glu Pro Lys Lys Glu Glu Pro Lys Lys Glu Ala Ala 
165 170 175 
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Thr Thr Pro Ala 
180 

Val Pro Tyr Val 
195 

Val Asp Leu Asn 
210 

Lys Gin Asp Val 
225 

Ala Ala Ala Pro 



Lys Ala Lys Leu 
260 

He Thr Ala Met 
275 

Thr Gin Leu His 
290 

Lys Asn Lys Pro 
305 

Leu Pro Phe Phe 



Asn Val Asn Ala 
340 

Ser Ser Val Asn 
355 

Thr Pro Val He 
370 

Lys Ala He Val 
385 

Pro Asn Asp Leu 



Glu Gly Ala Leu 
420 

He Leu Gly Thr 
435 

Asp Gly He Asp 
450 

Thr Tyr Asp His 
465 

Thr Thr He Lys 



Ala Ala Ser Ala 



Thr Pro Leu Val 
200 

Thr Val Thr Gly 
215 

Leu Ala Ala Ala 
230 

Val Ser Ala Trp 
245 

Arg Gly Thr Thr 



Lys Thr Val Glu 
280 

Glu Val Asp Met 
295 

Ala Phe He Glu 
310 

Val Lys Ala Val 
325 

Ser Phe Asn Ala 



Leu Ser He Ala 
360 

His Asp Ala Gin 
375 

Asp Leu Ala Asp 
390 

Ser Gly Gly Thr 
405 

Ser Asp Thr Pro 



Gly Ala He Val 
440 

Ser He Ala He 
455 

Gin Val Val Asp 
470 

Asp Arg Leu Glu 
485 



Thr Val Ser Ala 

185 

Arg Lys Leu Ala 



Thr Gly He Gly 
220 

Asn Gly Glu Ala 
235 

Ser Thr Lys Ser 
250 

Gin Lys Val Asn 
265 

Ala Leu Gin He 



Thr Arg Val Ala 
300 

Lys His Gly Val 
315 

Val Glu Ala Leu 
330 

Lys Thr Lys Glu 
345 

Val Asp Thr Pro 



Asp Leu Ser He 
380 

Arg Ser Arg Asn 
395 

Phe Thr He Thr 
410 

He Leu Val Pro 
425 

Lys Arg Pro Val 



Arg Gin Met Val 
460 

Gly Ala Asp Ala 
475 

Thr Ala Asn Phe 
490 



Ser Gly Asp Asn 
190 

Glu Lys His Gly 

205 

Gly Arg He Arg 



Ala Pro Ala Glu 
240 

Val Asp Pro Glu 
255 

Arg He Arg Glu 

270 

Ser Ala Gin Leu 
285 

Glu Leu Arg Lys 



Asn Leu Thr Tyr 
320 

Val Ser His Pro 
335 

Met Thr Tyr His 
350 

Ala Gly Leu Leu 
365 

Pro Glu He Ala 



Asn Lys Leu Lys 
400 

Asn He Gly Ser 
415 

Pro Gin Ala Gly 
430 

Val He Thr Glu 
445 

Phe Leu Pro Leu 



Gly Arg Phe Leu 
480 

Glu Gly Asp Leu 
495 



BGI-126CP 



-811 - 



Gin Leu 



<210> 565 
<211> 1005 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (982) 

<223> RXA00782 

<400> 565 

gggtatggat gcagcggctg atcacgctgc ccatttggcc aatcttgccc agcacggcca 60 

gttcgcaacc gctaattagt taaggagcac ctgtttaatc atg tct att ttt etc 115 

Met Ser lie Phe Leu 
1 5 



aat tea gat tec cgc ate ate att cag ggc att acc ggt teg gaa ggt 
Asn Ser Asp Ser Arg lie lie He Gin Gly He Thr Gly Ser Glu Gly 
10 15 20 



ggc acc aac ccc cgc aaa get ggg caa acc att ttg ate aat gac act 
Gly Thr Asn Pro Arg Lys Ala Gly Gin Thr He Leu He Asn Asp Thr 
40 45 50 



gcg gat gtc acc gta att ttc gtt cct cca gec ttt gee aaa get gcg 

Ala Asp Val Thr Val He Phe Val Pro Pro Ala Phe Ala Lys Ala Ala 

70 75 80 85 

ate att gaa get ate gac get cac ate cca ctg tgc gtg att att act 

He He Glu Ala He Asp Ala His He Pro Leu Cys Val He lie Thr 

90 95 100 



163 



tea gag cat gcg cgt cga att tta gee tct ggt gcg aag etc gtg ggt 211 
Ser Glu His Ala Arg Arg He Leu Ala Ser Gly Ala Lys Leu Val Gly 
25 30 35 



259 



gag ttg cct gta ttt ggc act gtt aag gaa gca atg gag gaa acg ggt 307 
Glu Leu Pro Val Phe Gly Thr Val Lys Glu Ala Met Glu Glu Thr Gly 
55 60 65 



355 



403 



gag ggc ate cca gtg cgt gac get tct gag gcg tgg get tat gee aag 451 
Glu Gly He Pro Val Arg Asp Ala Ser Glu Ala Trp Ala Tyr Ala Lys 
105 HO 115 

aag gtg gga cac acc cgc ate att ggc cct aac tgc cca ggc att att 4 99 
Lys Val Gly His Thr Arg He lie Gly Pro Asn Cys Pro Gly He He 
120 125 130 

act ccc ggc gaa tct ctt gcg gga att acg ccg gca aac att gca ggt 547 
Thr Pro Gly Glu Ser Leu Ala Gly He Thr Pro Ala Asn He Ala Gly 
135 140 145 

tec ggc ccg ate ggg ttg ate tea aag teg gga aca ctg act tat cag 595 
Ser Gly Pro He Gly Leu He Ser Lys Ser Gly Thr Leu Thr Tyr Gin 
150 155 160 165 
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atg atg tac gaa ctt tea gat att ggc att tct acg gcg att ggt att 643 
Met Met Tyr Glu Leu Ser Asp lie Gly lie Ser Thr Ala lie Gly lie 
170 175 180 



ggc ggt gac cca ate ate ggt aca ace cat ate gac get ctg gag gee 
Gly Gly Asp Pro lie lie Gly Thr Thr His lie Asp Ala Leu Glu Ala 
185 190 195 



aca act ccg agt gaa acc gcg aag ctt atg cgt gag gta gtt gca get 
Thr Thr Pro Ser Glu Thr Ala Lys Leu Met Arg Glu Val Val Ala Ala 
280 285 290 

ttg taactaacag gccacagatc tta 
Leu 



691 



ttt gaa get gat cct gag acc aag gca ate gtc atg ate ggt gag ate 739 
Phe Glu Ala Asp Pro Glu Thr Lys Ala lie Val Met lie Gly Glu lie 
200 205 210 

ggt gga gat gca gag gaa cgc get get gac ttc att tct aag cac gtg 787 
Gly Gly Asp Ala Glu Glu Arg Ala Ala Asp Phe lie Ser Lys His Val 
215 220 225 

aca aaa cca gtt gtg ggt tac gtg gca ggc ttt acc gec cct gaa gga 835 
Thr Lys Pro Val Val Gly Tyr Val Ala Gly Phe Thr Ala Pro Glu Gly 
230 235 240 245 

aag acc atg ggg cat get ggc gec ate gtg aca ggt tea gaa ggc act 883 
Lys Thr Met Gly His Ala Gly Ala He Val Thr Gly Ser Glu Gly Thr 
250 255 260 

gcg cga gca aag aag cat gca ttg gag gee gtg ggt gtt cgc gtg gga 931 
Ala Arg Ala Lys Lys His Ala Leu Glu Ala Val Gly Val Arg Val Gly 
265 270 275 



979 



1005 



<210> 566 
<21i> 294 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 566 

Met Ser He Phe Leu Asn Ser Asp Ser Arg He He He Gin Gly He 
15 10 15 

Thr Gly Ser Glu Gly Ser Glu His Ala Arg Arg He Leu Ala Ser Gly 
20 25 30 

Ala Lys Leu Val Gly Gly Thr Asn Pro Arg Lys Ala Gly Gin Thr He 
35 40 45 

Leu He Asn Asp Thr Glu Leu Pro Val Phe Gly Thr Val Lys Glu Ala 
50 55 60 

Met Glu Glu Thr Gly Ala Asp Val Thr Val He Phe Val Pro Pro Ala 
65 70 75 80 



Phe Ala Lys Ala Ala He He Glu Ala He Asp Ala His He Pro Leu 
85 90 95 
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Cys Val He He Thr Glu Gly He Pro Val Arg Asp Ala Ser Glu Ala 
100 105 HO 

Trp Ala Tyr Ala Lys Lys Val Gly His Thr Arg He He Gly Pro Asn 
115 120 125 

Cys Pro Gly He He Thr Pro Gly Glu Ser Leu Ala Gly He Thr Pro 
130 135 140 

Ala Asn He Ala Gly Ser Gly Pro He Gly Leu He Ser Lys Ser Gly 
145 150 155 160 

Thr Leu Thr Tyr Gin Met Met Tyr Glu Leu Ser Asp He Gly He Ser 
165 170 175 

Thr Ala He Gly He Gly Gly Asp Pro He He Gly Thr Thr His He 
180 185 190 

Asp Ala Leu Glu Ala Phe Glu Ala Asp Pro Glu Thr Lys Ala He Val 
195 200 205 

Met He Gly Glu He Gly Gly Asp Ala Glu Glu Arg Ala Ala Asp Phe 
210 215 220 

He Ser Lys His Val Thr Lys Pro Val Val Gly Tyr Val Ala Gly Phe 
225 230 235 240 

Thr Ala Pro Glu Gly Lys Thr Met Gly His Ala Gly Ala He Val Thr 
245 250 255 

Glv Ser Glu Gly Thr Ala Arg Ala Lys Lys His Ala Leu Glu Ala Val 
260 265 270 

Glv Val Arq Val Gly Thr Thr Pro Ser Glu Thr Ala Lys Leu Met Arg 
275 280 285 

Glu Val Val Ala Ala Leu 
290 



<210> 567 
<211> 1395 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1372) 
<223> RXA00783 

<400> 567 cn 
aaagttccca aggggtgggg gctgagcacc acggatccaa ttttgttgca atttgcaaag 60 

tttacagtgt tagacttcac aatacgatca tattggtgag ttg aaa cac tta ctt 115 

Leu Lys His Leu Leu 
1 5 

tta egg gaa gac ttt gtt aaa gac gca gaa ggc tct aag cat ggg ccg 163 
Leu Arg Glu Asp Phe Val Lys Asp Ala Glu Gly Ser Lys His Gly Pro 
10 15 20 
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gaa atg gaa ttg gca gtg gat ctt ttt gaa tac caa gca egg gac etc 211 
Glu Met Glu Leu Ala Val Asp Leu Phe Glu Tyr Gin Ala Arg Asp Leu 
25 30 35 

ttt gaa acc cat ggt gtg cca gtg ttg aag gga att gtg gca tea aca 259 
Phe Glu Thr His Gly Val Pro Val Leu Lys Gly lie Val Ala Ser Thr 
40 45 50 

cca gag gcg gcg agg aaa gcg get gag gaa ate ggc gga ctg acc gtc 307 
Pro Glu Ala Ala Arg Lys Ala Ala Glu Glu lie Gly Gly Leu Thr Val 
55 60 65 

gtc aag get cag gtc aag gtg ggc gga cgt ggc aag gcg ggt ggc gtc 355 
Val Lys Ala Gin Val Lys Val Gly Gly Arg Gly Lys Ala Gly Gly Val 
70 75 80 85 

cgt gtg gca ccg acg teg get cag get ttt gat get gcg gat gcg att 403 
Arg Val Ala Pro Thr Ser Ala Gin Ala Phe Asp Ala Ala Asp Ala lie 
90 95 100 

etc ggc atg gat ate aaa gga cac act gtt aat cag gtg atg gtg gcg 451 
Leu Gly Met Asp lie Lys Gly His Thr Val Asn Gin Val Met Val Ala 
105 110 115 

cag ggc get gac att get gag gaa tac tat ttc tec att ttg ttg gat 499 
Gin Gly Ala Asp lie Ala Glu Glu Tyr Tyr Phe Ser lie Leu Leu Asp 
120 125 130 

cgc gcg aat cgt teg tat ctg get atg tgc tct gtt gaa ggt ggc atg 547 
Arg Ala Asn Arg Ser Tyr Leu Ala Met Cys Ser Val Glu Gly Gly Met 
135 140 145 

gag ate gag ate ctg gcg aag gaa aag cct gaa get ttg gca aag gtg 595 
Glu lie Glu lie Leu Ala Lys Glu Lys Pro Glu Ala Leu Ala Lys Val 
150 155 160 165 

gaa gtg gat ccc etc act ggt att gat gag gac aaa gcg egg gag att 643 
Glu Val Asp Pro Leu Thr Gly lie Asp Glu Asp Lys Ala Arg Glu lie 
170 175 180 

gtc act get get ggc ttt gaa act gag gtg gca gag aaa gtc att ccg 691 
Val Thr Ala Ala Gly Phe Glu Thr Glu Val Ala Glu Lys Val He Pro 
185 190 195 

gtg ctg ate aag ate tgg cag gtg tat tac gaa gag gaa gca aca etc 739 
Val Leu He Lys He Trp Gin Val Tyr Tyr Glu Glu Glu Ala Thr Leu 
200 205 210 

gtt gag gtg aac ccg ttg gtg etc acg gat gac ggc gat gtg att gcg 787 
Val Glu Val Asn Pro Leu Val Leu Thr Asp Asp Gly Asp Val He Ala 
215 220 225 

ctt gat ggc aag ate acg ctg gat gat aac get gat ttc cgc cat gat 835 
Leu Asp Gly Lys He Thr Leu Asp Asp Asn Ala Asp Phe Arg His Asp 
230 235 240 245 

aac cgt ggt gcg ttg get gaa tct gee ggt ggc ttg gac att ttg gaa 883 
Asn Arg Gly Ala Leu Ala Glu Ser Ala Gly Gly Leu Asp He Leu Glu 
250 255 260 



ctg aag gee aag aag aat gat ctg aac tac gtg aaa ctt gat ggc tct 



931 
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Leu Lys Ala Lys Lys Asn Asp Leu Asn Tyr Val Lys Leu Asp Gly Ser 
265 270 275 

gtg ggc ate att ggc aat ggt gca ggt ttg gtg atg tec acg ttg gat 
Val Gly lie He Gly Asn Gly Ala Gly Leu Val Met Ser Thr Leu Asp 
280 285 290 



gat cac get gec cat ttg gec aat ctt gec cag cac ggc cag ttc gca 
Asp His Ala Ala His Leu Ala Asn Leu Ala Gin His Gly Gin Phe Ala 
410 415 420 

acc get aat tagttaagga gcacctgttt aat 
Thr Ala Asn 



979 



ate gtg get gca get ggt gaa cgc cat ggt ggg cag cgc ccc gcg aac 1027 
He Val Ala Ala Ala Gly Glu Arg His Gly Gly Gin Arg Pro Ala Asn 
295 300 305 



ttc eta gac att ggt ggc gga gca tea get gaa teg atg get get ggt 1075 
Phe Leu Asp He Gly Gly Gly Ala Ser Ala Glu Ser Met Ala Ala Gly 
310 315 320 325 

etc gat gtg ate ctt ggg gat age cag gta cgc agt gtg ttt gtg aat 1123 
Leu Asp Val He Leu Gly Asp Ser Gin Val Arg Ser Val Phe Val Asn 
330 335 340 

gtg ttt ggt ggc ate acc gcg tgt gat gtg gtg gca aag gga ate gtt 1171 
Val Phe Gly Gly He Thr Ala Cys Asp Val Val Ala Lys Gly He Val 
345 350 355 

gga get ttg gat gtg etc ggc gat caa gca acg aag cct ctt gtg gtg 1219 
Gly Ala Leu Asp Val Leu Gly Asp Gin Ala Thr Lys Pro Leu Val Val 
360 365 370 

cgc ctt gat ggc aac aac gtg gtg gaa ggc aga cga ate etc gcg gaa 1267 
Arg Leu Asp Gly Asn Asn Val Val Glu Gly Arg Arg He Leu Ala Glu 
375 380 385 

tat aac cac cct ttg gtc acc gtt gtg gag ggt atg gat gca gcg get 1315 
Tyr Asn His Pro Leu Val Thr Val Val Glu Gly Met Asp Ala Ala Ala 
390 395 400 405 



1363 



1395 



<210> 568 
<211> 424 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 568 

Leu Lys His Leu Leu Leu Arg Glu Asp Phe Val Lys Asp Ala Glu Gly 
15 10 15 

Ser Lys His Gly Pro Glu Met Glu Leu Ala Val Asp Leu Phe Glu Tyr 
20 25 30 

Gin Ala Arg Asp Leu Phe Glu Thr His Gly Val Pro Val Leu Lys Gly 
35 40 45 

He Val Ala Ser Thr Pro Glu Ala Ala Arg Lys Ala Ala Glu Glu He 
50 55 60 
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Gly Gly Leu Thr 
65 

Lys Ala Gly Gly 



Ala Ala Asp Ala 

100 

Gin Val Met Val 
115 

Ser lie Leu Leu 
130 

Val Glu Gly Gly 
145 

Ala Leu Ala Lys 



Lys Ala Arg Glu 
180 

Glu Lys Val lie 
195 

Glu Glu Ala Thr 
210 

Gly Asp Val lie 
225 

Asp Phe Arg His 



Leu Asp lie Leu 
260 

Lys Leu Asp Gly 
275 

Met Ser Thr Leu 
290 

Gin Arg Pro Ala 
305 

Ser Met Ala Ala 



Ser Val Phe Val 
340 

Ala Lys Gly lie 
355 

Lys Pro Leu Val 
370 



Val Val Lys Ala 
70 

Val Arg Val Ala 
85 

lie Leu Gly Met 



Ala Gin Gly Ala 

120 

Asp Arg Ala Asn 
135 

Met Glu lie Glu 
150 

Val Glu Val Asp 
165 

lie Val Thr Ala 



Pro Val Leu lie 
200 

Leu Val Glu Val 
215 

Ala Leu Asp Gly 
230 

Asp Asn Arg Gly 
245 

Glu Leu Lys Ala 



Ser Val Gly He 
280 

Asp He Val Ala 

295 

Asn Phe Leu Asp 
310 

Gly Leu Asp Val 
325 

Asn Val Phe Gly 



Val Gly Ala Leu 
360 

Val Arg Leu Asp 
375 



Gin Val Lys Val 
75 

Pro Thr Ser Ala 
90 

Asp He Lys Gly 
105 

Asp He Ala Glu 



Arg Ser Tyr Leu 
140 

He Leu Ala Lys 
155 

Pro Leu Thr Gly 
170 

Ala Gly Phe Glu 
185 

Lys He Trp Gin 



Asn Pro Leu Val 
220 

Lys He Thr Leu 
235 

Ala Leu Ala Glu 
250 

Lys Lys Asn Asp 
265 

He Gly Asn Gly 



Ala Ala Gly Glu 
300 

lie Gly Gly Gly 
315 

He Leu Gly Asp 
330 

Gly He Thr Ala 

345 

Asp Val Leu Gly 



Gly Asn Asn Val 
380 



Gly Gly Arg Gly 
80 

Gin Ala Phe Asp 
95 

His Thr Val Asn 
110 

Glu Tyr Tyr Phe 
125 

Ala Met Cys Ser 



Glu Lys Pro Glu 
160 

He Asp Glu Asp 
175 

Thr Glu Val Ala 

190 

Val Tyr Tyr Glu 
205 

Leu Thr Asp Asp 



Asp Asp Asn Ala 
240 

Ser Ala Gly Gly 
255 

Leu Asn Tyr Val 
270 

Ala Gly Leu Val 

285 

Arg His Gly Gly 



Ala Ser Ala Glu 
320 

Ser Gin Val Arg 

335 

Cys Asp Val Val 
350 

Asp Gin Ala Thr 
365 

Val Glu Gly Arg 
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Arg He Leu Ala Glu Tyr Asn His 
385 390 

Met Asp Ala Ala Ala Asp His Ala 
405 

His Gly Gin Phe Ala Thr Ala Asn 
420 



Pro Leu Val Thr Val Val Glu Gly 
395 400 

Ala His Leu Ala Asn Leu Ala Gin 
410 415 



<210> 569 
<211> 1623 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1600) 

<223> RXN01695 

<400> 569 

tatggccaac acttgcattc gggtgctggc gatcatttat gagatgacgc cttgtgttgg 60 

tgttcggcag agaactcgcg gagataaaag gaagttgaac atg tea gat tec ccg 115 

Met Ser Asp Ser Pro 
1 5 

aag aac gca ccg agg att acc gat gag gca gat gta gtt etc att ggt 
Lys Asn Ala Pro Arg He Thr Asp Glu Ala Asp Val Val Leu He Gly 
10 15 20 



cca age tgg act cag ate gtc ttc gag cgt ttg gat gga ccg gca caa 
Pro Ser Trp Thr Gin He Val Phe Glu Arg Leu Asp Gly Pro Ala Gin 
40 45 50 

gag teg tec tec ccg tgg aac aat gca gga acc ggc cac tct get eta 
Glu Ser Ser Ser Pro Trp Asn Asn Ala Gly Thr Gly His Ser Ala Leu 
55 60 65 

tgc gag ctg aac tac acc cca gag gtt aag ggc aag gtt gaa att gee 
Cys Glu Leu Asn Tyr Thr Pro Glu Val Lys Gly Lys Val Glu He Ala 
70 75 80 85 

aag get gta gga ate aac gag aag ttc cag gtt tec cgt cag ttc tgg 
Lys Ala Val Gly He Asn Glu Lys Phe Gin Val Ser Arg Gin Phe Trp 
90 95 100 

tct cac etc gtt gaa gag gga gtg ctg tct gat cct aag gaa ttc ate 
Ser His Leu Val Glu Glu Gly Val Leu Ser Asp Pro Lys Glu Phe He 
105 HO 115 

aac cct gtt cct cac gta tct ttc ggc cag ggc gca gat cag gtt gca 
Asn Pro Val Pro His Val Ser Phe Gly Gin Gly Ala Asp Gin Val Ala 
120 125 130 

tac ate aag get cgc tac gaa get ttg aag gat cac cca etc ttc cag 
Tyr He Lys Ala Arg Tyr Glu Ala Leu Lys Asp His Pro Leu Phe Gin 



163 



gee ggt ate atg age tec acg ctg ggt gca atg ctg cgt cag ctg gag 211 
Ala Gly He Met Ser Ser Thr Leu Gly Ala Met Leu Arg Gin Leu Glu 
25 30 35 



259 



307 



355 



403 



451 



499 



547 
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135 140 145 

ggc atg acc tac get gac gat gaa get acc ttc acc gag aag ctg cct 
Gly Met Thr Tyr Ala Asp Asp Glu Ala Thr Phe Thr Glu Lys Leu Pro 
150 155 160 165 

ttg atg gca aag ggc cgt gac ttc tct gat cca gta gca ate tct tgg 
Leu Met Ala Lys Gly Arg Asp Phe Ser Asp Pro Val Ala lie Ser Trp 
170 175 180 

ate gat gaa ggc acc gac ate aac tac ggt get cag acc aag cag tac 
lie Asp Glu Gly Thr Asp He Asn Tyr Gly Ala Gin Thr Lys Gin Tyr 
185 190 195 

ctg gat gca get gaa gtt gaa ggc act gaa ate cgc tat ggc cac gaa 
Leu Asp Ala Ala Glu Val Glu Gly Thr Glu He Arg Tyr Gly His Glu 
200 205 210 

gtc aag age ate aag get gat ggc gca aag tgg ate gtg acc gtc aag 
Val Lys Ser He Lys Ala Asp Gly Ala Lys Trp He Val Thr Val Lys 
215 220 225 

aac gta cac act ggc gac acc aag acc ate aag gca aac ttc gtg ttc 
Asn Val His Thr Gly Asp Thr Lys Thr He Lys Ala Asn Phe Val Phe 
230 235 240 245 

gtc ggc gca ggc gga tac gca ctg gat ctg ctt cgc age gca ggc ate 
Val Gly Ala Gly Gly Tyr Ala Leu Asp Leu Leu Arg Ser Ala Gly He 
250 255 260 

cca cag gtc aag ggc ttc get gga ttc cca gta tec ggc ctg tgg ctt 
Pro Gin Val Lys Gly Phe Ala Gly Phe Pro Val Ser Gly Leu Trp Leu 
265 270 275 

cgt tgc acc aac gag gaa ctg ate gag cag cac gca gee aag gta tat 
Arg Cys Thr Asn Glu Glu Leu He Glu Gin His Ala Ala Lys Val Tyr 
280 285 290 

ggc aag gca tct gtt ggc get cct cca atg tct gtt cct cac ctt gac 
Gly Lys Ala Ser Val Gly Ala Pro Pro Met Ser Val Pro His Leu Asp 
295 300 305 



cag gaa ttt gat ctg acc aag tac ctt gtc act gaa gtt etc aag gac 
Gin Glu Phe Asp Leu Thr Lys Tyr Leu Val Thr Glu Val Leu Lys Asp 
360 365 370 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



acc cgc gtt ate gag ggt gaa aag ggt ctg etc ttt gga cct tac ggt 1075 
Thr Arg Val He Glu Gly Glu Lys Gly Leu Leu Phe Gly Pro Tyr Gly 
310 315 320 325 

ggc tgg acc cct aag ttc ttg aag gaa ggc tec tac ctg gac ctg ttc 1123 
Gly Trp Thr Pro Lys Phe Leu Lys Glu Gly Ser Tyr Leu Asp Leu Phe 
330 335 340 

aag tec ate cgc cca gac aac att cct tec tac ctt ggc gtt get get 1171 
Lys Ser He Arg Pro Asp Asn He Pro Ser Tyr Leu Gly Val Ala Ala 
345 350 355 



1219 



cag gac aag cgt atg gat get ctt cgc gag tac atg cca gag gca caa 1267 
Gin Asp Lys Arg Met Asp Ala Leu Arg Glu Tyr Met Pro Glu Ala Gin 
375 380 385 
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aac ggc gat tgg gag acc ate gtt gec 
Asn Gly Asp Trp Glu Thr He Val Ala 
390 395 

aag cct gca gga ttc cct aag ttc ggt 
Lys Pro Ala Gly Phe Pro Lys Phe Gly 
410 

ttg ate aac aac tec gaa ggc acc ate 
Leu He Asn Asn Ser Glu Gly Thr He 
425 430 

cct gga gca tec ate gca cct tec gca 
Pro Gly Ala Ser He Ala Pro Ser Ala 
440 445 

tgc ttc ggt gac cgc atg ate gag tgg 
Cys Phe Gly Asp Arg Met He Glu Trp 
455 460 

ate cct tec tac ggc aag aag ctt get 
He Pro Ser Tyr Gly Lys Lys Leu Ala 
470 475 

cag cag tgg gca cgc acc cag aag acc 
Gin Gin Trp Ala Arg Thr Gin Lys Thr 
490 

taaatcttct aactgettte ttt 



gga cag cgt gtt cag gtt att 1315 
Gly Gin Arg Val Gin Val He 
400 405 

tec ctg gaa ttc ggc acc acc 1363 
Ser Leu Glu Phe Gly Thr Thr 
415 420 

gee gga ttg etc ggt get tec 1411 
Ala Gly Leu Leu Gly Ala Ser 
435 

atg ate gag ctg ctt gag cgt 1459 
Met He Glu Leu Leu Glu Arg 
450 

ggc gac aag ctg aag gac atg 1507 
Gly Asp Lys Leu Lys Asp Met 
465 

tec gag cca gca ctg ttt gag 1555 
Ser Glu Pro Ala Leu Phe Glu 
480 485 

ctg aag ctt gag gaa gee 1600 
Leu Lys Leu Glu Glu Ala 
495 500 

1623 



<210> 570 
<211> 500 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 570 

Met Ser Asp Ser Pro Lys Asn Ala Pro Arg He Thr Asp Glu Ala Asp 
15 10 15 

Val Val Leu He Gly Ala Gly He Met Ser Ser Thr Leu Gly Ala Met 
20 25 30 

Leu Arg Gin Leu Glu Pro Ser Trp Thr Gin He Val Phe Glu Arg Leu 
35 40 45 

Asp Gly Pro Ala Gin Glu Ser Ser Ser Pro Trp Asn Asn Ala Gly Thr 
50 55 60 

Gly His Ser Ala Leu Cys Glu Leu Asn Tyr Thr Pro Glu Val Lys Gly 
65 70 75 80 

Lys Val Glu He Ala Lys Ala Val Gly He Asn Glu Lys Phe Gin Val 
85 90 95 

Ser Arg Gin Phe Trp Ser His Leu Val Glu Glu Gly Val Leu Ser Asp 
100 105 HO 

Pro Lys Glu Phe He Asn Pro Val Pro His Val Ser Phe Gly Gin Gly 
115 120 125 
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Ala Asp Gin Val 
130 

His Pro Leu Phe 
145 

Thr Glu Lys Leu 



Val Ala lie Ser 
180 

Gin Thr Lys Gin 

195 

Arg Tyr Gly His 
210 

lie Val Thr Val 
225 

Ala Asn Phe Val 



Arg Ser Ala Gly 
260 

Ser Gly Leu Trp 
275 

Ala Ala Lys Val 
290 

Val Pro His Leu 
305 

Phe Gly Pro Tyr 



Tyr Leu Asp Leu 
340 

Leu Gly Val Ala 
355 

Glu Val Leu Lys 
370 

Met Pro Glu Ala 
385 

Arg Val Gin Val 



Glu Phe Gly Thr 
420 

Leu Leu Gly Ala 
435 



Ala Tyr lie Lys 
135 

Gin Gly Met Thr 
150 

Pro Leu Met Ala 
165 

Trp lie Asp Glu 



Tyr Leu Asp Ala 
200 

Glu Val Lys Ser 
215 

Lys Asn Val His 
230 

Phe Val Gly Ala 
245 

lie Pro Gin Val 



Leu Arg Cys Thr 
280 

Tyr Gly Lys Ala 
295 

Asp Thr Arg Val 
310 

Gly Gly Trp Thr 
325 

Phe Lys Ser lie 



Ala Gin Glu Phe 
360 

Asp Gin Asp Lys 
375 

Gin Asn Gly Asp 
390 

lie Lys Pro Ala 
405 

Thr Leu lie Asn 



Ser Pro Gly Ala 
440 



Ala Arg Tyr Glu 
140 

Tyr Ala Asp Asp 

155 

Lys Gly Arg Asp 
170 

Gly Thr Asp lie 
185 

Ala Glu Val Glu 



lie Lys Ala Asp 
220 

Thr Gly Asp Thr 
235 

Gly Gly Tyr Ala 
250 

Lys Gly Phe Ala 
265 

Asn Glu Glu Leu 



Ser Val Gly Ala 
300 

lie Glu Gly Glu 
315 

Pro Lys Phe Leu 
330 

Arg Pro Asp Asn 

345 

Asp Leu Thr Lys 



Arg Met Asp Ala 
380 

Trp Glu Thr lie 
395 

Gly Phe Pro Lys 
410 

Asn Ser Glu Gly 
425 

Ser lie Ala Pro 



Ala Leu Lys Asp 



Glu Ala Thr Phe 
160 

Phe Ser Asp Pro 
175 

Asn Tyr Gly Ala 
190 

Gly Thr Glu lie 
205 

Gly Ala Lys Trp 



Lys Thr lie Lys 
240 

Leu Asp Leu Leu 
255 

Gly Phe Pro Val 
270 

He Glu Gin His 

285 

Pro Pro Met Ser 



Lys Gly Leu Leu 
320 

Lys Glu Gly Ser 
335 

He Pro Ser Tyr 

350 

Tyr Leu Val Thr 
365 

Leu Arg Glu Tyr 



Val Ala Gly Gin 
400 

Phe Gly Ser Leu 
415 

Thr He Ala Gly 
430 

Ser Ala Met He 
445 
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Glu Leu Leu Glu Arg Cys Phe Gly Asp Arg Met He Glu Trp Gly Asp 
450 455 460 

Lys Leu Lys Asp Met He Pro Ser Tyr Gly Lys Lys Leu Ala Ser Glu 
465 470 475 480 

Pro Ala Leu Phe Glu Gin Gin Trp Ala Arg Thr Gin Lys Thr Leu Lys 
485 490 495 

Leu Glu Glu Ala 
500 



<210> 571 
<211> 1039 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1039) 
<223> FRXA01615 

<400> 571 

tatggccaac acttgcattc gggtgctggc gatcatttat gagatgacgc cttgtgttgg 60 

tgttcggcag agaactcgcg gagataaaag gaagttgaac atg tea gat tec ccg 115 

Met Ser Asp Ser Pro 
1 5 

aag aac gca ccg agg att acc gat gag gca gat gta gtt etc att ggt 163 

Lys Asn Ala Pro Arg He Thr Asp Glu Ala Asp Val Val Leu He Gly 
10 15 20 

gec ggt ate atg age tec acg ctg ggt gca atg ctg cgt cag ctg gag 211 
Ala Gly He Met Ser Ser Thr Leu Gly Ala Met Leu Arg Gin Leu Glu 
25 30 35 



cca age tgg act cag ate gtc ttc gag cgt ttg gat gga ccg gca caa 
Pro Ser Trp Thr Gin He Val Phe Glu Arg Leu Asp Gly Pro Ala Gin 
40 45 50 

gag teg tec tec ccg tgg aac aat gca gga acc ggc cac tct get eta 
Glu Ser Ser Ser Pro Trp Asn Asn Ala Gly Thr Gly His Ser Ala Leu 
55 60 65 

tgc gag ctg aac tac acc cca gag gtt aag ggc aag gtt gaa att gec 
Cys Glu Leu Asn Tyr Thr Pro Glu Val Lys Gly Lys Val Glu He Ala 
70 75 80 85 

aag get gta gga ate aac gag aag ttc cag gtt tec cgt cag ttc tgg 
Lys Ala Val Gly He Asn Glu Lys Phe Gin Val Ser Arg Gin Phe Trp 
90 95 100 

tct cac etc gtt gaa gag gga gtg ctg tct gat cct aag gaa ttc ate 
Ser His Leu Val Glu Glu Gly Val Leu Ser Asp Pro Lys Glu Phe He 
105 HO 115 

aac cct gtt cct cac gta tct ttc ggc cag ggc gca gat cag gtt gca 
Asn Pro Val Pro His Val Ser Phe Gly Gin Gly Ala Asp Gin Val Ala 
120 125 130 



259 



307 



355 



403 



451 



499 
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tac ate aag get cgc tac gaa get ttg aag gat cac cca etc ttc cag 
Tyr lie Lys Ala Arg Tyr Glu Ala Leu Lys Asp His Pro Leu Phe Gin 
135 140 145 

ggc atg ace tac get gac gat gaa get ace ttc acc gag aag ctg cct 
Gly Met Thr Tyr Ala Asp Asp Glu Ala Thr Phe Thr Glu Lys Leu Pro 
150 155 160 165 

ttg atg gca aag ggc cgt gac ttc tct gat cca gta gca ate tct tgg 
Leu Met Ala Lys Gly Arg Asp Phe Ser Asp Pro Val Ala lie Ser Trp 
170 175 180 

ate gat gaa ggc acc gac ate aac tac ggt get cag acc aag cag tac 
He Asp Glu Gly Thr Asp He Asn Tyr Gly Ala Gin Thr Lys Gin Tyr 
185 190 195 

ctg gat gca get gaa gtt gaa ggc act gaa ate cgc tat ggc cac gaa 
Leu Asp Ala Ala Glu Val Glu Gly Thr Glu He Arg Tyr Gly His Glu 
200 205 210 

gtc aag age ate aag get gat ggc gca aag tgg ate gtg acc gtc aag 
Val Lys Ser He Lys Ala Asp Gly Ala Lys Trp He Val Thr Val Lys 
215 220 225 

aac gta cac act ggc gac acc aag acc ate aag gca aac ttc gtg ttc 
Asn Val His Thr Gly Asp Thr Lys Thr He Lys Ala Asn Phe Val Phe 
230 235 240 245 

gtc ggc gca ggc gga tac gca ctg gat ctg ctt cgc age gca ggc ate 
Val Gly Ala Gly Gly Tyr Ala Leu Asp Leu Leu Arg Ser Ala Gly He 
250 255 260 

cca cag gtc aag ggc ttc get gga ttc cca gta tec ggc ctg tgg ctt 
Pro Gin Val Lys Gly Phe Ala Gly Phe Pro Val Ser Gly Leu Trp Leu 
265 270 275 

cgt tgc acc aac gag gaa ctg ate gag cag cac gca gee aag gta tat 
Arg Cys Thr Asn Glu Glu Leu He Glu Gin His Ala Ala Lys Val Tyr 
280 285 290 

ggc aag gca tct gtt ggc get cct cca atg tct gtt cct cac ctt gac 
Gly Lys Ala Ser Val Gly Ala Pro Pro Met Ser Val Pro His Leu Asp 
295 300 305 

acc cgc gtt ate 
Thr Arg Val He 
310 



547 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



1039 



<210> 572 
<211> 313 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 572 

Met Ser Asp Ser Pro Lys Asn Ala Pro Arg He Thr Asp Glu Ala Asp 
15 10 15 



Val Val Leu He Gly Ala Gly He Met Ser Ser Thr Leu Gly Ala Met 
20 25 30 
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Leu Arg Gin Leu Glu Pro Ser Trp Thr Gin He Val Phe Glu Arg Leu 
35 40 45 

Asp Gly Pro Ala Gin Glu Ser Ser Ser Pro Trp Asn Asn Ala Gly Thr 
50 55 60 

Gly His Ser Ala Leu Cys Glu Leu Asn Tyr Thr Pro Glu Val Lys Gly 
65 70 75 80 

Lys Val Glu He Ala Lys Ala Val Gly He Asn Glu Lys Phe Gin Val 
85 90 95 

Ser Arg Gin Phe Trp Ser His Leu Val Glu Glu Gly Val Leu Ser Asp 
100 105 HO 

Pro Lys Glu Phe He Asn Pro Val Pro His Val Ser Phe Gly Gin Gly 
115 120 125 

Ala Asp Gin Val Ala Tyr He Lys Ala Arg Tyr Glu Ala Leu Lys Asp 
130 135 140 

His Pro Leu Phe Gin Gly Met Thr Tyr Ala Asp Asp Glu Ala Thr Phe 
145 150 155 160 

Thr Glu Lys Leu Pro Leu Met Ala Lys Gly Arg Asp Phe Ser Asp Pro 
165 170 175 

Val Ala He Ser Trp He Asp Glu Gly Thr Asp He Asn Tyr Gly Ala 
180 185 190 

Gin Thr Lys Gin Tyr Leu Asp Ala Ala Glu Val Glu Gly Thr Glu He 
195 200 205 

Arg Tyr Gly His Glu Val Lys Ser He Lys Ala Asp Gly Ala Lys Trp 
210 215 220 

lie Val Thr Val Lys Asn Val His Thr Gly Asp Thr Lys Thr He Lys 
225 230 235 240 

Ala Asn Phe Val Phe Val Gly Ala Gly Gly Tyr Ala Leu Asp Leu Leu 
245 250 255 

Arg Ser Ala Gly He Pro Gin Val Lys Gly Phe Ala Gly Phe Pro Val 
260 265 270 

Ser Gly Leu Trp Leu Arg Cys Thr Asn Glu Glu Leu He Glu Gin His 
275 280 285 

Ala Ala Lys Val Tyr Gly Lys Ala Ser Val Gly Ala Pro Pro Met Ser 
290 295 300 

Val Pro His Leu Asp Thr Arg Val He 
305 310 



<210> 573 
<211> 233 
<212> DNA 

<213> Corynebacterium glutamicura 
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<220> 
<221> CDS 
<222> (1) . . (210) 
<223> FRXA01695 

<400> 573 

gcc gga ttg etc ggt get tec cct gga gca tec ate gca cct tec gca 
Ala Gly Leu Leu Gly Ala Ser Pro Gly Ala Ser He Ala Pro Ser Ala 
15 10 15 

atg ate gag ctg ctt gag cgt tgc ttc ggt gac cgc atg ate gag tgg 
Met He Glu Leu Leu Glu Arg Cys Phe Gly Asp Arg Met He Glu Trp 
20 25 30 

ggc gac aag ctg aag gac atg ate cct tec tac ggc aag aag ctt get 
Gly Asp Lys Leu Lys Asp Met He Pro Ser Tyr Gly Lys Lys Leu Ala 
35 40 45 

tec gag cca gca ctg ttt gag cag cag tgg gca cgc acc cag aag acc 
Ser Glu Pro Ala Leu Phe Glu Gin Gin Trp Ala Arg Thr Gin Lys Thr 
50 55 60 

ctg aag ctt gag gaa gcc taaatcttct aactgettte ttt 23 
Leu Lys Leu Glu Glu Ala 
65 70 



48 



96 



14 



19 



<210> 574 
<211> 70 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 574 

Ala Gly Leu Leu Gly Ala Ser Pro Gly Ala Ser He Ala Pro Ser Ala 
15 10 15 

Met He Glu Leu Leu Glu Arg Cys Phe Gly Asp Arg Met He Glu Trp 
20 25 30 

Gly Asp Lys Leu Lys Asp Met He Pro Ser Tyr Gly Lys Lys Leu Ala 
35 40 45 

Ser Glu Pro Ala Leu Phe Glu Gin Gin Trp Ala Arg Thr Gin Lys Thr 
50 55 60 

Leu Lys Leu Glu Glu Ala 
65 70 



<210> 575 
<211> 1063 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1063) 
<223> RXA00290 

<400> 575 

agctacagat ttagctagtg tttttgttcc agaaccctaa atgaggttct acccttaaca 6 
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gagcttcccg caaaaacacc gattaacaag gctaaatgat atg acc ate gac ctg 115 

Met Thr lie Asp Leu 
1 5 



cag cgt tec acc caa aac etc acc cat gag gaa ate ttc gag gca cac 
Gin Arg Ser Thr Gin Asn Leu Thr His Glu Glu He Phe Glu Ala His 
10 15 20 



70 



tct ttc ggt get ate aac ttg gag gac ate tec get cct cgt tgc ttc 
Ser Phe Gly Ala He Asn Leu Glu Asp He Ser Ala Pro Arg Cys Phe 
135 140 145 

gag gtg gag cgc cgc etc ate gag cgt etc gat att cca gtt atg cac 
Glu Val Glu Arg Arg Leu He Glu Arg Leu Asp He Pro Val Met His 
150 155 160 165 

gat gac cag cac ggc acc get gtg gtt ate etc get gcg ctg cgc aac 
Asp Asp Gin His Gly Thr Ala Val Val He Leu Ala Ala Leu Arg Asn 
170 175 180 

tec ctg aag ctg ctg gat cgc aag ate gaa gac etc aag att gtt att 
Ser Leu Lys Leu Leu Asp Arg Lys He Glu Asp Leu Lys He Val He 
185 190 195 



get gga gca acc gac ate gtg gtt ctt gat tec cga ggc ate ate cac 
Ala Gly Ala Thr Asp He Val Val Leu Asp Ser Arg Gly He He His 
215 220 225 



163 



gag ggc gga aag etc tec att agt tec act cgt ccg etc cgc gac atg 211 
Glu Gly Gly Lys Leu Ser He Ser Ser Thr Arg Pro Leu Arg Asp Met 
25 30 35 

cgc gat ctt tec ctt get tac acc cct ggt gtt get cag gtt tgt gaa 259 
Arg Asp Leu Ser Leu Ala Tyr Thr Pro Gly Val Ala Gin Val Cys Glu 
40 45 50 

gca ate aag gaa gat cca gag gtt gcg cgc acc cac acg ggc att gga 
Ala He Lys Glu Asp Pro Glu Val Ala Arg Thr His Thr Gly He Gly 
55 60 65 

aac acc gtc gcg gtt att tec gac ggc acc get gtt ctt ggc ctt ggc 355 
Asn Thr Val Ala Val He Ser Asp Gly Thr Ala Val Leu Gly Leu Gly 

75 80 85 



307 



403 



451 



gat ate gga cct cag gee tec ctt ccc gtc atg gag ggc aag get cag 

Asp He Gly Pro Gin Ala Ser Leu Pro Val Met Glu Gly Lys Ala Gin 

90 95 100 

ctg ttt age tct ttc get ggc ctg aag get ate cct ate gtt ttg gac 

Leu Phe Ser Ser Phe Ala Gly Leu Lys Ala He Pro He Val Leu Asp 

105 HO H5 

gtt cac gat gtt gac get ttg gtt gag acc ate gca gee ate gcg cct 499 

Val His Asp Val Asp Ala Leu Val Glu Thr He Ala Ala He Ala Pro 

120 125 130 



547 



595 



643 



691 



tec ggc gca ggc gca gcg ggc gtt gca get gta gat atg ctg acc aac 739 
Ser Gly Ala Gly Ala Ala Gly Val Ala Ala Val Asp Met Leu Thr Asn 
200 205 210 



787 
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gac age cgt gag gat ctt tec cca gtt aag get get ctt gca gag aag 
Asp Ser Arg Glu Asp Leu Ser Pro Val Lys Ala Ala Leu Ala Glu Lys 
230 235 240 245 

acc aac cct cgt ggc ate age ggt ggc ate aat gag get ttc ace ggc 
Thr Asn Pro Arg Gly He Ser Gly Gly He Asn Glu Ala Phe Thr Gly 
250 255 260 

gcg gac ctg ttc att ggc gtg tec ggc ggc aac ate ggc gag gac get 
Ala Asp Leu Phe He Gly Val Ser Gly Gly Asn He Gly Glu Asp Ala 
265 270 275 

etc aaa etc atg gee ccg gag cca ate ctg ttc acc ctg gcg aac cca 
Leu Lys Leu Met Ala Pro Glu Pro He Leu Phe Thr Leu Ala Asn Pro 
280 285 290 

acc cca gag ate gat cct gag ctg tct cag aag tac ggc gee ate gtc 
Thr Pro Glu He Asp Pro Glu Leu Ser Gin Lys Tyr Gly Ala He Val 
295 300 305 

gcg acc ggg ccg gtc ttg acc tgc eta acc aga tea 
Ala Thr Gly Pro Val Leu Thr Cys Leu Thr Arg Ser 
310 315 320 



<210> 576 
<211> 321 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 576 

Met Thr He Asp Leu Gin Arg Ser Thr Gin Asn Leu Thr His Glu Glu 
15 10 15 

He Phe Glu Ala His Glu Gly Gly Lys Leu Ser He Ser Ser Thr Arg 
20 25 30 

Pro Leu Arg Asp Met Arg Asp Leu Ser Leu Ala Tyr Thr Pro Gly Val 
35 40 45 

Ala Gin Val Cys Glu Ala He Lys Glu Asp Pro Glu Val Ala Arg Thr 
50 55 60 

His Thr Gly He Gly Asn Thr Val Ala Val He Ser Asp Gly Thr Ala 
65 70 75 80 

Val Leu Gly Leu Gly Asp He Gly Pro Gin Ala Ser Leu Pro Val Met 
85 90 95 

Glu Gly Lys Ala Gin Leu Phe Ser Ser Phe Ala Gly Leu Lys Ala He 
100 105 HO 

Pro He Val Leu Asp Val His Asp Val Asp Ala Leu Val Glu Thr He 
115 120 125 

Ala Ala He Ala Pro Ser Phe Gly Ala He Asn Leu Glu Asp He Ser 
130 135 140 

Ala Pro Arg Cys Phe Glu Val Glu Arg Arg Leu He Glu Arg Leu Asp 
145 150 155 160 



835 



883 



931 



979 



1027 



1063 
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Ile Pro Val Met His Asp Asp Gin His Gly Thr Ala Val Val He Leu 
165 170 175 

Ala Ala Leu Arg Asn Ser Leu Lys Leu Leu Asp Arg Lys He Glu Asp 
180 185 190 

Leu Lys He Val He Ser Gly Ala Gly Ala Ala Gly Val Ala Ala Val 
195 200 205 

Asp Met Leu Thr Asn Ala Gly Ala Thr Asp He Val Val Leu Asp Ser 
210 215 220 

Arq Gly He He His Asp Ser Arg Glu Asp Leu Ser Pro Val Lys Ala 
225 230 235 240 

Ala Leu Ala Glu Lys Thr Asn Pro Arg Gly He Ser Gly Gly He Asn 
245 250 255 

Glu Ala Phe Thr Gly Ala Asp Leu Phe He Gly Val Ser Gly Gly Asn 
260 265 270 

He Gly Glu Asp Ala Leu Lys Leu Met Ala Pro Glu Pro He Leu Phe 
275 280 285 

Thr Leu Ala Asn Pro Thr Pro Glu He Asp Pro Glu Leu Ser Gin Lys 
290 295 300 

Tyr Gly Ala He Val Ala Thr Gly Pro Val Leu Thr Cys Leu Thr Arg 
305 310 315 320 

Ser 



<210> 577 
<211> 1347 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1324) 
<223> RXN01048 



<400> 577 

agctacagat ttagctagtg tttttgttcc agaaccctaa atgaggttct acccttaaca 60 

gagcttcccg caaaaacacc gattaacaag gctaaatgat atg acc ate gac ctg 115 

Met Thr He Asp Leu 
1 5 

cag cgt tec acc caa aac etc acc cat gag gaa ate ttc gag gca cac 163 
Gin Arq Ser Thr Gin Asn Leu Thr His Glu Glu He Phe Glu Ala His 
10 15 20 

gag ggc gga aag etc tec att agt tec act cgt ccg etc cgc gac atg 211 
Glu Gly Gly Lys Leu Ser He Ser Ser Thr Arg Pro Leu Arg Asp Met 
25 30 35 

cgc gat ctt tec ctt get tac acc cct ggt gtt get cag gtt tgt gaa 259 
Arg Asp Leu Ser Leu Ala Tyr Thr Pro Gly Val Ala Gin Val Cys Glu 
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40 45 50 

gca ate aag gaa gat cca gag gtt gcg cgc acc cac acg ggc att gga 307 
Ma lie Lys Glu Asp Pro Glu Val Ala Arg Thr His Thr Gly lie Gly 
55 60 65 

aac acc gtc gcg gtt att tec gac ggc acc get gtt ctt ggc ctt ggc 355 
Asn Thr Val Ala Val lie Ser Asp Gly Thr Ala Val Leu Gly Leu Gly 
70 75 80 85 

gat ate gga cct cag gec tec ctt ccc gtc atg gag ggc aag get cag 403 
Asp lie Gly Pro Gin Ala Ser Leu Pro Val Met Glu Gly Lys Ala Gin 
90 95 100 

ctg ttt age tct ttc get ggc ctg aag get ate cct ate gtt ttg gac 451 
Leu Phe Ser Ser Phe Ala Gly Leu Lys Ala He Pro lie Val Leu Asp 
105 110 115 

gtt cac gat gtt gac get ttg gtt gag acc ate gca gec ate gcg cct 4 99 
Val His Asp Val Asp Ala Leu Val Glu Thr lie Ala Ala lie Ala Pro 
120 125 130 

tct ttc ggt get ate aac ttg gag gac ate tec get cct cgt tgc ttc 547 
Ser Phe Gly Ala lie Asn Leu Glu Asp lie Ser Ala Pro Arg Cys Phe 
135 140 145 

gag gtg gag cgc cgc etc ate gag cgt etc gat att cca gtt atg cac 595 
Glu Val Glu Arg Arg Leu lie Glu Arg Leu Asp lie Pro Val Met His 
150 155 160 165 

gat gac cag cac ggc acc get gtg gtt ate etc get gcg ctg cgc aac 643 
Asp Asp Gin His Gly Thr Ala Val Val He Leu Ala Ala Leu Arg Asn 
170 175 180 

tec ctg aag ctg ctg gat cgc aag ate gaa gac etc aag att gtt att 691 
Ser Leu Lys Leu Leu Asp Arg Lys He Glu Asp Leu Lys He Val He 
185 190 195 

tec ggc gca ggc gca gcg ggc gtt gca get gta gat atg ctg acc aac 739 
Ser Gly Ala Gly Ala Ala Gly Val Ala Ala Val Asp Met Leu Thr Asn 
200 205 210 

get gga gca acc gac ate gtg gtt ctt gat tec cga ggc ate ate cac 787 
Ala Gly Ala Thr Asp He Val Val Leu Asp Ser Arg Gly He He His 
215 220 225 

gac age cgt gag gat ctt tec cca gtt aag get get ctt gca gag aag 835 
Asp Ser Arg Glu Asp Leu Ser Pro Val Lys Ala Ala Leu Ala Glu Lys 
230 235 240 245 

acc aac cct cgt ggc ate age ggt ggc ate aat gag get ttc acc ggc 883 
Thr Asn Pro Arg Gly He Ser Gly Gly He Asn Glu Ala Phe Thr Gly 
250 255 260 

gcg gac ctg ttc att ggc gtg tec ggc ggc aac ate ggc gag gac get 931 
Ala Asp Leu Phe He Gly Val Ser Gly Gly Asn He Gly Glu Asp Ala 
265 270 275 



etc aaa etc atg gee ccg gag cca ate ctg ttc acc ctg gcg aac cca 979 
Leu Lys Leu Met Ala Pro Glu Pro lie Leu Phe Thr Leu Ala Asn Pro 
280 285 290 
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acc cca gag ate gat cct gag ctg tct cag aag tac ggc gec ate gtc 1027 
Thr Pro Glu He Asp Pro Glu Leu Ser Gin Lys Tyr Gly Ala He Val 
295 300 305 

gcg acc ggg cgc tct gac ctg cct aac cag ate aac aac gtg ctg gcg 1075 
Ala Thr Gly Arg Ser Asp Leu Pro Asn Gin He Asn Asn Val Leu Ala 
310 315 320 325 

ttc cca gga att ttc gec ggc get etc gca gec aag get aag aag ate 1123 
Phe Pro Gly He Phe Ala Gly Ala Leu Ala Ala Lys Ala Lys Lys He 
330 335 340 

acc ccc gag atg aag etc gee get cag agg caa teg cag aca teg cag 1171 
Thr Pro Glu Met Lys Leu Ala Ala Gin Arg Gin Ser Gin Thr Ser Gin 
345 350 355 

ctg agg acc teg agg teg gec gca teg tgc eta ccg ccc tgg ate ccc 
Leu Arg Thr Ser Arg Ser Ala Ala Ser Cys Leu Pro Pro Trp He Pro 
360 365 370 

gcg ttg ccc caa cag tea agg cag ctg tec agg ccg teg cca aag cgc 1267 
Ala Leu Pro Gin Gin Ser Arg Gin Leu Ser Arg Pro Ser Pro Lys Arg 

380 385 



375 

aaa acg ctt aaa aat ttg ctt ate gac gee tec etc ccc gtc gag gcg 
Lys Thr Leu Lys Asn Leu Leu He Asp Ala Ser Leu Pro Val Glu Ala 
390 395 400 405 

cca ata ttt taagagcaaa cttgaggccc aca 
Pro He Phe 



1219 



1315 



1347 



<210> 578 
<211> 408 
<212> PRT 

<213> Corynebacterlum glutamicum 

<400> 578 . ^ _ 

Met Thr He Asp Leu Gin Arg Ser Thr Gin Asn Leu Thr His Glu Glu 
1 5 10 15 

He Phe Glu Ala His Glu Gly Gly Lys Leu Ser He Ser Ser Thr Arg 
20 25 30 

Pro Leu Arg Asp Met Arg Asp Leu Ser Leu Ala Tyr Thr Pro Gly Val 
35 40 45 

Ala Gin Val Cys Glu Ala He Lys Glu Asp Pro Glu Val Ala Arg Thr 
50 55 60 

His Thr Gly He Gly Asn Thr Val Ala Val He Ser Asp Gly Thr Ala 
65 70 75 80 

Val Leu Gly Leu Gly Asp He Gly Pro Gin Ala Ser Leu Pro Val Met 
85 90 95 

Glu Gly Lys Ala Gin Leu Phe Ser Ser Phe Ala Gly Leu Lys Ala He 
100 105 HO 
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Pro He Val Leu Asp Val His Asp Val Asp Ala Leu Val Glu Thr He 
115 120 125 

Ala Ala He Ala Pro Ser Phe Gly Ala He Asn Leu Glu Asp He Ser 
130 135 140 

Ala Pro Arg Cys Phe Glu Val Glu Arg Arg Leu He Glu Arg Leu Asp 
145 150 155 160 

He Pro Val Met His Asp Asp Gin His Gly Thr Ala Val Val He Leu 
165 1^0 175 

Ala Ala Leu Arg Asn Ser Leu Lys Leu Leu Asp Arg Lys He Glu Asp 
180 185 190 

Leu Lys He Val He Ser Gly Ala Gly Ala Ala Gly Val Ala Ala Val 
195 200 205 

Asp Met Leu Thr Asn Ala Gly Ala Thr Asp He Val Val Leu Asp Ser 
210 215 220 

Arq Gly He He His Asp Ser Arg Glu Asp Leu Ser Pro Val Lys Ala 
225 230 235 240 

Ala Leu Ala Glu Lys Thr Asn Pro Arg Gly He Ser Gly Gly He Asn 
245 250 255 

Glu Ala Phe Thr Gly Ala Asp Leu Phe He Gly Val Ser Gly Gly Asn 
260 265 270 

He Gly Glu Asp Ala Leu Lys Leu Met Ala Pro Glu Pro He Leu Phe 
275 280 285 

Thr Leu Ala Asn Pro Thr Pro Glu He Asp Pro Glu Leu Ser Gin Lys 
290 295 300 

Tvr Gly Ala He Val Ala Thr Gly Arg Ser Asp Leu Pro Asn Gin He 
305 310 315 320 

Asn Asn Val Leu Ala Phe Pro Gly He Phe Ala Gly Ala Leu Ala Ala 
325 330 335 

Lys Ala Lys Lys He Thr Pro Glu Met Lys Leu Ala Ala Gin Arg Gin 
340 345 350 

Ser Gin Thr Ser Gin Leu Arg Thr Ser Arg Ser Ala Ala Ser Cys Leu 
355 360 365 

Pro Pro Trp He Pro Ala Leu Pro Gin Gin Ser Arg Gin Leu Ser Arg 
370 375 380 

Pro Ser Pro Lys Arg Lys Thr Leu Lys Asn Leu Leu He Asp Ala Ser 
385 390 395 400 

Leu Pro Val Glu Ala Pro He Phe 
405 



<210> 579 
<211> 311 
<212> DNA 
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<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (288) 
<223> FRXA01048 

<400> 579 

cgc tct gac ttg cct aac cag ate aac aac gtg ctg gcg ttc cca gga 
Arg Ser Asp Leu Pro Asn Gin lie Asn Asn Val Leu Ala Phe Pro Gly 
15 10 15 

att ttc gec ggc get etc gca gec aag get aag aag ate ace ccc gag 
He Phe Ala Gly Ala Leu Ala Ala Lys Ala Lys Lys He Thr Pro Glu 
20 25 30 

atg aag etc gee get cag agg caa teg cag aca teg cag ctg agg ace 
Met Lys Leu Ala Ala Gin Arg Gin Ser Gin Thr Ser Gin Leu Arg Thr 
35 40 45 

teg agg teg gee gca teg tgc eta ccg ccc tgg ate ccc gcg ttg ccc 
Ser Arg Ser Ala Ala Ser Cys Leu Pro Pro Trp He Pro Ala Leu Pro 
50 55 60 

caa cag tea agg cag ctg tec agg ccg teg cca aag cgc aaa acg ctt 
Gin Gin Ser Arg Gin Leu Ser Arg Pro Ser Pro Lys Arg Lys Thr Leu 

70 75 80 



65 



aaa aat ttg ctt ate gac gee tec etc ccc gtc gag gcg cca ata ttt 
Lys Asn Leu Leu He Asp Ala Ser Leu Pro Val Glu Ala Pro He Phe 
85 90 95 

taagagcaaa cttgaggccc aca 



48 



96 



144 



192 



240 



288 



311 



<210> 580 
<211> 96 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 580 

Arg Ser Asp Leu Pro Asn Gin He Asn Asn Val Leu Ala Phe Pro Gly 
15 10 15 

He Phe Ala Gly Ala Leu Ala Ala Lys Ala Lys Lys He Thr Pro Glu 
20 25 30 

Met Lys Leu Ala Ala Gin Arg Gin Ser Gin Thr Ser Gin Leu Arg Thr 
35 40 45 

Ser Arg Ser Ala Ala Ser Cys Leu Pro Pro Trp He Pro Ala Leu Pro 
50 55 60 

Gin Gin Ser Arg Gin Leu Ser Arg Pro Ser Pro Lys Arg Lys Thr Leu 
65 70 75 80 

Lys Asn Leu Leu He Asp Ala Ser Leu Pro Val Glu Ala Pro He Phe 
85 90 95 
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<210> 581 
<211> 1063 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1063) 
<223> FRXA00290 

<400> 581 

agctacagat ttagctagtg tttttgttcc agaaccctaa atgaggttct acccttaaca 60 

gagcttcccg caaaaacacc gattaacaag gctaaatgat atg acc ate gac ctg 115 

Met Thr lie Asp Leu 
1 5 



cag cgt tec acc caa aac etc acc cat gag gaa ate ttc gag gca cac 
Gin Arg Ser Thr Gin Asn Leu Thr His Glu Glu He Phe Glu Ala His 



10 



15 20 



163 



gag ggc gga aag etc tec att agt tec act cgt ccg etc cgc gac atg 211 
Glu Gly Gly Lys Leu Ser He Ser Ser Thr Arg Pro Leu Arg Asp Met 
25 30 35 

cgc gat ctt tec ctt get tac acc cct ggt gtt get cag gtt tgt gaa 259 
Arg Asp Leu Ser Leu Ala Tyr Thr Pro Gly Val Ala Gin Val Cys Glu 
40 45 50 

gca ate aag gaa gat cca gag gtt gcg cgc acc cac acg ggc att gga 307 
Ala He Lys Glu Asp Pro Glu Val Ala Arg Thr His Thr Gly He Gly 
55 60 65 

aac acc gtc gcg gtt att tec gac ggc acc get gtt ctt ggc ctt ggc 355 
Asn Thr Val Ala Val He Ser Asp Gly Thr Ala Val Leu Gly Leu Gly 
70 75 80 85 

gat ate gga cct cag gee tec ctt ccc gtc atg gag ggc aag get cag 
Asp He Gly Pro Gin Ala Ser Leu Pro Val Met Glu Gly Lys Ala Gin 
90 95 100 

ctg ttt age tct ttc get ggc ctg aag get ate cct ate gtt ttg gac 
Leu Phe Ser Ser Phe Ala Gly Leu Lys Ala He Pro He Val Leu Asp 
105 HO H5 

gtt cac gat gtt gac get ttg gtt gag ace ate gca gee ate gcg cct 
Val His Asp Val Asp Ala Leu Val Glu Thr He Ala Ala He Ala Pro 
120 125 130 

tct ttc ggt get ate aac ttg gag gac ate tec get cct cgt tgc ttc 
Ser Phe Gly Ala He Asn Leu Glu Asp He Ser Ala Pro Arg Cys Phe 
135 140 145 

gag gtg gag cgc cgc etc ate gag cgt etc gat att cca gtt atg cac 
Glu Val Glu Arg Arg Leu He Glu Arg Leu Asp He Pro Val Met His 
150 155 160 165 

gat gac cag cac ggc acc get gtg gtt ate etc get gcg ctg cgc aac 
Asp Asp Gin His Gly Thr Ala Val Val He Leu Ala Ala Leu Arg Asn 



403 



451 



499 



547 



595 



643 
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170 175 180 

tec ctg aag ctg ctg gat cgc aag ate gaa gac etc aag att gtt att 
Ser Leu Lys Leu Leu Asp Arg Lys lie Glu Asp Leu Lys lie Val He 
185 190 195 

tec ggc gca ggc gca gcg ggc gtt gca get gta gat atg ctg ace aac 
Ser Gly Ala Gly Ala Ala Gly Val Ala Ala Val Asp Met Leu Thr Asn 
200 205 210 

get gga gca acc gac ate gtg gtt ctt gat tec cga ggc ate ate cac 787 
Ala Gly Ala Thr Asp He Val Val Leu Asp Ser Arg Gly He He His 
215 220 225 



gac age cgt gag gat ctt tec cca gtt aag get get ctt gca gag aag 
Asp Ser Arg Glu Asp Leu Ser Pro Val Lys Ala Ala Leu Ala Glu Lys 
230 235 240 245 



etc aaa etc atg gee ccg gag cca ate ctg ttc acc ctg gcg aac cca 
Leu Lys Leu Met Ala Pro Glu Pro He Leu Phe Thr Leu Ala Asn Pro 
280 285 290 

acc cca gag ate gat cct gag ctg tct cag aag tac ggc gec ate gtc 
Thr Pro Glu He Asp Pro Glu Leu Ser Gin Lys Tyr Gly Ala He Val 
295 300 305 

gcg acc ggg ccg gtc ttg acc tgc eta acc aga tea 
Ala Thr Gly Pro Val Leu Thr Cys Leu Thr Arg Ser 
310 315 320 



691 



739 



835 



883 



acc aac cct cgt ggc ate age ggt ggc ate aat gag get ttc acc ggc 
Thr Asn Pro Arg Gly He Ser Gly Gly He Asn Glu Ala Phe Thr Gly 
250 255 260 

gcg gac ctg ttc att ggc gtg tec ggc ggc aac ate ggc gag gac get 931 
Ala Asp Leu Phe He Gly Val Ser Gly Gly Asn He Gly Glu Asp Ala 
265 270 275 



979 



1027 



1063 



<210> 582 
<211> 321 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 582 

Met Thr He Asp Leu Gin Arg Ser 
1 5 

He Phe Glu Ala His Glu Gly Gly 
20 

Pro Leu Arg Asp Met Arg Asp Leu 
35 40 

Ala Gin Val Cys Glu Ala He Lys 
50 55 

His Thr Gly He Gly Asn Thr Val 
65 70 

Val Leu Gly Leu Gly Asp He Gly 



Thr Gin Asn Leu Thr His Glu Glu 
10 15 

Lys Leu Ser He Ser Ser Thr Arg 
25 30 

Ser Leu Ala Tyr Thr Pro Gly Val 
45 

Glu Asp Pro Glu Val Ala Arg Thr 
60 

Ala Val He Ser Asp Gly Thr Ala 
75 80 

Pro Gin Ala Ser Leu Pro Val Met 
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85 90 95 

Glu Gly Lys Ala Gin Leu Phe Ser Ser Phe Ala Gly Leu Lys Ala lie 
100 105 110 

Pro lie Val Leu Asp Val His Asp Val Asp Ala Leu Val Glu Thr lie 
115 120 125 

Ala Ala lie Ala Pro Ser Phe Gly Ala lie Asn Leu Glu Asp lie Ser 
130 135 140 

Ala Pro Arg Cys Phe Glu Val Glu Arg Arg Leu lie Glu Arg Leu Asp 
145 150 155 160 

lie Pro Val Met His Asp Asp Gin His Gly Thr Ala Val Val He Leu 
165 170 175 

Ala Ala Leu Arg Asn Ser Leu Lys Leu Leu Asp Arg Lys He Glu Asp 
180 185 190 

Leu Lys He Val He Ser Gly Ala Gly Ala Ala Gly Val Ala Ala Val 
195 200 205 

Asp Met Leu Thr Asn Ala Gly Ala Thr Asp He Val Val Leu Asp Ser 
210 215 220 

Arg Gly He He His Asp Ser Arg Glu Asp Leu Ser Pro Val Lys Ala 
225 230 235 240 

Ala Leu Ala Glu Lys Thr Asn Pro Arg Gly He Ser Gly Gly He Asn 
245 250 255 

Glu Ala Phe Thr Gly Ala Asp Leu Phe He Gly Val Ser Gly Gly Asn 
260 265 270 

He Gly Glu Asp Ala Leu Lys Leu Met Ala Pro Glu Pro He Leu Phe 
275 280 285 

Thr Leu Ala Asn Pro Thr Pro Glu He Asp Pro Glu Leu Ser Gin Lys 
290 295 300 

Tyr Gly Ala He Val Ala Thr Gly Pro Val Leu Thr Cys Leu Thr Arg 
305 310 315 320 

Ser 



<210> 583 
<211> 582 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (582) 
<223> RXN03101 



<400> 583 

ate ctt gca gac gaa gac gac acc gtc gac gtc ggc gca gtc ate gec 
He Leu Ala Asp Glu Asp Asp Thr Val Asp Val Gly Ala Val He Ala 



BGM26CP 



- 835- 



15 10 15 

cgc ate ggt gac gca aac gca get gca gca cct gec gaa gag gaa gca 96 

Arg lie Gly Asp Ala Asn Ala Ala Ala Ala Pro Ala Glu Glu Glu Ala 
20 25 30 

get cct gec gaa gag gaa gaa cca gtt aag gaa gag cca aag aag gag 14 4 

Ala Pro Ala Glu Glu Glu Glu Pro Val Lys Glu Glu Pro Lys Lys Glu 
35 40 45 

gca get cct gaa get cca gca gca act ggc gec gca acc gat gtg gaa 192 

Ala Ala Pro Glu Ala Pro Ala Ala Thr Gly Ala Ala Thr Asp Val Glu 
50 55 60 

atg cca gaa etc ggc gaa tec gtc acc gaa ggc acc att acc cag tgg 240 

Met Pro Glu Leu Gly Glu Ser Val Thr Glu Gly Thr lie Thr Gin Trp 
65 70 75 80 

etc aag get gtc ggc gac acc gtc gaa gta gac gaa cca ctt ctt gag 288 

Leu Lys Ala Val Gly Asp Thr Val Glu Val Asp Glu Pro Leu Leu Glu 
85 90 95 

gtc tec acc gac aag gtc gac acc gaa ate cca tec cca gta gca ggc 336 

Val Ser Thr Asp Lys Val Asp Thr Glu lie Pro Ser Pro Val Ala Gly 
100 105 110 

acc ate gtg gag ate ctt gca gac gaa gac gac acc gtc gac gtc ggc 384 

Thr lie Val Glu lie Leu Ala Asp Glu Asp Asp Thr Val Asp Val Gly 

115 120 125 

gca gtc ate gec cgc ate ggt gac gca aac gca get gca gca cct gec 432 

Ala Val lie Ala Arg lie Gly Asp Ala Asn Ala Ala Ala Ala Pro Ala 
130 135 140 

gaa gag gaa gca get cct gee gaa gag gag gaa cca gtt aag gaa gag 480 

Glu Glu Glu Ala Ala Pro Ala Glu Glu Glu Glu Pro Val Lys Glu Glu 
145 150 155 160 

cca aag aag gaa gag ccc aag aag gaa gag ccc aag aag gaa gca get 528 

Pro Lys Lys Glu Glu Pro Lys Lys Glu Glu Pro Lys Lys Glu Ala Ala 
165 170 175 

act aca cct get gcg gca tec gca act gtg tec get tct ggc gac aac 576 

Thr Thr Pro Ala Ala Ala Ser Ala Thr Val Ser Ala Ser Gly Asp Asn 
180 185 190 

gtt cca 582 
Val Pro 



<210> 584 
<211> 194 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 584 

lie Leu Ala Asp Glu Asp Asp Thr Val Asp Val Gly Ala Val lie Ala 
15 10 15 



Arg lie Gly Asp Ala Asn Ala Ala Ala Ala Pro Ala Glu Glu Glu Ala 
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20 25 30 

Ala Pro Ala Glu Glu Glu Glu Pro Val Lys Glu Glu Pro Lys Lys Glu 
35 40 45 

Ala Ala Pro Glu Ala Pro Ala Ala Thr Gly Ala Ala Thr Asp Val Glu 
50 55 60 

Met Pro Glu Leu Gly Glu Ser Val Thr Glu Gly Thr lie Thr Gin Trp 
65 70 75 80 

Leu Lys Ala Val Gly Asp Thr Val Glu Val Asp Glu Pro Leu Leu Glu 
85 90 95 

Val Ser Thr Asp Lys Val Asp Thr Glu lie Pro Ser Pro Val Ala Gly 
100 105 110 

Thr He Val Glu He Leu Ala Asp Glu Asp Asp Thr Val Asp Val Gly 
115 120 125 

Ala Val He Ala Arg He Gly Asp Ala Asn Ala Ala Ala Ala Pro Ala 
130 135 140 

Glu Glu Glu Ala Ala Pro Ala Glu Glu Glu Glu Pro Val Lys Glu Glu 
145 150 155 160 

Pro Lys Lys Glu Glu Pro Lys Lys Glu Glu Pro Lys Lys Glu Ala Ala 
165 170 175 

Thr Thr Pro Ala Ala Ala Ser Ala Thr Val Ser Ala Ser Gly Asp Asn 
180 185 190 



Val Pro 



<210> 585 
<211> 540 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (517) 

<223> RXN02046 

<400> 585 

tccgtgccat caccaccggc gagatcactg gcatcgtgga cgcaaaacaa acagcaacag 60 

aaattattaa catccgacgc aacgcttcag gagagtcctc atg aaa gag aca ctg 115 

Met Lys Glu Thr Leu 
1 5 

acc acc ggt tta acc cac caa atg ace tac ata gtg cca gca aac cgc 163 
Thr Thr Gly Leu Thr His Gin Met Thr Tyr He Val Pro Ala Asn Arg 
10 15 20 



aca gtt ccg cat ctg ctt ccc gaa gca gca gaa ttt gaa acc atg cca 211 
Thr Val Pro His Leu Leu Pro Glu Ala Ala Glu Phe Glu Thr Met Pro 
25 30 35 
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gat gtc ctg gcc act gga tat atg gtc ggc ate ate gag tgg gec tgc 259 
Asp Val Leu Ala Thr Gly Tyr Met Val Gly He He Glu Trp Ala Cys 
40 45 50 

atg gaa ctt ctg cgt ccc cat ttg gac gac ggt gaa ate teg ctg ggc 307 
Met Glu Leu Leu Arg Pro His Leu Asp Asp Gly Glu He Ser Leu Gly 
55 60 65 



act cat gtg aac ttc tec cac gca get cca acg gtt cct gga tec acg 
Thr His Val Asn Phe Ser His Ala Ala Pro Thr Val Pro Gly Ser Thr 
70 75 80 85 

gtc acc ate gat gtt gag gtg aca gag ate aac cgt cgt gca gtt ace 
Val Thr He Asp Val Glu Val Thr Glu He Asn Arg Arg Ala Val Thr 
90 95 100 

ttc aac ate act gca get gat gag ttc gcc acc ate age acc ggc acc 
Phe Asn He Thr Ala Ala Asp Glu Phe Ala Thr He Ser Thr Gly Thr 
105 HO H5 

cac cag cgc ggt gtg gtt aac cgt gag aag ttt gtc tec cgt ctg cct 
His Gin Arg Gly Val Val Asn Arg Glu Lys Phe Val Ser Arg Leu Pro 
120 125 130 

gaa gca cct aag gaa aac taaatcatgg ccaagttgtt tga 
Glu Ala Pro Lys Glu Asn 
135 



355 



403 



451 



499 



540 



<210> 586 
<211> 139 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 586 

Met Lys Glu Thr Leu 
1 5 

Val Pro Ala Asn Arg 
20 

Phe Glu Thr Met Pro 
35 

He Glu Trp Ala Cys 
50 

Glu He Ser Leu Gly 
65 

Val Pro Gly Ser Thr 
85 

Arg Arg Ala Val Thr 
100 

He Ser Thr Gly Thr 
115 



Thr Thr Gly Leu Thr 
10 

Thr Val Pro His Leu 
25 

Asp Val Leu Ala Thr 
40 

Met Glu Leu Leu Arg 
55 

Thr His Val Asn Phe 
70 

Val Thr He Asp Val 
90 

Phe Asn He Thr Ala 
105 

His Gin Arg Gly Val 
120 



His Gin Met Thr Tyr He 
15 

Leu Pro Glu Ala Ala Glu 
30 

Gly Tyr Met Val Gly He 
45 

Pro His Leu Asp Asp Gly 
60 

Ser His Ala Ala Pro Thr 
75 80 

Glu Val Thr Glu He Asn 
95 

Ala Asp Glu Phe Ala Thr 
110 

Val Asn Arg Glu Lys Phe 
125 



Val Ser Arg Leu Pro Glu Ala Pro Lys Glu Asn 
130 135 



BGI-126CP 



- 838 - 



<210> 587 
<211> 1683 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1660) 

<223> RXN00389 

<400> 587 

ccaccactgc gtaacctttc cgagcaagat atcgcggacc tgtcggattt gcttgccacc 60 

tctggcgcag gttcctaccg ccttcagttg aggtgaaagc atg ate acc gca acc 115 

Met He Thr Ala Thr 
1 5 



gca ctg cat ggg tgt tea ctg att gat ggc gag tgg gtc get gga aaa 
Ala Leu His Gly Cys Ser Leu He Asp Gly Glu Trp Val Ala Gly Lys 
10 15 20 



cct tec tac tct tta gca aac age gca cag ctg cgc gee gee aca aca 
Pro Ser Tyr Ser Leu Ala Asn Ser Ala Gin Leu Arg Ala Ala Thr Thr 
40 45 50 

teg gcg aag cga get ttt gaa age tac cga etc act act cca gag gtt 
Ser Ala Lys Arg Ala Phe Glu Ser Tyr Arg Leu Thr Thr Pro Glu Val 
55 60 65 

aga gca gat ttc ctg gat tec ate get gac aac ate gat gcg eta tec 
Arg Ala Asp Phe Leu Asp Ser He Ala Asp Asn He Asp Ala Leu Ser 
70 75 80 85 

ggc gag ate gtg caa egg gcg age ctg gag aca ggt ttg gga act acc 
Gly Glu He Val Gin Arg Ala Ser Leu Glu Thr Gly Leu Gly Thr Thr 
90 95 100 

cga etc aca ggc gaa gta gee cgc acc age aac cag etc cgc ctg ttt 



150 



ggc gat aca gca tea gcg ttg get gca ggc tgc cct gtg gtt ttt aag 
Gly Asp Thr Ala Ser Ala Leu Ala Ala Gly Cys Pro Val Val Phe Lys 



163 



aat ggt gag att aca gga ttc gat ccg cgc acc aat gcg agt ctg aac 211 
Asn Gly Glu He Thr Gly Phe Asp Pro Arg Thr Asn Ala Ser Leu Asn 
25 30 35 



259 



307 



355 



403 



451 



499 



Arg Leu Thr Gly Glu Val Ala Arg Thr Ser Asn Gin Leu Arg Leu Phe 
105 HO H5 

gca gaa acc gtg aga age gga cag ttc cac cga gta cgc att gaa cga 
Ala Glu Thr Val Arg Ser Gly Gin Phe His Arg Val Arg He Glu Arg 
120 125 130 

gga ccg egg att gat ctt cgc cag cgt cag gtt ccg ttg gga cca gtc 547 
Gly Pro Arg He Asp Leu Arg Gin Arg Gin Val Pro Leu Gly Pro Val 
135 140 145 

gcg gta ttc ggg gca age aac ttc ccc gtc get ttc tct act get ggt 595 
Ala Val Phe Gly Ala Ser Asn Phe Pro Val Ala Phe Ser Thr Ala Gly 

155 160 165 



643 
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170 175 180 

gcg cat aat gcg cac cct gga aca get gag etc gtc ggg caa gcg gtg 691 
Ala His Asn Ala His Pro Gly Thr Ala Glu Leu Val Gly Gin Ala Val 
185 190 195 

egg gga gec gtc gaa aag cat gag ttt gat get ggt gtg ttt aac ctt 739 
Arg Gly Ala Val Glu Lys His Glu Phe Asp Ala Gly Val Phe Asn Leu 
200 205 210 

gtc tac ggc cgt ggc gtg gaa att ggc cag gag ctg get gcg gat ccg 787 
Val Tyr Gly Arg Gly Val Glu lie Gly Gin Glu Leu Ala Ala Asp Pro 
215 220 225 



aat ate acg gca ate ggt ttt ace ggt tea cgc cag ggt ggt ttg gca 
Asn He Thr Ala He Gly Phe Thr Gly Ser Arg Gin Gly Gly Leu Ala 
230 235 240 245 



ate etc gee caa ggc ace ccc gga gat gga gag aac gcg ccg ggc ccg 
He Leu Ala Gin Gly Thr Pro Gly Asp Gly Glu Asn Ala Pro Gly Pro 
360 365 370 



ccg gat caa etc cac caa gta gee aat tea etc gag gga caa tta aca 
Pro Asp Gin Leu His Gin Val Ala Asn Ser Leu Glu Gly Gin Leu Thr 
410 415 420 



835 



883 



931 



979 



1027 



ctg tea cag act gcg ttt age cgc cca gtt ccc gtt cca gtc ttt gca 
Leu Ser Gin Thr Ala Phe Ser Arg Pro Val Pro Val Pro Val Phe Ala 
250 255 260 

gaa atg agt gee ace aac cct gtg ttc gtc ttc ccc ggc gcg ctg gcg 
Glu Met Ser Ala Thr Asn Pro Val Phe Val Phe Pro Gly Ala Leu Ala 
265 270 275 

gat ttg gat gca teg agt tec ttg get gag gcg ttt ace get tec gtc 
Asp Leu Asp Ala Ser Ser Ser Leu Ala Glu Ala Phe Thr Ala Ser Val 
280 285 290 

acc ggc agt tec ggg caa ttg tgc acc aag cct ggc etc gtt ttc ate 
Thr Gly Ser Ser Gly Gin Leu Cys Thr Lys Pro Gly Leu Val Phe He 
295 300 305 

ccg cgc ggt gtt gtt ggt gat get ttt gtg gcg etc gta gca gee aaa 1075 
Pro Arg Gly Val Val Gly Asp Ala Phe Val Ala Leu Val Ala Ala Lys 
310 315 320 325 

ttt aaa gaa acc acg ggt caa acg atg etc acg caa ggc ate get cag 1123 
Phe Lys Glu Thr Thr Gly Gin Thr Met Leu Thr Gin Gly He Ala Gin 
330 335 340 

gca tgg cag cgc gga gtc gac aac ctt gca gca cag cca agt gta aaa 1171 
Ala Trp Gin Arg Gly Val Asp Asn Leu Ala Ala Gin Pro Ser Val Lys 
345 350 355 



1219 



gtg gtg ttt gaa agt gat gtg cag gcg ttg eta aat aat gtg gtg ttg 1267 
Val Val Phe Glu Ser Asp Val Gin Ala Leu Leu Asn Asn Val Val Leu 
375 380 385 

cag gaa gaa ate ttc ggt gcg gca teg ctg gtg gtg cgt tat gat tec 1315 
Gin Glu Glu He Phe Gly Ala Ala Ser Leu Val Val Arg Tyr Asp Ser 
390 395 400 405 



1363 
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gcc acg ate cac gca tec cag gat gat ttc cag gaa gtc teg aaa ctt 1411 
Ala Thr He His Ala Ser Gin Asp Asp Phe Gin Glu Val Ser Lys Leu 
425 430 435 

ate ccc etc ttg gag gat etc gcg ggc cgt gtt ctt tac ggc ggc tgg 1459 
He Pro Leu Leu Glu Asp Leu Ala Gly Arg Val Leu Tyr Gly Gly Trp 
440 445 450 

cca acg ggt gtg gaa gtt ggg cac acg gtt ate cat gga ggc cct tat 1507 
Pro Thr Gly Val Glu Val Gly His Thr Val He His Gly Gly Pro Tyr 
455 460 465 

ccg gcg ace tea aat gcg cag teg aca agt gtt gga acc ctg gca ate 1555 
Pro Ala Thr Ser Asn Ala Gin Ser Thr Ser Val Gly Thr Leu Ala He 
470 475 480 485 



gag aga ttt atg cgc ccg gtt tct tat caa act ttc ccg get gag ctg 
Glu Arg Phe Met Arg Pro Val Ser Tyr Gin Thr Phe Pro Ala Glu Leu 
490 495 500 

ctt cca gat cca gtt tct gag gcg aat aaa tgg get gta cct egg gaa 
Leu Pro Asp Pro Val Ser Glu Ala Asn Lys Trp Ala Val Pro Arg Glu 
505 510 515 

ata gac cgt taatagctgg tctttacatt tgc 
He Asp Arg 
520 



1603 



1651 



1683 



<210> 588 
<211> 520 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 588 
Met He Thr Ala 
1 

Trp Val Ala Gly 
20 

Asn Ala Ser Leu 
35 

Arg Ala Ala Thr 
50 

Thr Thr Pro Glu 
65 

He Asp Ala Leu 



Gly Leu Gly Thr 
100 

Gin Leu Arg Leu 
115 

Val Arg He Glu 



Thr Ala Leu His 
5 

Lys Asn Gly Glu 



Asn Pro Ser Tyr 
4 0 

Thr Ser Ala Lys 
55 

Val Arg Ala Asp 
70 

Ser Gly Glu He 
85 

Thr Arg Leu Thr 



Phe Ala Glu Thr 
120 

Arg Gly Pro Arg 



Gly Cys Ser Leu 
10 

He Thr Gly Phe 
25 

Ser Leu Ala Asn 



Arg Ala Phe Glu 
60 

Phe Leu Asp Ser 
75 

Val Gin Arg Ala 
90 

Gly Glu Val Ala 
105 

Val Arg Ser Gly 



He Asp Leu Arg 



He Asp Gly Glu 
15 

Asp Pro Arg Thr 
30 

Ser Ala Gin Leu 
45 

Ser Tyr Arg Leu 



He Ala Asp Asn 
80 

Ser Leu Glu Thr 
95 

Arg Thr Ser Asn 
110 

Gin Phe His Arg 
125 

Gin Arg Gin Val 
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130 

Pro Leu Gly Pro 
145 

Phe Ser Thr Ala 



Pro Val Val Phe 
180 

Val Gly Gin Ala 
195 

Gly Val Phe Asn 
210 

Leu Ala Ala Asp 
225 

Gin Gly Gly Leu 



Val Pro Val Phe 
260 

Pro Gly Ala Leu 
275 

Phe Thr Ala Ser 
290 

Gly Leu Val Phe 
305 

Leu Val Ala Ala 



Gin Gly lie Ala 
340 

Gin Pro Ser Val 
355 

Asn Ala Pro Gly 
370 

Asn Asn Val Val 
385 

Val Arg Tyr Asp 



Glu Gly Gin Leu 
420 

Glu Val Ser Lys 
435 

Leu Tyr Gly Gly 
450 



135 

Val Ala Val Phe 
150 

Gly Gly Asp Thr 
165 

Lys Ala His Asn 



Val Arg Gly Ala 
200 



Leu Val Tyr Gly 
215 

Pro Asn lie Thr 
230 

Ala Leu Ser Gin 
245 

Ala Glu Met Ser 



Ala Asp Leu Asp 
280 

Val Thr Gly Ser 
295 

lie Pro Arg Gly 
310 

Lys Phe Lys Glu 
325 

Gin Ala Trp Gin 



Lys lie Leu Ala 
360 

Pro Val Val Phe 
375 

Leu Gin Glu Glu 
390 

Ser Pro Asp Gin 
405 

Thr Ala Thr lie 



Leu lie Pro Leu 
440 

Trp Pro Thr Gly 
455 



140 

Gly Ala Ser Asn 
155 

Ala Ser Ala Leu 
170 

Ala His Pro Gly 
185 

Val Glu Lys His 



Arg Gly Val Glu 

220 

Ala lie Gly Phe 
235 

Thr Ala Phe Ser 
250 

Ala Thr Asn Pro 
265 

Ala Ser Ser Ser 



Ser Gly Gin Leu 
300 

Val Val Gly Asp 
315 

Thr Thr Gly Gin 
330 

Arg Gly Val Asp 
345 

Gin Gly Thr Pro 



Glu Ser Asp Val 
380 

lie Phe Gly Ala 
395 

Leu His Gin Val 
410 

His Ala Ser Gin 
425 

Leu Glu Asp Leu 



Val Glu Val Gly 
460 



Phe Pro Val Ala 
160 

Ala Ala Gly Cys 
175 

Thr Ala Glu Leu 
190 

Glu Phe Asp Ala 
205 

He Gly Gin Glu 



Thr Gly Ser Arg 
240 

Arg Pro Val Pro 
255 

Val Phe Val Phe 
270 

Leu Ala Glu Ala 
285 

Cys Thr Lys Pro 



Ala Phe Val Ala 
320 

Thr Met Leu Thr 
335 

Asn Leu Ala Ala 
350 

Gly Asp Gly Glu 
365 

Gin Ala Leu Leu 



Ala Ser Leu Val 
400 

Ala Asn Ser Leu 
415 

Asp Asp Phe Gin 
430 

Ala Gly Arg Val 
445 

His Thr Val He 
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His Gly Gly Pro Tyr Pro Ala Thr Ser Asn Ala Gin Ser Thr Ser Val 
465 470 475 480 

Gly Thr Leu Ala He Glu Arg Phe Met Arg Pro Val Ser Tyr Gin Thr 
485 490 495 

Phe Pro Ala Glu Leu Leu Pro Asp Pro Val Ser Glu Ala Asn Lys Trp 
500 505 510 

Ala Val Pro Arg Glu He Asp Arg 
515 520 



<210> 589 
<211> 1467 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 
<221> CDS 

<222> (101) . . (1444) 
<223> RXN02399 

<400> 589 

ttgacgcacc aatgcccgat ggagcaatgt gtgaaccacg ccaccacgca aaccgatgca 60 

catcacgtcg aaacagtgac agtgcattag ctcatacttt gtg gtc ggc acc gcc 115 

Val Val Gly Thr Ala 
1 5 



cat tgc gaa tea gca ctt aag gaa gtg act ttg atg tea aac gtt gga 
His Cys Glu Ser Ala Leu Lys Glu Val Thr Leu Met Ser Asn Val Gly 
10 15 20 



163 



aag cca cgt acc gca cag gaa ate cag cag gat tgg gac acc aac cct 211 
Lys Pro Arg Thr Ala Gin Glu He Gin Gin Asp Trp Asp Thr Asn Pro 
25 30 35 

cgt tgg aac ggc ate acc cgc gac tac acc gca gac cag gta get gat 259 
Arg Trp Asn Gly He Thr Arg Asp Tyr Thr Ala Asp Gin Val Ala Asp 
40 45 50 

ctg cag ggt tec gtc ate gag gag cac act ctt get cgc cgc ggc tea 
Leu Gin Gly Ser Val He Glu Glu His Thr Leu Ala Arg Arg Gly Ser 
55 60 65 

gag ate etc tgg gac gca gtc acc cag gaa ggt gac gga tac ate aac 
Glu He Leu Trp Asp Ala Val Thr Gin Glu Gly Asp Gly Tyr He Asn 
70 75 80 85 

gcg ctt ggc gca etc acc ggt aac cag get gtt cag cag gtt cgt gca 
Ala Leu Gly Ala Leu Thr Gly Asn Gin Ala Val Gin Gin Val Arg Ala 
90 95 100 

ggc ctg aag get gtc tac ctg tec ggt tgg cag gtc gca ggt gac gcc 451 
Gly Leu Lys Ala Val Tyr Leu Ser Gly Trp Gin Val Ala Gly Asp Ala 
105 HO H5 



307 



355 



403 



aac etc tec ggc cac acc tac cct gac cag tec etc tac cca gcg aac 
Asn Leu Ser Gly His Thr Tyr Pro Asp Gin Ser Leu Tyr Pro Ala Asn 



499 
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120 125 130 

tec gtt cca age gtc gtt cgt cgc ate aac aac gca ctg ctg cgt tec 
Ser Val Pro Ser Val Val Arg Arg lie Asn Asn Ala Leu Leu Arg Ser 
135 140 145 

gat gaa ate gca cgc ace gaa ggc gac acc tec gtt gac aac tgg gtt 
Asp Glu He Ala Arg Thr Glu Gly Asp Thr Ser Val Asp Asn Trp Val 
150 155 160 165 



ggc aag gtt ctg ate cca acc cag cag cac ate cgc acc ctg aac tct 
Gly Lys Val Leu He Pro Thr Gin Gin His He Arg Thr Leu Asn Ser 
215 220 225 

gee cgc ctt gca gca gac gtt gca aac acc cca act gtt gtt ate gca 
Ala Arg Leu Ala Ala Asp Val Ala Asn Thr Pro Thr Val Val He Ala 
230 235 240 245 

cgt acc gac get gag gca gca acc ctg ate acc tct gac gtt gat gag 
Arg Thr Asp Ala Glu Ala Ala Thr Leu He Thr Ser Asp Val Asp Glu 
250 255 260 

cgc gac caa cca ttc ate acc ggt gag cgc acc gca gaa ggc tac tac 
Arg Asp Gin Pro Phe He Thr Gly Glu Arg Thr Ala Glu Gly Tyr Tyr 
265 270 275 

cac gtc aag aat ggt etc gag cca tgt ate gca cgt gca aag tec tac 
His Val Lys Asn Gly Leu Glu Pro Cys He Ala Arg Ala Lys Ser Tyr 
280 285 290 

gca cca tac gca gat atg ate tgg atg gag acc ggc acc cct gac ctg 
Ala Pro Tyr Ala Asp Met He Trp Met Glu Thr Gly Thr Pro Asp Leu 
295 300 305 



cag 



^ ctg ctg tec tac aac tgc tec cca tec ttc aac tgg tct gca cac 

Gin Leu Leu Ser Tyr Asn Cys Ser Pro Ser Phe Asn Trp Ser Ala His 
330 335 340 



ggc ttc aag ttc cag ttc ate acc etc gca ggc ttc cac tec etc aac 
Gly Phe Lys Phe Gin Phe He Thr Leu Ala Gly Phe His Ser Leu Asn 
360 365 370 



547 



595 



643 



691 



gtc cca ate gtc gcg gac ggc gaa get ggc ttc ggt gga gca etc aac 
Val Pro He Val Ala Asp Gly Glu Ala Gly Phe Gly Gly Ala Leu Asn 
170 175 180 

gtc tac gaa etc cag aag gca atg ate gca get ggc get gca ggc acc 
Val Tyr Glu Leu Gin Lys Ala Met He Ala Ala Gly Ala Ala Gly Thr 
185 190 195 

cac tgg gaa gac cag etc get tct gaa aag aag tgt ggc cac etc ggc 739 
His Trp Glu Asp Gin Leu Ala Ser Glu Lys Lys Cys Gly His Leu Gly 
200 205 210 



787 



835 



883 



931 



979 



1027 



gag etc get aag aag ttc get gaa ggc gtt cgc tct gag ttc cca gac 1075 
Glu Leu Ala Lys Lys Phe Ala Glu Gly Val Arg Ser Glu Phe Pro Asp 
310 315 320 325 



1123 



etc gag gca gat gag ate get aag ttc cag aag gaa etc ggc gca atg 1171 
Leu Glu Ala Asp Glu He Ala Lys Phe Gin Lys Glu Leu Gly Ala Met 
345 350 355 



1219 
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tac ggc atg ttc gac ctg get tac gga tac get cgc gaa ggc atg acc 1267 
Tyr Gly Met Phe Asp Leu Ala Tyr Gly Tyr Ala Arg Glu Gly Met Thr 
375 380 385 

tec ttc gtt gac ctg cag aac cgt gag ttc aag gca get gaa gag cgt 1315 
Ser Phe Val Asp Leu Gin Asn Arg Glu Phe Lys Ala Ala Glu Glu Arg 
390 395 400 405 

ggc ttc acc get gtt aag cac cag cgt gag gtt ggc gca ggc tac ttc 1363 
Gly Phe Thr Ala Val Lys His Gin Arg Glu Val Gly Ala Gly Tyr Phe 
410 415 420 



gac 



cag ate gca acc acc gtt gac ccg aac tct tct acc acc get ttg 
Asp Gin He Ala Thr Thr Val Asp Pro Asn Ser Ser Thr Thr Ala Leu 
425 430 435 



1411 



aag ggt tec act gaa gaa ggc cag ttc cac aac taggacctac aggttctgac 1464 
Lys Gly Ser Thr Glu Glu Gly Gin Phe His Asn 
440 445 



aat 



1467 



<210> 590 
<211> 448 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 590 

Val Val Gly Thr Ala His Cys Glu Ser Ala Leu Lys Glu Val Thr Leu 
15 10 15 

Met Ser Asn Val Gly Lys Pro Arg Thr Ala Gin Glu He Gin Gin Asp 
20 25 30 

Trp Asp Thr Asn Pro Arg Trp Asn Gly He Thr Arg Asp Tyr Thr Ala 
35 40 45 

Asp Gin Val Ala Asp Leu Gin Gly Ser Val He Glu Glu His Thr Leu 
50 55 60 

Ala Arg Arg Gly Ser Glu He Leu Trp Asp Ala Val Thr Gin Glu Gly 
65 70 75 80 

Asp Gly Tyr He Asn Ala Leu Gly Ala Leu Thr Gly Asn Gin Ala Val 
85 90 95 

Gin Gin Val Arg Ala Gly Leu Lys Ala Val Tyr Leu Ser Gly Trp Gin 
100 105 HO 

Val Ala Gly Asp Ala Asn Leu Ser Gly His Thr Tyr Pro Asp Gin Ser 
115 120 125 

Leu Tyr Pro Ala Asn Ser Val Pro Ser Val Val Arg Arg He Asn Asn 
130 135 140 

Ala Leu Leu Arg Ser Asp Glu He Ala Arg Thr Glu Gly Asp Thr Ser 
145 150 155 160 

Val Asp Asn Trp Val Val Pro He Val Ala Asp Gly Glu Ala Gly Phe 
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165 170 175 

Gly Gly Ala Leu Asn Val Tyr Glu Leu Gin Lys Ala Met lie Ala Ala 
180 185 190 

Gly Ala Ala Gly Thr His Trp Glu Asp Gin Leu Ala Ser Glu Lys Lys 
195 200 205 

Cys Gly His Leu Gly Gly Lys Val Leu He Pro Thr Gin Gin His He 
210 215 220 

Arg Thr Leu Asn Ser Ala Arg Leu Ala Ala Asp Val Ala Asn Thr Pro 
225 230 235 240 

Thr Val Val He Ala Arg Thr Asp Ala Glu Ala Ala Thr Leu He Thr 
245 250 255 

Ser Asp Val Asp Glu Arg Asp Gin Pro Phe He Thr Gly Glu Arg Thr 
260 265 270 

Ala Glu Gly Tyr Tyr His Val Lys Asn Gly Leu Glu Pro Cys He Ala 
275 280 285 

Arg Ala Lys Ser Tyr Ala Pro Tyr Ala Asp Met He Trp Met Glu Thr 
290 295 300 

Gly Thr Pro Asp Leu Glu Leu Ala Lys Lys Phe Ala Glu Gly Val Arg 
305 310 315 320 

Ser Glu Phe Pro Asp Gin Leu Leu Ser Tyr Asn Cys Ser Pro Ser Phe 
325 330 335 

Asn Trp Ser Ala His Leu Glu Ala Asp Glu He Ala Lys Phe Gin Lys 
340 345 350 

Glu Leu Gly Ala Met Gly Phe Lys Phe Gin Phe He Thr Leu Ala Gly 
355 360 365 

Phe His Ser Leu Asn Tyr Gly Met Phe Asp Leu Ala Tyr Gly Tyr Ala 
370 375 380 

Arg Glu Gly Met Thr Ser Phe Val Asp Leu Gin Asn Arg Glu Phe Lys 
385 390 395 400 

Ala Ala Glu Glu Arg Gly Phe Thr Ala Val Lys His Gin Arg Glu Val 
405 410 415 

Gly Ala Gly Tyr Phe Asp Gin He Ala Thr Thr Val Asp Pro Asn Ser 
420 425 430 

Ser Thr Thr Ala Leu Lys Gly Ser Thr Glu Glu Gly Gin Phe His Asn 
435 440 445 



<210> 591 
<211> 1419 
<212> DNA 

<213> Corynebacterium glutamicum 
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<220> 
<221> CDS 

<222> (101) . . (1396) 
<223> FRXA02399 



<400> 591 

caaaccgatg cacatcacgt cgaaacagtg acagtgcatt agctcatact ttgtggtcgg 60 

caccgcccat tgcgaatcag cacttaagga agtgactttg atg tea aac gtt gga 11 

Met Ser Asn Val Gly 
1 5 



aag cca cgt acc gca cag gaa ate cag cag gat tgg gac acc aac cct 
Lys Pro Arg Thr Ala Gin Glu He Gin Gin Asp Trp Asp Thr Asn Pro 
10 15 20 



163 



cgt tgg aac ggc ate acc cgc gac tac acc gca gac cag gta get gat 211 
Arg Trp Asn Gly He Thr Arg Asp Tyr Thr Ala Asp Gin Val Ala Asp 
25 30 35 



ctg cag ggt tec gtc ate gag gag cac act ctt get cgc cgc ggc tea 
Leu Gin Gly Ser Val He Glu Glu His Thr Leu Ala Arg Arg Gly Ser 
40 45 50 



gag 



ate etc tgg gac gca gtc acc cag gaa ggt gac gga tac ate aac 
Glu He Leu Trp Asp Ala Val Thr Gin Glu Gly Asp Gly Tyr He Asn 
55 60 65 



ggc ctg aag get gtc tac ctg tec ggt tgg cag gtc gca ggt gac gee 
Gly Leu Lys Ala Val Tyr Leu Ser Gly Trp Gin Val Ala Gly Asp Ala 
90 95 100 

aac etc tec ggc cac acc tac cct gac cag tec etc tac cca gcg aac 
Asn Leu Ser Gly His Thr Tyr Pro Asp Gin Ser Leu Tyr Pro Ala Asn 
105 HO H5 

tec gtt cca age gtc gtt cgt cgc ate aac aac gca ctg ctg cgt tec 
Ser Val Pro Ser Val Val Arg Arg lie Asn Asn Ala Leu Leu Arg Ser 
120 125 130 

gat gaa ate gca cgc acc gaa ggc gac acc tec gtt gac aac tgg gtt 
Asp Glu He Ala Arg Thr Glu Gly Asp Thr Ser Val Asp Asn Trp Val 
135 140 145 

gtc cca ate gtc gcg gac ggc gaa get ggc ttc ggt gga gca etc aac 
Val Pro He Val Ala Asp Gly Glu Ala Gly Phe Gly Gly Ala Leu Asn 
150 155 160 165 

gtc tac gaa etc cag aag gca atg ate gca get ggc get gca ggc acc 
Val Tyr Glu Leu Gin Lys Ala Met He Ala Ala Gly Ala Ala Gly Thr 
170 175 180 

cac tgg gaa gac cag etc get tct gaa aag aag tgt ggc cac etc ggc 
His Trp Glu Asp Gin Leu Ala Ser Glu Lys Lys Cys Gly His Leu Gly 
185 190 195 



259 



307 



gcg ctt ggc gca etc acc ggt aac cag get gtt cag cag gtt cgt gca 355 
Ala Leu Gly Ala Leu Thr Gly Asn Gin Ala Val Gin Gin Val Arg Ala 
70 75 80 85 



403 



451 



499 



547 



595 



643 



691 
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ggc aag gtt ctg ate cca acc cag cag cac ate cgc acc ctg aac tct 
Gly Lys Val Leu lie Pro Thr Gin Gin His lie Arg Thr Leu Asn Ser 
200 205 210 



739 



gec cgc ctt gca gca gac gtt gca aac acc cca act gtt gtt ate gca 787 
Ala Arg Leu Ala Ala Asp Val Ala Asn Thr Pro Thr Val Val He Ala 
215 220 225 



cgt acc gac get gag gca gca acc ctg ate acc tct gac gtt gat gag 
Arg Thr Asp Ala Glu Ala Ala Thr Leu He Thr Ser Asp Val Asp Glu 
230 235 240 245 

cgc gac caa cca ttc ate acc ggt gag cgc acc gca gaa ggc tac tac 
Arg Asp Gin Pro Phe He Thr Gly Glu Arg Thr Ala Glu Gly Tyr Tyr 
250 255 260 

cac gtc aag aat ggt etc gag cca tgt ate gca cgt gca aag tec tac 
His Val Lys Asn Gly Leu Glu Pro Cys He Ala Arg Ala Lys Ser Tyr 
265 270 275 

gca cca tac gca gat atg ate tgg atg gag acc ggc acc cct gac ctg 
Ala Pro Tyr Ala Asp Met He Trp Met Glu Thr Gly Thr Pro Asp Leu 
280 285 290 



gag 



etc get aag aag ttc get gaa ggc gtt cgc tct gag ttc cca gac 
Glu Leu Ala Lys Lys Phe Ala Glu Gly Val Arg Ser Glu Phe Pro Asp 
295 300 305 



835 



931 



979 



1027 



1075 



cag ctg ctg tec tac aac tgc tec cca tec ttc aac tgg tct gca cac 
Gin Leu Leu Ser Tyr Asn Cys Ser Pro Ser Phe Asn Trp Ser Ala His 
310 315 320 325 

etc gag gca gat gag ate get aag ttc cag aag gaa etc ggc gca atg 1123 
Leu Glu Ala Asp Glu He Ala Lys Phe Gin Lys Glu Leu Gly Ala Met 
330 335 340 

ggc ttc aag ttc cag ttc ate acc etc gca ggc ttc cac tec etc aac 1171 
Gly Phe Lys Phe Gin Phe He Thr Leu Ala Gly Phe His Ser Leu Asn 
345 350 355 

tac ggc atg ttc gac ctg get tac gga tac get cgc gaa ggc atg acc 1219 
Tyr Gly Met Phe Asp Leu Ala Tyr Gly Tyr Ala Arg Glu Gly Met Thr 
360 365 370 

tec ttc gtt gac ctg cag aac cgt gag ttc aag gca get gaa gag cgt 1267 
Ser Phe Val Asp Leu Gin Asn Arg Glu Phe Lys Ala Ala Glu Glu Arg 
375 380 385 

ggc ttc acc get gtt aag cac cag cgt gag gtt ggc gca ggc tac ttc 1315 
Gly Phe Thr Ala Val Lys His Gin Arg Glu Val Gly Ala Gly Tyr Phe 
390 395 400 405 

gac cag ate gca acc acc gtt gac ccg aac tct tct acc acc get ttg 1363 
Asp Gin He Ala Thr Thr Val Asp Pro Asn Ser Ser Thr Thr Ala Leu 
410 415 420 

aag ggt tec act gaa gaa ggc cag ttc cac aac taggacctac aggttctgac 1416 
Lys Gly Ser Thr Glu Glu Gly Gin Phe His Asn 
425 430 



aat 



1419 
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<210> 592 
<211> 432 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 592 

Met Ser Asn Val Gly Lys Pro Arg Thr Ala Gin Glu lie Gin Gin Asp 
15 10 15 

Trp Asp Thr Asn Pro Arg Trp Asn Gly lie Thr Arg Asp Tyr Thr Ala 
20 25 30 

Asp Gin Val Ala Asp Leu Gin Gly Ser Val He Glu Glu His Thr Leu 
35 40 45 

Ala Arg Arg Gly Ser Glu He Leu Trp Asp Ala Val Thr Gin Glu Gly 
50 55 60 

Asp Gly Tyr He Asn Ala Leu Gly Ala Leu Thr Gly Asn Gin Ala Val 
65 70 75 80 

Gin Gin Val Arg Ala Gly Leu Lys Ala Val Tyr Leu Ser Gly Trp Gin 
85 90 95 

Val Ala Gly Asp Ala Asn Leu Ser Gly His Thr Tyr Pro Asp Gin Ser 
100 105 HO 

Leu Tyr Pro Ala Asn Ser Val Pro Ser Val Val Arg Arg He Asn Asn 
115 120 125 

Ala Leu Leu Arg Ser Asp Glu He Ala Arg Thr Glu Gly Asp Thr Ser 
130 135 140 

Val Asp Asn Trp Val Val Pro He Val Ala Asp Gly Glu Ala Gly Phe 
145 150 155 160 

Gly Gly Ala Leu Asn Val Tyr Glu Leu Gin Lys Ala Met lie Ala Ala 
165 170 175 

Gly Ala Ala Gly Thr His Trp Glu Asp Gin Leu Ala Ser Glu Lys Lys 
180 185 190 

Cys Gly His Leu Gly Gly Lys Val Leu He Pro Thr Gin Gin His He 
195 200 205 

Arg Thr Leu Asn Ser Ala Arg Leu Ala Ala Asp Val Ala Asn Thr Pro 
210 215 220 

Thr Val Val He Ala Arg Thr Asp Ala Glu Ala Ala Thr Leu He Thr 
225 230 235 240 

Ser Asp Val Asp Glu Arg Asp Gin Pro Phe He Thr Gly Glu Arg Thr 
245 250 255 

Ala Glu Gly Tyr Tyr His Val Lys Asn Gly Leu Glu Pro Cys He Ala 
260 265 270 

Arg Ala Lys Ser Tyr Ala Pro Tyr Ala Asp Met He Trp Met Glu Thr 
275 280 285 
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Gly Thr Pro Asp Leu Glu Leu Ala Lys Lys Phe Ala Glu Gly Val Arg 
290 295 300 

Ser Glu Phe Pro Asp Gin Leu Leu Ser Tyr Asn Cys Ser Pro Ser Phe 
305 310 315 320 

Asn Trp Ser Ala His Leu Glu Ala Asp Glu lie Ala Lys Phe Gin Lys 
325 330 335 

Glu Leu Gly Ala Met Gly Phe Lys Phe Gin Phe lie Thr Leu Ala Gly 
340 345 350 

Phe His Ser Leu Asn Tyr Gly Met Phe Asp Leu Ala Tyr Gly Tyr Ala 
355 360 365 

Arg Glu Gly Met Thr Ser Phe Val Asp Leu Gin Asn Arg Glu Phe Lys 
370 375 380 

Ala Ala Glu Glu Arg Gly Phe Thr Ala Val Lys His Gin Arg Glu Val 
385 390 395 400 

Gly Ala Gly Tyr Phe Asp Gin lie Ala Thr Thr Val Asp Pro Asn Ser 
405 410 415 

Ser Thr Thr Ala Leu Lys Gly Ser Thr Glu Glu Gly Gin Phe His Asn 
420 425 430 



<210> 593 
<211> 2340 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (2317) 
<223> RXN02404 

<400> 593 

gttttcacaa ccgttaacgg cgtagccaaa caagaaggat tcgcattctt ctggtttagg 60 

cacaggtcat ctaaaaccca tgctttaaaa ggagccttca atg act gaa cag gaa 115 

Met Thr Glu Gin Glu 
1 5 



ctg ttg tct get cag act gec gac aac get gga act gac age acc gaa 
Leu Leu Ser Ala Gin Thr Ala Asp Asn Ala Gly Thr Asp Ser Thr Glu 
10 15 20 



163 



cgc gtt gac gcg ggc gga atg cag gtt gca aaa gtt etc tac gac ttt 211 
Arg Val Asp Ala Gly Gly Met Gin Val Ala Lys Val Leu Tyr Asp Phe 
25 30 35 



gta acc gaa gcg gta etc cct cgc gtg ggt gtg gat gcg gaa aag ttc 
Val Thr Glu Ala Val Leu Pro Arg Val Gly Val Asp Ala Glu Lys Phe 
40 45 50 



259 
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tgg tec gga ttc gec gec ate gec egg gac etc ace cca cgc aac cgc 307 
Trp Ser Gly Phe Ala Ala lie Ala Arg Asp Leu Thr Pro Arg Asn Arg 
55 60 65 

gag ctg ctt get cgc cgc gat gaa ctg cag atg ctt ate gac gac tac 
Glu Leu Leu Ala Arg Arg Asp Glu Leu Gin Met Leu He Asp Asp Tyr 
70 75 80 85 

cac cgc aac aac tec ggc acc ate gac caa gag gcg tac gag gat ttc 
His Arg Asn Asn Ser Gly Thr He Asp Gin Glu Ala Tyr Glu Asp Phe 
90 95 100 

etc aaa gaa ate gga tac ttg gtt gag gag cca gaa get gca gaa ate 
Leu Lys Glu He Gly Tyr Leu Val Glu Glu Pro Glu Ala Ala Glu He 
105 HO 115 

cgt acc caa aac gtc gat acg gaa ate tec age acc gca gga cct cag 
Arg Thr Gin Asn Val Asp Thr Glu He Ser Ser Thr Ala Gly Pro Gin 
120 125 130 

ctg gtt gtt cca att ctg aac gca cgc ttc gcg ctg aac get gec aat 
Leu Val Val Pro He Leu Asn Ala Arg Phe Ala Leu Asn Ala Ala Asn 
135 140 145 

get cgc tgg ggt tec etc tac gat gcg ttg tac ggc acc aac gee ate 
Ala Arg Trp Gly Ser Leu Tyr Asp Ala Leu Tyr Gly Thr Asn Ala He 
150 155 160 165 

cca gaa act gat ggc get gaa aag ggc aag gag tac aac ccg gtc cgc 
Pro Glu Thr Asp Gly Ala Glu Lys Gly Lys Glu Tyr Asn Pro Val Arg 
170 175 180 

ggc cag aag gtc ate gag tgg ggt cgt gaa ttc etc gac age gtt gtc 
Gly Gin Lys Val He Glu Trp Gly Arg Glu Phe Leu Asp Ser Val Val 
185 190 195 

cca ctg gac ggt get teg cat gee gat gtt gag aag tac aac ate acc 739 
Pro Leu Asp Gly Ala Ser His Ala Asp Val Glu Lys Tyr Asn He Thr 
200 205 210 



gat gga aag ctt gca gec cac att gga gat age gtc tac cga ctg aaa 
Asp Gly Lys Leu Ala Ala His He Gly Asp Ser Val Tyr Arg Leu Lys 
215 220 225 

aac cgt gaa tec tac cgt ggc ttc acc ggc aac ttc ctt gat cca gaa 
Asn Arg Glu Ser Tyr Arg Gly Phe Thr Gly Asn Phe Leu Asp Pro Glu 
230 235 240 245 

gca ate ctg ctg gaa acc aac ggc ctg cac ate gag ctg cag ate gat 
Ala He Leu Leu Glu Thr Asn Gly Leu His He Glu Leu Gin He Asp 
250 255 260 

cct gtc cac cca ate ggc aag gca gac aag act ggt etc aaa gac ate 
Pro Val His Pro He Gly Lys Ala Asp Lys Thr Gly Leu Lys Asp He 
265 270 275 

gtt ttg gaa tct gcg ate acc acg ate atg gac ttc gaa gac tec gtt 
Val Leu Glu Ser Ala He Thr Thr He Met Asp Phe Glu Asp Ser Val 
230 285 290 

gca get gtt gat get gaa gac aag acc tta ggt tac tct aac tgg ttc 



355 



403 



451 



499 



547 



595 



643 



691 



787 



835 



883 



931 



979 



1027 
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Ala Ala Val Asp Ala Glu Asp Lys Thr Leu Gly Tyr Ser Asn Trp Phe 
295 300 305 

gga etc aac acc ggc gaa ctg aaa gaa gag atg tec aag aac gga cgc 1075 
Gly Leu Asn Thr Gly Glu Leu Lys Glu Glu Met Ser Lys Asn Gly Arg 
310 315 320 325 

ate ttc acc cgt gag etc aac aag gac cgc gtc tac att ggc cgc aat 1123 
He Phe Thr Arg Glu Leu Asn Lys Asp Arg Val Tyr He Gly Arg Asn 
330 335 340 

ggt acc gag ctg gtt ctg cac ggt cgt tec ctg ctg ttc gtc cgc aac 1171 
Gly Thr Glu Leu Val Leu His Gly Arg Ser Leu Leu Phe Val Arg Asn 
345 350 355 



gtt ggt cac etc atg caa aac cca tec ate ttg att gat ggc gag gag 
Val Gly His Leu Met Gin Asn Pro Ser He Leu He Asp Gly Glu Glu 
360 365 370 



aac ctg gat gee age ate atg gaa gtt get gac cgc ttg gca ttc ate 
Asn Leu Asp Ala Ser He Met Glu Val Ala Asp Arg Leu Ala Phe He 
455 460 465 



gaa gca ggc gee atg gtg cgc aag get gat atg cag acc gca ccg tgg 
Glu Ala Gly Ala Met Val Arg Lys Ala Asp Met Gin Thr Ala Pro Trp 
490 495 500 

aag cag gee tac gag aac aac aac gtt gat gca ggt att cag cgt ggt 
Lys Gin Ala Tyr Glu Asn Asn Asn Val Asp Ala Gly He Gin Arg Gly 
505 510 515 



1219 



ate ttc gaa ggc ate atg gat get gtc ttg acc act gtt tgt gee ate 1267 
He Phe Glu Gly He Met Asp Ala Val Leu Thr Thr Val Cys Ala He 
375 380 385 

cca gga att get ccg cag aac aag atg cgc aat tec cgc aag ggc tec 1315 
Pro Gly He Ala Pro Gin Asn Lys Met Arg Asn Ser Arg Lys Gly Ser 
390 395 400 405 

ate tac ate gtg aag cct aag cag cac ggc cct gaa gaa gtc gcg ttc 1363 
He Tyr He Val Lys Pro Lys Gin His Gly Pro Glu Glu Val Ala Phe 
410 415 420 

acc aac gag etc ttc ggc cgc gtt gag gat ctg ctt gat ctg cca cgc 1411 
Thr Asn Glu Leu Phe Gly Arg Val Glu Asp Leu Leu Asp Leu Pro Arg 
425 430 435 

cac acc ttg aag gtt ggt gtt atg gat gag gag cgt cgc acg tec gtg 1459 
His Thr Leu Lys Val Gly Val Met Asp Glu Glu Arg Arg Thr Ser Val 
440 445 450 



1507 



aac act ggc ttc ctg gac cgc acc ggc gat gaa ate cac acc tec atg 1555 
Asn Thr Gly Phe Leu Asp Arg Thr Gly Asp Glu He His Thr Ser Met 
470 475 480 485 



1603 



1651 



ctt cct ggc aag get cag ate -ggt aag ggc atg tgg gcg atg act gaa 1699 
Leu Pro Gly Lys Ala Gin He Gly Lys Gly Met Trp Ala Met Thr Glu 
520 525 530 

etc atg gca gaa atg ctg gag aag aag ate ggc cag cca cgc gaa ggc 1747 
Leu Met Ala Glu Met Leu Glu Lys Lys He Gly Gin Pro Arg Glu Gly 
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535 540 545 

gcc aac act gca tgg gtt cct tea cca act ggt gcg acg ctg cac gca 1795 
Ala Asn Thr Ala Trp Val Pro Ser Pro Thr Gly Ala Thr Leu His Ala 
550 555 560 565 

acg cac tac cac ttg gtt gat gtg ttc aag gtt caa gac gaa ctg cgt 1843 
Thr His Tyr His Leu Val Asp Val Phe Lys Val Gin Asp Glu Leu Arg 
570 575 580 

get gcc ggc cgc cgc gac age ctg cgc aac att etc ace att tea acc 1891 
Ala Ala Gly Arg Arg Asp Ser Leu Arg Asn lie Leu Thr He Ser Thr 
585 590 595 

gca cca aac acc aat tgg tct gag gaa gag aag aag gaa gag atg gac 
Ala Pro Asn Thr Asn Trp Ser Glu Glu Glu Lys Lys Glu Glu Met Asp 
600 605 610 

aac aac tgc cag tec ate etc gga tac gtt gtg cgc tgg gtt gag cac 
Asn Asn Cys Gin Ser He Leu Gly Tyr Val Val Arg Trp Val Glu His 
615 620 625 

ggt gtt ggt tgc tec aag gtt cca gac ate cat gac ate gac etc atg 
Gly Val Gly Cys Ser Lys Val Pro Asp He His Asp He Asp Leu Met 
630 635 640 645 

gaa gac cgc gca acg ctg cgt att tec teg cag atg ctg gcc aac tgg 
Glu Asp Arg Ala Thr Leu Arg He Ser Ser Gin Met Leu Ala Asn Trp 
650 655 660 

ate cgc cat gat gtt gtc teg aag gag cag gtc ttg gag tea ctg gaa 2131 
He Arg His Asp Val Val Ser Lys Glu Gin Val Leu Glu Ser Leu Glu 
665 670 675 

cga atg gca gtg gtc gtc gac aag caa aat gcg ggc gac gag gcc tac 2179 
Arg Met Ala Val Val Val Asp Lys Gin Asn Ala Gly Asp Glu Ala Tyr 
680 685 690 



cgc gat atg gcg ccg aag tac gac gcc tec etc gcc ttc cag gcg get 
Arg Asp Met Ala Pro Lys Tyr Asp Ala Ser Leu Ala Phe Gin Ala Ala 
695 700 705 



1939 



1987 



2035 



2083 



2227 



aag gac ttg att ttc gaa ggc acc aag tec cca teg ggc tac acc gag 2275 
Lys Asp Leu He Phe Glu Gly Thr Lys Ser Pro Ser Gly Tyr Thr Glu 
710 715 720 725 

ccc ate ttg cac gca cgc cgc cgc gag ttc aaa gca aaa aac 2317 
Pro He Leu His Ala Arg Arg Arg Glu Phe Lys Ala Lys Asn 
730 735 



taagcacget tttcgacget tac 



2340 



<210> 594 
<211> 739 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 594 

Met Thr Glu Gin Glu Leu Leu Ser Ala Gin Thr Ala Asp Asn Ala Gly 
15 10 15 
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Thr Asp Ser Thr 
20 

Val Leu Tyr Asp 
35 

Asp Ala Glu Lys 
50 

Thr Pro Arg Asn 
65 

Leu lie Asp Asp 



Ala Tyr Glu Asp 
100 

Glu Ala Ala Glu 
115 

Thr Ala Gly Pro 
130 

Leu Asn Ala Ala 
145 

Gly Thr Asn Ala 



Tyr Asn Pro Val 
180 

Leu Asp Ser Val 
195 

Lys Tyr Asn lie 
210 

Val Tyr Arg Leu 
225 

Phe Leu Asp Pro 



Glu Leu Gin lie 
260 

Gly Leu Lys Asp 
275 

Phe Glu Asp Ser 
290 

Tyr Ser Asn Trp 
305 

Ser Lys Asn Gly 



Glu Arg Val Asp 



Phe Val Thr Glu 
40 

Phe Trp Ser Gly 
55 

Arg Glu Leu Leu 
70 

Tyr His Arg Asn 

85 

Phe Leu Lys Glu 



lie Arg Thr Gin 
120 

Gin Leu Val Val 
135 

Asn Ala Arg Trp 
150 

lie Pro Glu Thr 
165 

Arg Gly Gin Lys 



Val Pro Leu Asp 
200 

Thr Asp Gly Lys 
215 

Lys Asn Arg Glu 
230 

Glu Ala lie Leu 
245 

Asp Pro Val His 



lie Val Leu Glu 
280 

Val Ala Ala Val 

295 

Phe Gly Leu Asn 
310 

Arg lie Phe Thr 
325 



Ala Gly Gly Met 
25 

Ala Val Leu Pro 



Phe Ala Ala lie 
60 

Ala Arg Arg Asp 
75 

Asn Ser Gly Thr 
90 

lie Gly Tyr Leu 

105 

Asn Val Asp Thr 



Pro lie Leu Asn 
140 

Gly Ser Leu Tyr 
155 

Asp Gly Ala Glu 
170 

Val lie Glu Trp 
185 

Gly Ala Ser His 



Leu Ala Ala His 
220 

Ser Tyr Arg Gly 
235 

Leu Glu Thr Asn 
250 

Pro lie Gly Lys 

265 

Ser Ala lie Thr 



Asp Ala Glu Asp 
300 

Thr Gly Glu Leu 
315 

Arg Glu Leu Asn 
330 



Gin Val Ala Lys 
30 

Arg Val Gly Val 
45 

Ala Arg Asp Leu 



Glu Leu Gin Met 
80 

lie Asp Gin Glu 

95 

Val Glu Glu Pro 
110 

Glu lie Ser Ser 
125 

Ala Arg Phe Ala 



Asp Ala Leu Tyr 
160 

Lys Gly Lys Glu 
175 

Gly Arg Glu Phe 
190 

Ala Asp Val Glu 
205 

lie Gly Asp Ser 



Phe Thr Gly Asn 
240 

Gly Leu His lie 

255 

Ala Asp Lys Thr 
270 

Thr lie Met Asp 
285 

Lys Thr Leu Gly 



Lys Glu Glu Met 
320 

Lys Asp Arg Val 
335 
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Tyr lie Gly Arg 
340 

Leu Phe Val Arg 
355 

lie Asp Gly Glu 
370 

Thr Val Cys Ala 
385 

Ser Arg Lys Gly 



Glu Glu Val Ala 
420 

Leu Asp Leu Pro 
435 

Arg Arg Thr Ser 
450 

Arg Leu Ala Phe 
465 

lie His Thr Ser 



Gin Thr Ala Pro 
500 

Gly lie Gin Arg 
515 

Trp Ala Met Thr 
530 

Gin Pro Arg Glu 
545 

Ala Thr Leu His 



Gin Asp Glu Leu 
580 

Leu Thr lie Ser 
595 

Lys Glu Glu Met 
610 

Arg Trp Val Glu 
625 

Asp He Asp Leu 



Met Leu Ala Asn 



Asn Gly Thr Glu 



Asn Val Gly His 
360 

Glu He Phe Glu 
375 

He Pro Gly He 
390 

Ser He Tyr He 
405 

Phe Thr Asn Glu 



Arg His Thr Leu 
440 

Val Asn Leu Asp 
455 

He Asn Thr Gly 
470 

Met Glu Ala Gly 
485 

Trp Lys Gin Ala 



Gly Leu Pro Gly 
520 

Glu Leu Met Ala 
535 

Gly Ala Asn Thr 
550 

Ala Thr His Tyr 
565 

Arg Ala Ala Gly 



Thr Ala Pro Asn 
600 

Asp Asn Asn Cys 
615 

His Gly Val Gly 
630 

Met Glu Asp Arg 
645 

Trp He Arg His 



Leu Val Leu His 
345 

Leu Met Gin Asn 



Gly He Met Asp 
380 

Ala Pro Gin Asn 
395 

Val Lys Pro Lys 
410 

Leu Phe Gly Arg 
425 

Lys Val Gly Val 



Ala Ser He Met 
460 

Phe Leu Asp Arg 
475 

Ala Met Val Arg 
490 

Tyr Glu Asn Asn 
505 

Lys Ala Gin He 



Glu Met Leu Glu 
540 

Ala Trp Val Pro 
555 

His Leu Val Asp 
570 

Arg Arg Asp Ser 
585 

Thr Asn Trp Ser 



Gin Ser He Leu 
620 

Cys Ser Lys Val 
635 

Ala Thr Leu Arg 
650 

Asp Val Val Ser 



Gly Arg Ser Leu 
350 

Pro Ser He Leu 
365 

Ala Val Leu Thr 



Lys Met Arg Asn 
400 

Gin His Gly Pro 
415 

Val Glu Asp Leu 
430 

Met Asp Glu Glu 
445 

Glu Val Ala Asp 



Thr Gly Asp Glu 
480 

Lys Ala Asp Met 
495 

Asn Val Asp Ala 
510 

Gly Lys Gly Met 
525 

Lys Lys He Gly 



Ser Pro Thr Gly 
560 

Val Phe Lys Val 
575 

Leu Arg Asn He 
590 

Glu Glu Glu Lys 
605 

Gly Tyr Val Val 



Pro Asp He His 
640 

He Ser Ser Gin 
655 

Lys Glu Gin Val 
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660 

Leu Glu Ser Leu Glu 
675 

Gly Asp Glu Ala Tyr 
690 

Ala Phe Gin Ala Ala 
705 

Ser Gly Tyr Thr Glu 
725 

Ala Lys Asn 



665 

Arg Met Ala Val Val 
680 

Arg Asp Met Ala Pro 
695 

Lys Asp Leu lie Phe 
710 

Pro lie Leu His Ala 
730 



670 

Val Asp Lys Gin Asn Ala 
685 

Lys Tyr Asp Ala Ser Leu 
700 

Glu Gly Thr Lys Ser Pro 
715 720 

Arg Arg Arg Glu Phe Lys 
735 



<210> 595 
<211> 2159 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (1) . . (2136) 

<223> FRXA02404 

<400> 595 

atg cag gtt gca aaa gtt etc tac gac ttt gta acc gaa gcg gta etc 48 

Met Gin Val Ala Lys Val Leu Tyr Asp Phe Val Thr Glu Ala Val Leu 

15 10 15 

cct cgc gtg ggt gtg gat gcg gaa aag ttc tgg tec gga ttc gec gec 96 
Pro Arg Val Gly Val Asp Ala Glu Lys Phe Trp Ser Gly Phe Ala Ala 
20 25 30 

ate gec egg gac etc acc cca cgc aac cgc gag ctg ctt get cgc cgc 144 
lie Ala Arg Asp Leu Thr Pro Arg Asn Arg Glu Leu Leu Ala Arg Arg 
35 40 45 

gat gaa ctg cag atg ctt ate gac gac tac cac cgc aac aac tec ggc 192 
Asp Glu Leu Gin Met Leu He Asp Asp Tyr His Arg Asn Asn Ser Gly 
50 55 60 

acc ate gac caa gag gcg tac gag gat ttc etc aaa gaa ate gga tac 240 
Thr He Asp Gin Glu Ala Tyr Glu Asp Phe Leu Lys Glu He Gly Tyr 
65 70 75 80 



ttg gtt gag gag cca gaa get gca gaa ate cgt acc caa aac gtc gat 
Leu Val Glu Glu Pro Glu Ala Ala Glu lie Arg Thr Gin Asn Val Asp 
85 90 95 



288 



acg gaa ate tec age acc gca gga cct cag ctg gtt gtt cca att ctg 336 
Thr Glu He Ser Ser Thr Ala Gly Pro Gin Leu Val Val Pro He Leu 
100 105 110 

aac gca cgc ttc gcg ctg aac get gec aat get cgc tgg ggt tec etc 384 
Asn Ala Arg Phe Ala Leu Asn Ala Ala Asn Ala Arg Trp Gly Ser Leu 
115 120 125 
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tac gat gcg ttg tac ggc acc aac gcc ate cca gaa act gat ggc get 432 
Tyr Asp Ala Leu Tyr Gly Thr Asn Ala lie Pro Glu Thr Asp Gly Ala 
130 135 140 



gaa aag ggc aag gag tac aac ccg gtc cgc ggc cag aag gtc ate gag 
Glu Lys Gly Lys Glu Tyr Asn Pro Val Arg Gly Gin Lys Val lie Glu 
145 150 155 160 

tgg ggt cgt gaa ttc etc gac age gtt gtc cca ctg gac ggt get teg 
Trp Gly Arg Glu Phe Leu Asp Ser Val Val Pro Leu Asp Gly Ala Ser 
165 170 175 

cat gcc gat gtt gag aag tac aac ate acc gat gga aag ctt gca gcc 
His Ala Asp Val Glu Lys Tyr Asn lie Thr Asp Gly Lys Leu Ala Ala 
180 185 190 

cac att gga gat age gtc tac cga ctg aaa aac cgt gaa tec tac cgt 
His lie Gly Asp Ser Val Tyr Arg Leu Lys Asn Arg Glu Ser Tyr Arg 
195 200 205 

ggc ttc acc ggc aac ttc ctt gat cca gaa gca ate ctg ctg gaa acc 
Gly Phe Thr Gly Asn Phe Leu Asp Pro Glu Ala lie Leu Leu Glu Thr 
210 215 220 

aac ggc ctg cac ate gag ctg cag ate gat cct gtc cac cca ate ggc 
Asn Gly Leu His lie Glu Leu Gin lie Asp Pro Val His Pro lie Gly 
225 230 235 240 

aag gca gac aag act ggt etc aaa gac ate gtt ttg gaa tct gcg ate 
Lys Ala Asp Lys Thr Gly Leu Lys Asp lie Val Leu Glu Ser Ala lie 
245 250 255 

acc acg ate atg gac ttc gaa gac tec gtt gca get gtt gat get gaa 
Thr Thr lie Met Asp Phe Glu Asp Ser Val Ala Ala Val Asp Ala Glu 
260 265 270 

gac aag acc tta ggt tac tct aac tgg ttc gga etc aac acc ggc gaa 
Asp Lys Thr Leu Gly Tyr Ser Asn Trp Phe Gly Leu Asn Thr Gly Glu 
275 280 285 

ctg aaa gaa gag atg tec aag aac gga cgc ate ttc acc cgt gag etc 
Leu Lys Glu Glu Met Ser Lys Asn Gly Arg He Phe Thr Arg Glu Leu 
290 295 300 

aac aag gac cgc gtc tac att ggc cgc aat ggt acc gag ctg gtt ctg 
Asn Lys Asp Arg Val Tyr He Gly Arg Asn Gly Thr Glu Leu Val Leu 
305 310 315 320 

cac ggt cgt tec ctg ctg ttc gtc cgc aac gtt ggt cac etc atg caa 
His Gly Arg Ser Leu Leu Phe Val Arg Asn Val Gly His Leu Met Gin 
325 330 335 

aac cca tec ate ttg att gat ggc gag gag ate ttc gaa ggc ate atg 
Asn Pro Ser He Leu He Asp Gly Glu Glu He Phe Glu Gly He Met 
340 345 350 

gat get gtc ttg acc act gtt tgt gcc ate cca gga att get ccg cag 
Asp Ala Val Leu Thr Thr Val Cys Ala He Pro Gly He Ala Pro Gin 
355 360 365 



480 



528 



57 6 



62 4 



672 



720 



768 



816 



864 



912 



960 



1008 



1056 



1104 



aac aag atg cgc aat tec cgc aag ggc tec ate tac ate gtg aag cct 1152 
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Asn Lys Met Arg Asn Ser Arg Lys Gly Ser lie Tyr lie Val Lys Pro 
370 375 380 

aag cag cac ggc cct gaa gaa gtc gcg ttc acc aac gag etc ttc ggc 

Lys Gin His Gly Pro Glu Glu Val Ala Phe Thr Asn Glu Leu Phe Gly 

385 390 395 400 

cgc gtt gag gat ctg ctt gat ctg cca cgc cac acc ttg aag gtt ggt 

Arg Val Glu Asp Leu Leu Asp Leu Pro Arg His Thr Leu Lys Val Gly 

405 410 415 



gag aag aag ate ggc cag cca cgc gaa ggc gec aac act gca tgg gtt 
Glu Lys Lys lie Gly Gin Pro Arg Glu Gly Ala Asn Thr Ala Trp Val 
515 520 525 



gat gtg ttc aag gtt caa gac gaa ctg cgt get gec ggc cgc cgc gac 
Asp Val Phe Lys Val Gin Asp Glu Leu Arg Ala Ala Gly Arg Arg Asp 
545 550 555 560 



1200 



1248 



gtt atg gat gag gag cgt cgc acg tec gtg aac ctg gat gec age ate 1296 
Val Met Asp Glu Glu Arg Arg Thr Ser Val Asn Leu Asp Ala Ser lie 
420 425 430 

atg gaa gtt get gac cgc ttg gca ttc ate aac act ggc ttc ctg gac 1344 
Met Glu Val Ala Asp Arg Leu Ala Phe lie Asn Thr Gly Phe Leu Asp 
435 440 445 

cgc acc ggc gat gaa ate cac acc tec atg gaa gca ggc gee atg gtg 1392 
Arg Thr Gly Asp Glu lie His Thr Ser Met Glu Ala Gly Ala Met Val 
450 455 460 

cgc aag get gat atg cag acc gca ccg tgg aag cag gec tac gag aac 1440 
Arg Lys Ala Asp Met Gin Thr Ala Pro Trp Lys Gin Ala Tyr Glu Asn 
465 470 475 480 

aac aac gtt gat gca ggt att cag cgt ggt ctt cct ggc aag get cag 1488 
Asn Asn Val Asp Ala Gly lie Gin Arg Gly Leu Pro Gly Lys Ala Gin 
485 490 495 

ate ggt aag ggc atg tgg gcg atg act gaa etc atg gca gaa atg ctg 1536 
lie Gly Lys Gly Met Trp Ala Met Thr Glu Leu Met Ala Glu Met Leu 
500 505 510 



1584 



cct tea cca act ggt gcg acg ctg cac gca acg cac tac cac ttg gtt 1632 
Pro Ser Pro Thr Gly Ala Thr Leu His Ala Thr His Tyr His Leu Val 
530 535 540 



1680 



age ctg cgc aac att etc acc att tea acc gca cca aac acc aat tgg 1728 
Ser Leu Arg Asn lie Leu Thr lie Ser Thr Ala Pro Asn Thr Asn Trp 
565 570 575 

tct gag gaa gag aag aag gaa gag atg gac aac aac tgc cag tec ate 1776 
Ser Glu Glu Glu Lys Lys Glu Glu Met Asp Asn Asn Cys Gin Ser lie 
580 585 590 

etc gga tac gtt gtg cgc tgg gtt gag cac ggt gtt ggt tgc tec aag 1824 
Leu Gly Tyr Val Val Arg Trp Val Glu His Gly Val Gly Cys Ser Lys 
595 600 605 

gtt cca gac ate cat gac ate gac etc atg gaa gac cgc gca acg ctg 1872 
Val Pro Asp lie His Asp lie Asp Leu Met Glu Asp Arg Ala Thr Leu 
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610 615 620 

cgt att tec teg cag atg ctg gec aac tgg ate cgc cat gat gtt gtc 1920 
Arg lie Ser Ser Gin Met Leu Ala Asn Trp lie Arg His Asp Val Val 
625 630 635 640 

teg aag gag cag gtc ttg gag tea ctg gaa cga atg gca gtg gtc gtc 1968 
Ser Lys Glu Gin Val Leu Glu Ser Leu Glu Arg Met Ala Val Val Val 
645 650 655 

gac aag caa aat gcg ggc gac gag gec tac cgc gat atg gcg ccg aag 2016 
Asp Lys Gin Asn Ala Gly Asp Glu Ala Tyr Arg Asp Met Ala Pro Lys 
660 665 670 

tac gac gec tec etc gee ttc cag gcg get aag gac ttg att ttc gaa 2064 
Tyr Asp Ala Ser Leu Ala Phe Gin Ala Ala Lys Asp Leu lie Phe Glu 
675 680 685 



ggc ace aag tec cca teg ggc tac ace gag ccc ate ttg cac gca cgc 
Gly Thr Lys Ser Pro Ser Gly Tyr Thr Glu Pro lie Leu His Ala Arg 
690 695 700 



2112 



cgc cgc gag ttc aaa gca aaa aac taagcacget tttcgacget tac 2159 
Arg Arg Glu Phe Lys Ala Lys Asn 
705 710 



<210> 596 
<211> 712 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 596 
Met Gin Val Ala 
1 

Pro Arg Val Gly 
20 

lie Ala Arg Asp 
35 

Asp Glu Leu Gin 
50 

Thr lie Asp Gin 
65 

Leu Val Glu Glu 



Thr Glu lie Ser 
100 

Asn Ala Arg Phe 
115 

Tyr Asp Ala Leu 
130 



Lys Val Leu Tyr 
5 

Val Asp Ala Glu 



Leu Thr Pro Arg 
40 

Met Leu lie Asp 
55 

Glu Ala Tyr Glu 
70 

Pro Glu Ala Ala 
85 

Ser Thr Ala Gly 



Ala Leu Asn Ala 
120 

Tyr Gly Thr Asn 
135 



Asp Phe Val Thr 
10 

Lys Phe Trp Ser 
25 

Asn Arg Glu Leu 



Asp Tyr His Arg 
60 

Asp Phe Leu Lys 
75 

Glu lie Arg Thr 
90 

Pro Gin Leu Val 
105 

Ala Asn Ala Arg 



Ala lie Pro Glu 
140 



Glu Ala Val Leu 
15 

Gly Phe Ala Ala 

30 

Leu Ala Arg Arg 
45 

Asn Asn Ser Gly 



Glu lie Gly Tyr 
80 

Gin Asn Val Asp 
95 

Val Pro lie Leu 
110 

Trp Gly Ser Leu 
125 

Thr Asp Gly Ala 



Glu Lys Gly Lys Glu Tyr Asn Pro Val Arg Gly Gin Lys Val lie Glu 
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145 150 155 160 

Trp Gly Arg Glu Phe Leu Asp Ser Val Val Pro Leu Asp Gly Ala Ser 
165 170 175 

His Ala Asp Val Glu Lys Tyr Asn lie Thr Asp Gly Lys Leu Ala Ala 
180 185 190 

His lie Gly Asp Ser Val Tyr Arg Leu Lys Asn Arg Glu Ser Tyr Arg 
195 200 205 

Gly Phe Thr Gly Asn Phe Leu Asp Pro Glu Ala lie Leu Leu Glu Thr 
210 215 220 

Asn Gly Leu His lie Glu Leu Gin lie Asp Pro Val His Pro lie Gly 
225 230 235 240 

Lys Ala Asp Lys Thr Gly Leu Lys Asp lie Val Leu Glu Ser Ala lie 
245 250 255 

Thr Thr lie Met Asp Phe Glu Asp Ser Val Ala Ala Val Asp Ala Glu 
260 265 270 

Asp Lys Thr Leu Gly Tyr Ser Asn Trp Phe Gly Leu Asn Thr Gly Glu 
275 280 285 

Leu Lys Glu Glu Met Ser Lys Asn Gly Arg lie Phe Thr Arg Glu Leu 
290 295 300 

Asn Lys Asp Arg Val Tyr lie Gly Arg Asn Gly Thr Glu Leu Val Leu 
305 310 315 320 

His Gly Arg Ser Leu Leu Phe Val Arg Asn Val Gly His Leu Met Gin 
325 330 335 

Asn Pro Ser lie Leu lie Asp Gly Glu Glu lie Phe Glu Gly lie Met 
340 345 350 

Asp Ala Val Leu Thr Thr Val Cys Ala lie Pro Gly lie Ala Pro Gin 
355 360 365 

Asn Lys Met Arg Asn Ser Arg Lys Gly Ser lie Tyr He Val Lys Pro 
370 375 380 

Lys Gin His Gly Pro Glu Glu Val Ala Phe Thr Asn Glu Leu Phe Gly 
385 390 395 400 

Arg Val Glu Asp Leu Leu Asp Leu Pro Arg His Thr Leu Lys Val Gly 
405 410 415 

Val Met Asp Glu Glu Arg Arg Thr Ser Val Asn Leu Asp Ala Ser He 
420 425 430 

Met Glu Val Ala Asp Arg Leu Ala Phe He Asn Thr Gly Phe Leu Asp 
435 440 445 

Arg Thr Gly Asp Glu He His Thr Ser Met Glu Ala Gly Ala Met Val 
450 455 460 

Arg Lys Ala Asp Met Gin Thr Ala Pro Trp Lys Gin Ala Tyr Glu Asn 
465 470 475 480 
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Asn Asn Val Asp Ala Gly lie Gin Arg Gly Leu Pro Gly Lys Ala Gin 
485 490 495 

lie Gly Lys Gly Met Trp Ala Met Thr Glu Leu Met Ala Glu Met Leu 
500 505 510 

Glu Lys Lys lie Gly Gin Pro Arg Glu Gly Ala Asn Thr Ala Trp Val 
515 520 525 

Pro Ser Pro Thr Gly Ala Thr Leu His Ala Thr His Tyr His Leu Val 
530 535 540 

Asp Val Phe Lys Val Gin Asp Glu Leu Arg Ala Ala Gly Arg Arg Asp 
545 550 555 560 

Ser Leu Arg Asn He Leu Thr He Ser Thr Ala Pro Asn Thr Asn Trp 
565 570 575 

Ser Glu Glu Glu Lys Lys Glu Glu Met Asp Asn Asn Cys Gin Ser He 
580 585 590 

Leu Gly Tyr Val Val Arg Trp Val Glu His Gly Val Gly Cys Ser Lys 
595 600 605 

Val Pro Asp He His Asp He Asp Leu Met Glu Asp Arg Ala Thr Leu 
610 615 620 

Arg He Ser Ser Gin Met Leu Ala Asn Trp He Arg His Asp Val Val 
625 630 635 640 

Ser Lys Glu Gin Val Leu Glu Ser Leu Glu Arg Met Ala Val Val Val 
645 650 655 

Asp Lys Gin Asn Ala Gly Asp Glu Ala Tyr Arg Asp Met Ala Pro Lys 
660 665 670 

Tyr Asp Ala Ser Leu Ala Phe Gin Ala Ala Lys Asp Leu He Phe Glu 
675 680 685 

Gly Thr Lys Ser Pro Ser Gly Tyr Thr Glu Pro He Leu His Ala Arg 
690 695 700 

Arg Arg Glu Phe Lys Ala Lys Asn 
705 710 



<210> 597 
<211> 873 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (850) 

<223> RXA01089 

<400> 597 

aaaaattcgg ttcacaaaag gtttatcagt ccagcttaaa cccatcgcac gggcgggaga 60 
attagactca aggcacatca cattgaagga gcttcttatc ttg tct cga ttt get 11 
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Leu Ser Arg Phe Ala 

1 5 

gcc aac ctg tea ttg act ttt act gag eta gat ttc ctg gat cgt ttt 163 

Ala Asn Leu Ser Leu Thr Phe Thr Glu Leu Asp Phe Leu Asp Arg Phe 
10 15 20 

gat gcc get teg aag cat get ttc agt gcc gtg gag ttt cag tac cct 211 

Asp Ala Ala Ser Lys His Ala Phe Ser Ala Val Glu Phe Gin Tyr Pro 
25 30 35 

tac gat ttc gat gtt caa gag att aaa cag cgt get gat tec gca ggt 259 

Tyr Asp Phe Asp Val Gin Glu lie Lys Gin Arg Ala Asp Ser Ala Gly 
40 45 50 

ctg ccc att gaa ctg ttc aat gcc cca cct ggg gat act ttt ggt ctt 307 

Leu Pro lie Glu Leu Phe Asn Ala Pro Pro Gly Asp Thr Phe Gly Leu 
55 60 65 

gcg gca ctg get tec cct gaa gac ttt caa caa tec ate gag cag gcc 355 

Ala Ala Leu Ala Ser Pro Glu Asp Phe Gin Gin Ser lie Glu Gin Ala 

70 75 80 85 

ate acg tac gcc aca gtg ttg aag cca aag aag atg cat gtc atg get 403 

lie Thr Tyr Ala Thr Val Leu Lys Pro Lys Lys Met His Val Met Ala 
90 95 100 

ggc ate gcg gac gta acc tea gaa acc acg gcg cgc tat gtg gag aat 451 
Gly lie Ala Asp Val Thr Ser Glu Thr Thr Ala Arg Tyr Val Glu Asn 
105 110 115 



att cgc tgg get gcg cag caa eta gac aag etc gac gtt gtc gtt gtt 
lie Arg Trp Ala Ala Gin Gin Leu Asp Lys Leu Asp Val Val Val Val 
120 125 130 



499 



att gaa cca att aat cac tat teg gtt ccc ggt tat ttc ctg cac act 547 
lie Glu Pro lie Asn His Tyr Ser Val Pro Gly Tyr Phe Leu His Thr 
135 140 145 

tta gag cag gcg tat tgg ctt ate gac age att gcc cac ccc aat gtg 595 
Leu Glu Gin Ala Tyr Trp Leu lie Asp Ser lie Ala His Pro Asn Val 
150 155 160 165 

aag ate tta ttc gat act ttc cac ctt cag cag att cat ggc aat etc 643 
Lys lie Leu Phe Asp Thr Phe His Leu Gin Gin lie His Gly Asn Leu 
170 175 180 

acc cgc cgc ctg cgc gag gtt cat ggc gca ggt ctt ttg gga cac gtg 691 
Thr Arg Arg Leu Arg Glu Val His Gly Ala Gly Leu Leu Gly His Val 
185 190 195 

caa gtg gcc tea gtt cct gat cga cac gaa cct ggc act ggc gaa gtc 739 
Gin Val Ala Ser Val Pro Asp Arg His Glu Pro Gly Thr Gly Glu Val 
200 205 210 

aat gcg gcg tat ate ttc caa etc eta age gaa ctg gga tat gac ggt 787 
Asn Ala Ala Tyr lie Phe Gin Leu Leu Ser Glu Leu Gly Tyr Asp Gly 
215 220 225 



gtc ate get ggc gaa tac cac cct get ggt gaa act aca gcc ggt ttg 
Val lie Ala Gly Glu Tyr His Pro Ala Gly Glu Thr Thr Ala Gly Leu 



835 
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230 



235 



240 



245 



ggc tgg ttg 
Gly Trp Leu 



gag etc tagategtaa gtggtgtcgt acc 
Glu Leu 
250 



873 



<210> 598 
<211> 250 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 598 

Leu Ser Arg Phe Ala Ala Asn Leu Ser Leu Thr Phe Thr Glu Leu Asp 
15 10 15 

Phe Leu Asp Arg Phe Asp Ala Ala Ser Lys His Ala Phe Ser Ala Val 
20 25 30 

Glu Phe Gin Tyr Pro Tyr Asp Phe Asp Val Gin Glu lie Lys Gin Arg 
35 40 45 

Ala Asp Ser Ala Gly Leu Pro lie Glu Leu Phe Asn Ala Pro Pro Gly 
50 55 60 

Asp Thr Phe Gly Leu Ala Ala Leu Ala Ser Pro Glu Asp Phe Gin Gin 
65 70 75 80 

Ser lie Glu Gin Ala lie Thr Tyr Ala Thr Val Leu Lys Pro Lys Lys 
85 90 95 

Met His Val Met Ala Gly lie Ala Asp Val Thr Ser Glu Thr Thr Ala 
100 105 110 

Arg Tyr Val Glu Asn lie Arg Trp Ala Ala Gin Gin Leu Asp Lys Leu 
115 120 125 

Asp Val Val Val Val lie Glu Pro lie Asn His Tyr Ser Val Pro Gly 
130 135 140 

Tyr Phe Leu His Thr Leu Glu Gin Ala Tyr Trp Leu He Asp Ser He 
145 150 155 160 

Ala His Pro Asn Val Lys He Leu Phe Asp Thr Phe His Leu Gin Gin 
165 170 175 

He His Gly Asn Leu Thr Arg Arg Leu Arg Glu Val His Gly Ala Gly 
180 185 190 

Leu Leu Gly His Val Gin Val Ala Ser Val Pro Asp Arg His Glu Pro 
195 200 205 

Gly Thr Gly Glu Val Asn Ala Ala Tyr He Phe Gin Leu Leu Ser Glu 
210 215 220 

Leu Gly Tyr Asp Gly Val He Ala Gly Glu Tyr His Pro Ala Gly Glu 
225 230 235 240 



Thr Thr Ala Gly Leu Gly Trp Leu Glu Leu 
245 250 
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<210> 599 
<211> 897 
<212> DNA 

<213> Corynebacterium glut ami cum 



<220> 

<221> CDS 

<222> (101) . . (874) 

<223> RXA01886 



<400> 599 

gcgaagctgc acgcaccgca ctactcatcg cactcggcgc catccgaagc gtagaaaccg 60 

gcgcaaccat caaccttgct gaaagcatcg aggtttaacc atg act ttt aaa etc 115 

Met Thr Phe Lys Leu 
1 5 



gca gca tgc gca gag atg ate tac cag gac ctg cct ttc gag gag agg 163 

Ala Ala Cys Ala Glu Met lie Tyr Gin Asp Leu Pro Phe Glu Glu Arg 

10 15 20 

gtc aag acg ate tct gat cag gga ttc etc gtg gaa att tgg gac tgg 211 

Val Lys Thr lie Ser Asp Gin Gly Phe Leu Val Glu lie Trp Asp Trp 
25 30 35 

tec aca aaa gac ate gat gcg etc gtg gca aca ggc gcg gaa ttt tec 259 

Ser Thr Lys Asp lie Asp Ala Leu Val Ala Thr Gly Ala Glu Phe Ser 
40 45 50 

tec atg acg ggc tac ctg cgc ggg gat ctg att act gaa cag ggc cgc 307 

Ser Met Thr Gly Tyr Leu Arg Gly Asp Leu lie Thr Glu Gin Gly Arg 
55 60 65 

gcg gag etc ttg gca ace get teg gag tec ttg gcg gtg gcg gaa aag 355 

Ala Glu Leu Leu Ala Thr Ala Ser Glu Ser Leu Ala Val Ala Glu Lys 

70 75 80 85 

etc aac tgc ccc egg ctg aat ctg cat gga act ggc ctt gga ccg cag 403 

Leu Asn Cys Pro Arg Leu Asn Leu His Gly Thr Gly Leu Gly Pro Gin 

90 95 100 

gga eta cct gtt act ccc att gaa gtg gtt acc cca gaa atg tgg etc 451 

Gly Leu Pro Val Thr Pro lie Glu Val Val Thr Pro Glu Met Trp Leu 
105 110 115 

tac get get gaa acg etc cgc cag ate get gag ctg ggg gag cgc gca 499 

Tyr Ala Ala Glu Thr Leu Arg Gin lie Ala Glu Leu Gly Glu Arg Ala 
120 125 130 

ggc aag gtt ttc gtg ctg gaa aac etc aac etc gca gtc gat cac ccc 547 

Gly Lys Val Phe Val Leu Glu Asn Leu Asn Leu Ala Val Asp His Pro 
135 140 145 



ggc act cct ttt gee aag gee act gac act ttg gcg ctg gtc aag get 595 
Gly Thr Pro Phe Ala Lys Ala Thr Asp Thr Leu Ala Leu Val Lys Ala 
150 155 160 165 



gtc aat cac ccg aat ctg cgc etc aac ctg gat ttg tac cac gee cag 
Val Asn His Pro Asn Leu Arg Leu Asn Leu Asp Leu Tyr His Ala Gin 
170 175 180 



643 
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att ggc gaa gga aac etc att gag ctg etc cgt gag gcg cag cca ttc 691 
lie Gly Glu Gly Asn Leu lie Glu Leu Leu Arg Glu Ala Gin Pro Phe 
185 190 195 

ate ggc gaa ate cag gtt gee gat gtc ccc ggc cgc atg gaa ccc ggc 739 
lie Gly Glu lie Gin Val Ala Asp Val Pro Gly Arg Met Glu Pro Gly 
200 205 210 

acc ggc gag ate aac tac cag ggc gtc gcg aaa get etc gee gcg atg 787 
Thr Gly Glu lie Asn Tyr Gin Gly Val Ala Lys Ala Leu Ala Ala Met 
215 220 225 



ggc tac gac ggc gtc ate ggc atg gag gcg tgg gca teg ggc gac tec 

Gly Tyr Asp Gly Val lie Gly Met Glu Ala Trp Ala Ser Gly Asp Ser 

230 235 240 245 

age gac gcg ctg cag gcg ttg aag tea gcg ttc acg gtc taaattgett 

Ser Asp Ala Leu Gin Ala Leu Lys Ser Ala Phe Thr Val 

250 255 

atcgacgcac ccc 



835 



884 



897 



<210> 600 
<211> 258 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 600 
Met Thr Phe Lys 
1 

Pro Phe Glu Glu 
20 

Glu lie Trp Asp 

35 

Gly Ala Glu Phe 
50 

Thr Glu Gin Gly 
65 

Ala Val Ala Glu 



Gly Leu Gly Pro 
100 

Pro Glu Met Trp 
115 

Leu Gly Glu Arg 
130 

Ala Val Asp His 

145 

Ala Leu Val Lys 



Leu Ala Ala Cys 
5 

Arg Val Lys Thr 

Trp Ser Thr Lys 
40 

Ser Ser Met Thr 

55 

Arg Ala Glu Leu 
70 

Lys Leu Asn Cys 
85 

Gin Gly Leu Pro 

Leu Tyr Ala Ala 
120 

Ala Gly Lys Val 
135 

Pro Gly Thr Pro 
150 

Ala Val Asn His 



Ala Glu Met He 
10 

He Ser Asp Gin 
25 

Asp He Asp Ala 



Gly Tyr Leu Arg 
60 

Leu Ala Thr Ala 
75 

Pro Arg Leu Asn 
90 

Val Thr Pro He 
105 

Glu Thr Leu Arg 



Phe Val Leu Glu 
140 

Phe Ala Lys Ala 
155 

Pro Asn Leu Arg 



Tyr Gin Asp Leu 
15 

Gly Phe Leu Val 
30 

Leu Val Ala Thr 
45 

Gly Asp Leu He 



Ser Glu Ser Leu 
80 

Leu His Gly Thr 
95 

Glu Val Val Thr 
110 

Gin He Ala Glu 
125 

Asn Leu Asn Leu 



Thr Asp Thr Leu 
160 

Leu Asn Leu Asp 
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165 170 175 

Leu Tyr His Ala Gin lie Gly Glu Gly Asn Leu lie Glu Leu Leu Arg 
180 185 190 

Glu Ala Gin Pro Phe He Gly Glu He Gin Val Ala Asp Val Pro Gly 
195 200 205 

Arg Met Glu Pro Gly Thr Gly Glu He Asn Tyr Gin Gly Val Ala Lys 
210 215 220 

Ala Leu Ala Ala Met Gly Tyr Asp Gly Val He Gly Met Glu Ala Trp 
225 230 235 240 

Ala Ser Gly Asp Ser Ser Asp Ala Leu Gin Ala Leu Lys Ser Ala Phe 
245 250 255 

Thr Val 



<210> 601 
<211> 1575 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (41) . . (1552) 

<223> RXN03117 

<400> 601 

tgtgcaacat tagttcgtta agaagagtca cattccagcc atg att acc cac gaa 55 

Met He Thr His Glu 
1 5 

gtg cgc acc cac cgt tct gcg gaa gag ttc ccg tac aag aag cac ctg 103 
Val Arg Thr His Arg Ser Ala Glu Glu Phe Pro Tyr Lys Lys His Leu 
10 15 20 

get cac aag atg get cgc gtt gca gec gac cca gtt gag gtt get gcg 151 
Ala His Lys Met Ala Arg Val Ala Ala Asp Pro Val Glu Val Ala Ala 
25 30 35 

gac act cag gaa atg ate ate acc cgc ate ate gac aat gca teg gtg 199 
Asp Thr Gin Glu Met He He Thr Arg He He Asp Asn Ala Ser Val 
40 45 50 

cag gca get tec gtg ttg cgt cga cca gtt age tct gec cgt gcg atg 247 
Gin Ala Ala Ser Val Leu Arg Arg Pro Val Ser Ser Ala Arg Ala Met 
55 60 65 

gca cag gtc agg cca gtt acc gat ggt egg ggt gca tct gtt ttc ggt 295 
Ala Gin Val Arg Pro Val Thr Asp Gly Arg Gly Ala Ser Val Phe Gly 
70 75 80 85 

ctg cca gga cgt tat gee gcg gaa tgg get gcg ctt get aac ggc act 343 
Leu Pro Gly Arg Tyr Ala Ala Glu Trp Ala Ala Leu Ala Asn Gly Thr 
90 95 100 



gcg gtg cgt gag ctt gat ttc cat gac acg ttc etc get gcg gaa tac 391 
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Ala Val Arg Glu Leu Asp Phe His Asp Thr Phe Leu Ala Ala Glu Tyr 
105 110 115 

tec cac cca gga gat aac att cct ccg att ttg get gca gca cag cag 439 
Ser His Pro Gly Asp Asn lie Pro Pro lie Leu Ala Ala Ala Gin Gin 
120 125 130 

get gga aaa ggt ggc aag gat ctg ate cgt ggc ate get act ggg tat 4 87 
Ala Gly Lys Gly Gly Lys Asp Leu He Arg Gly He Ala Thr Gly Tyr 
135 140 145 

gag att cag gtt aac ttg gtg cgt gga atg tgc ctg cat gag cac .aag 535 
Glu He Gin Val Asn Leu Val Arg Gly Met Cys Leu His Glu His Lys 
150 155 160 165 

att gat cac gtt get cat ctt gga cca tea gcg get get ggt ate gga 583 
He Asp His Val Ala His Leu Gly Pro Ser Ala Ala Ala Gly He Gly 
170 175 180 

ace ttg eta gac eta gat gtg gac acc ate tac cag gca att ggt cag 631 
Thr Leu Leu Asp Leu Asp Val Asp Thr He Tyr Gin Ala He Gly Gin 
185 190 195 

gca ttg cac acc acc acg gcg acg agg cag tec cgt aaa ggt gcg att 679 
Ala Leu His Thr Thr Thr Ala Thr Arg Gin Ser Arg Lys Gly Ala He 
200 205 210 

tct tea tgg aag gca ttt get cct gcg ttt gcg ggc aag atg tec ate 727 
Ser Ser Trp Lys Ala Phe Ala Pro Ala Phe Ala Gly Lys Met Ser He 
215 220 225 

gag gca gta gat cgc gca atg cgt ggc gag ggc gca ccg tea cca ate 775 
Glu Ala Val Asp Arg Ala Met Arg Gly Glu Gly Ala Pro Ser Pro He 
230 235 240 245 

tgg gaa ggc gaa gac ggc gta ate gcg tgg ctg ctg tec ggt ctt gat 823 
Trp Glu Gly Glu Asp Gly Val He Ala Trp Leu Leu Ser Gly Leu Asp 
250 255 260 

cac ate tac acc att cct ttg cct gca gaa ggt gaa gee aaa cga gca 871 
His He Tyr Thr He Pro Leu Pro Ala Glu Gly Glu Ala Lys Arg Ala 
265 270 275 

ate ttg gat acc tac acc aag gaa cac teg gcg gaa tac cag tea cag 919 
He Leu Asp Thr Tyr Thr Lys Glu His Ser Ala Glu Tyr Gin Ser Gin 
280 285 290 

gca ccg ate gac ttg gcg cgc age atg ggg gag aag ctg gca gea cag 967 
Ala Pro He Asp Leu Ala Arg Ser Met Gly Glu Lys Leu Ala Ala Gin 
295 300 305 

ggc ttg gac ctg cgt gat gtg gac tec ate gtt ttg cac acc tec cac 1015 
Gly Leu Asp Leu Arg Asp Val Asp Ser He Val Leu His Thr Ser His 
310 315 320 325 

cac act cac tac gtg ate ggc acc gga tct aat gat cca cag aag ttc 1063 
His Thr His Tyr Val He Gly Thr Gly Ser Asn Asp Pro Gin Lys Phe 
330 335 340 



gat cca gat gca teg cga gaa acc ctt gat cac tec ate atg tac att 
Asp Pro Asp Ala Ser Arg Glu Thr Leu Asp His Ser He Met Tyr He 



1111 
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345 350 355 

ttc get gtc gcg ctg aag gat cgc gcg tgg cac cac gag cgt tec tat 1159 
Phe Ala Val Ala Leu Lys Asp Arg Ala Trp His His Glu Arg Ser Tyr 
360 365 370 

get cct gag cga gee cac cgc cga gag acc ate gag ctg tgg aac aag 1207 
Ala Pro Glu Arg Ala His Arg Arg Glu Thr He Glu Leu Trp Asn Lys 
375 380 385 

att tec acg gtg gag gat cct gaa tgg acc agg cgt tac cac tec gtt 1255 
He Ser Thr Val Glu Asp Pro Glu Trp Thr Arg Arg Tyr His Ser Val 
390 395 400 405 

gat cct gca gaa aag gec ttc ggc gca cgc gca gtg ate acc ttc aag 1303 
Asp Pro Ala Glu Lys Ala Phe Gly Ala Arg Ala Val He Thr Phe Lys 
410 415 420 

gat gga acc gtc gtg gaa gat gaa ctg get gtg gcg aat gcg cat cct 1351 
Asp Gly Thr Val Val Glu Asp Glu Leu Ala Val Ala Asn Ala His Pro 
425 430 435 



ctg gga gca egg cct ttc get agg gag cag tac att cag aaa ttc cgc 
Leu Gly Ala Arg Pro Phe Ala Arg Glu Gin Tyr He Gin Lys Phe Arg 
440 445 450 



gat gcg gca cag cgt acg cac gag ctt gag gat ctt tea gaa etc aac 
Asp Ala Ala Gin Arg Thr His Glu Leu Glu Asp Leu Ser Glu Leu Asn 
470 475 480 485 



gga ctg ttc tgatggcggg tttgttttcc tct 
Gly Leu Phe 



1399 



acc ttg get gaa ggt gtt gtg tec gaa aag gaa cag gat cgc ttc ttg 1447 
Thr Leu Ala Glu Gly Val Val Ser Glu Lys Glu Gin Asp Arg Phe Leu 
455 460 465 



1495 



att gaa ttg gat gec gat att ttg gec aag get cct gtg att ccg gaa 1543 
He Glu Leu Asp Ala Asp He Leu Ala Lys Ala Pro Val He Pro Glu 
490 495 500 



1575 



<210> 602 
<211> 504 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 602 

Met He Thr His Glu Val Arg Thr His Arg Ser Ala Glu Glu Phe Pro 
15 10 15 

Tyr Lys Lys His Leu Ala His Lys Met Ala Arg Val Ala Ala Asp Pro 
20 25 30 

Val Glu Val Ala Ala Asp Thr Gin Glu Met He He Thr Arg He He 
35 40 45 

Asp Asn Ala Ser Val Gin Ala Ala Ser Val Leu Arg Arg Pro Val Ser 
50 55 60 
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Ser Ala Arg Ala 
65 

Ala Ser Val Phe 



Leu Ala Asn Gly 
100 

Leu Ala Ala Glu 
115 

Ala Ala Ala Gin 
130 

He Ala Thr Gly 
145 

Leu His Glu His 



Ala Ala Gly He 
180 

Gin Ala He Gly 
195 

Arg Lys Gly Ala 
210 

Gly Lys Met Ser 
225 

Ala Pro Ser Pro 



Leu Ser Gly Leu 
260 

Glu Ala Lys Arg 
275 

Glu Tyr Gin Ser 
290 

Lys Leu Ala Ala 
305 

Leu His Thr Ser 



Asp Pro Gin Lys 
340 

Ser He Met Tyr 
355 

His Glu Arg Ser 
370 

Glu Leu Trp Asn 



Met Ala Gin Val 
70 

Gly Leu Pro Gly 
85 

Thr Ala Val Arg 



Tyr Ser His Pro 

120 

Gin Ala Gly Lys 
135 

Tyr Glu He Gin 
150 

Lys He Asp His 
165 

Gly Thr Leu Leu 



Gin Ala Leu His 
200 

He Ser Ser Trp 
215 

He Glu Ala Val 
230 

He Trp Glu Gly 
245 

Asp His He Tyr 



Ala He Leu Asp 
280 

Gin Ala Pro He 
295 

Gin Gly Leu Asp 
310 

His His Thr His 
325 

Phe Asp Pro Asp 



He Phe Ala Val 
360 

Tyr Ala Pro Glu 
375 

Lys He Ser Thr 



Arg Pro Val Thr 
75 

Arg Tyr Ala Ala 
90 

Glu Leu Asp Phe 
105 

Gly Asp Asn He 



Gly Gly Lys Asp 
140 

Val Asn Leu Val 

155 

Val Ala His Leu 
170 

Asp Leu Asp Val 
185 

Thr Thr Thr Ala 



Lys Ala Phe Ala 
220 

Asp Arg Ala Met 
235 

Glu Asp Gly Val 
250 

Thr He Pro Leu 
265 

Thr Tyr Thr Lys 



Asp Leu Ala Arg 
300 

Leu Arg Asp Val 
315 

Tyr Val He Gly 
330 

Ala Ser Arg Glu 
345 

Ala Leu Lys Asp 



Arg Ala His Arg 
380 

Val Glu Asp Pro 



Asp Gly Arg Gly 
80 

Glu Trp Ala Ala 
95 

His Asp Thr Phe 
110 

Pro Pro He Leu 

125 

Leu He Arg Gly 



Arg Gly Met Cys 
160 

Gly Pro Ser Ala 
175 

Asp Thr He Tyr 
190 

Thr Arg Gin Ser 
205 

Pro Ala Phe Ala 



Arg Gly Glu Gly 
240 

lie Ala Trp Leu 
255 

Pro Ala Glu Gly 
270 

Glu His Ser Ala 
285 

Ser Met Gly Glu 



Asp Ser He Val 
320 

Thr Gly Ser Asn 
335 

Thr Leu Asp His 
350 

Arg Ala Trp His 

365 

Arg Glu Thr He 



Glu Trp Thr Arg 
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385 

Arg Tyr His Ser 

Val lie Thr Phe 
420 



390 

Val Asp Pro Ala 
405 

Lys Asp Gly Thr 



395 

Glu Lys Ala Phe 
410 

Val Val Glu Asp 
425 



400 

Gly Ala Arg Ala 
415 

Glu Leu Ala Val 
430 



Ala Asn Ala His 
435 

lie Gin Lys Phe 
450 

Gin Asp Arg Phe 
4 65 

Leu Ser Glu Leu 



Pro Leu Gly Ala 
440 

Arg Thr Leu Ala 

455 

Leu Asp Ala Ala 
470 

Asn lie Glu Leu 
485 



Arg Pro Phe Ala 



Glu Gly Val Val 
460 

Gin Arg Thr His 
475 

Asp Ala Asp lie 
490 



Arg Glu Gin Tyr 
445 

Ser Glu Lys Glu 



Glu Leu Glu Asp 
480 

Leu Ala Lys Ala 
495 



Pro Val lie Pro Glu Gly Leu Phe 
500 



<210> 603 
<211> 975 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 
<222> (1) . - (975) 
<223> FRXA00406 



<400> 603 

gac cca gtt gag gtt get gcg gac act cag gaa atg ate ate acc cgc 48 

Asp Pro Val Glu Val Ala Ala Asp Thr Gin Glu Met lie lie Thr Arg 

15 10 15 

ate ate gac aat gca teg gtg cag gca get tec gtg ttg cgt cga cca 96 

lie lie Asp Asn Ala Ser Val Gin Ala Ala Ser Val Leu Arg Arg Pro 

20 25 30 



gtt age tct gee cgt gcg atg gca cag gtc agg cca gtt acc gat ggt 144 
Val Ser Ser Ala Arg Ala Met Ala Gin Val Arg Pro Val Thr Asp Gly 
35 40 45 



egg ggt gca tct gtt ttc ggt ctg cca gga cgt tat gec gcg gaa tgg 192 
Arg Gly Ala Ser Val Phe Gly Leu Pro Gly Arg Tyr Ala Ala Glu Trp 
50 55 60 



get gcg ctt get aac ggc act gcg gtg cgt gag ctt gat ttc cat gac 240 

Ala Ala Leu Ala Asn Gly Thr Ala Val Arg Glu Leu Asp Phe His Asp 

65 70 75 80 

acg ttc etc get gcg gaa tac tec cac cca gga gat aac att cct ccg 288 

Thr Phe Leu Ala Ala Glu Tyr Ser His Pro Gly Asp Asn lie Pro Pro 

85 90 95 



att ttg get gca gca cag cag get gga aaa ggt ggc aag gat ctg ate 336 
lie Leu Ala Ala Ala Gin Gin Ala Gly Lys Gly Gly Lys Asp Leu lie 
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100 105 110 

cgt ggc ate get act ggg tat gag att cag gtt aac ttg gtg cgt gga 384 
Arg Gly lie Ala Thr Gly Tyr Glu lie Gin Val Asn Leu Val Arg Gly 
115 120 125 

atg tgc ctg cat gag cac aag att gat cac gtt get cat ctt gga cca 432 
Met Cys Leu His Glu His Lys lie Asp His Val Ala His Leu Gly Pro 
130 135 140 

tea gcg get get ggt ate gga ace ttg eta gac eta gat gtg gac ace 480 
Ser Ala Ala Ala Gly lie Gly Thr Leu Leu Asp Leu Asp Val Asp Thr 
145 150 155 160 

ate tac cag gca att ggt cag gca ttg cac ace acc acg gcg acg agg 528 
He Tyr Gin Ala He Gly Gin Ala Leu His Thr Thr Thr Ala Thr Arg 
165 170 175 

cag tec cgt aaa ggt gcg att tct tea tgg aag gca ttt get cct gcg 576 
Gin Ser Arg Lys Gly Ala He Ser Ser Trp Lys Ala Phe Ala Pro Ala 
180 185 190 

ttt gcg ggc aag atg tec ate gag gca gta gat cgc gca atg cgt ggc 624 
Phe Ala Gly Lys Met Ser He Glu Ala Val Asp Arg Ala Met Arg Gly 
195 200 205 

gag ggc gca ccg tea cca ate tgg gaa ggc gaa gac ggc gta ate gcg 672 
Glu Gly Ala Pro Ser Pro He Trp Glu Gly Glu Asp Gly Val He Ala 
210 215 220 



tgg ctg ctg tec ggt ctt gat cac ate tac acc att cct ttg cct gca 
Trp Leu Leu Ser Gly Leu Asp His He Tyr Thr He Pro Leu Pro Ala 
225 230 235 240 



720 



gaa ggt gaa gee aaa cga gca ate ttg gat acc tac acc aag gaa cac 768 
Glu Gly Glu Ala Lys Arg Ala He Leu Asp Thr Tyr Thr Lys Glu His 
245 250 255 

teg gcg gaa tac cag tea cag gca ccg ate gac ttg gcg cgc age atg 816 
Ser Ala Glu Tyr Gin Ser Gin Ala Pro He Asp Leu Ala Arg Ser Met 
260 265 270 

ggg gag aag ctg gca gca cag ggc ttg gac ctg cgt gat gtg gac tec 864 
Gly Glu Lys Leu Ala Ala Gin Gly Leu Asp Leu Arg Asp Val Asp Ser 
275 280 285 

ate gtt ttg cac acc tec cac cac act cac tac gtg ate ggc acc gga 912 
He Val Leu His Thr Ser His His Thr His Tyr Val He Gly Thr Gly 
290 295 300 

tct aat gat cca cag aag ttc gat cca gat gca teg cga gaa acc ctt 960 
Ser Asn Asp Pro Gin Lys Phe Asp Pro Asp Ala Ser Arg Glu Thr Leu 
305 310 315 320 

gat cac tec ate atg 975 
Asp His Ser He Met 
325 



<210> 604 
<211> 325 
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<212> PRT 

<213> Corynebacterium glutamicum 
<400> 604 

Asp Pro Val Glu Val Ala Ala Asp Thr Gin Glu Met lie He Thr Arg 
15 10 15 

He He Asp Asn Ala Ser Val Gin Ala Ala Ser Val Leu Arg Arg Pro 
20 25 30 

Val Ser Ser Ala Arg Ala Met Ala Gin Val Arg Pro Val Thr Asp Gly 
35 40 45 

Arg Gly Ala Ser Val Phe Gly Leu Pro Gly Arg Tyr Ala Ala Glu Trp 
50 55 60 

Ala Ala Leu Ala Asn Gly Thr Ala Val Arg Glu Leu Asp Phe His Asp 
65 70 75 80 

Thr Phe Leu Ala Ala Glu Tyr Ser His Pro Gly Asp Asn He Pro Pro 
85 90 95 

He Leu Ala Ala Ala Gin Gin Ala Gly Lys Gly Gly Lys Asp Leu He 
100 105 110 

Arg Gly He Ala Thr Gly Tyr Glu He Gin Val Asn Leu Val Arg Gly 
115 120 125 

Met Cys Leu His Glu His Lys He Asp His Val Ala His Leu Gly Pro 
130 135 140 

Ser Ala Ala Ala Gly He Gly Thr Leu Leu Asp Leu Asp Val Asp Thr 
145 150 155 160 

He Tyr Gin Ala He Gly Gin Ala Leu His Thr Thr Thr Ala Thr Arg 
165 170 175 

Gin Ser Arg Lys Gly Ala He Ser Ser Trp Lys Ala Phe Ala Pro Ala 
180 185 190 

Phe Ala Gly Lys Met Ser He Glu Ala Val Asp Arg Ala Met Arg Gly 
195 200 205 

Glu Gly Ala Pro Ser Pro He Trp Glu Gly Glu Asp Gly Val He Ala 
210 215 220 

Trp Leu Leu Ser Gly Leu Asp His He Tyr Thr lie Pro Leu Pro Ala 
225 230 235 240 

Glu Gly Glu Ala Lys Arg Ala He Leu Asp Thr Tyr Thr Lys Glu His 
245 250 255 

Ser Ala Glu Tyr Gin Ser Gin Ala Pro He Asp Leu Ala Arg Ser Met 
260 265 270 

Gly Glu Lys Leu Ala Ala Gin Gly Leu Asp Leu Arg Asp Val Asp Ser 
275 280 285 



He Val Leu His Thr Ser His His Thr His Tyr Val He Gly Thr Gly 
290 295 300 
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Ser Asn Asp Pro Gin Lys Phe Asp Pro Asp Ala Ser Arg Glu Thr Leu 

305 310 315 320 



Asp His Ser lie Met 
325 



<210> 605 
<211> 431 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (408) 
<223> FRXA00514 

<400> 605 

cac gag cgt tec tat get cct gag cga gec etc cgc cga gag acc ate 48 

His Glu Arg Ser Tyr Ala Pro Glu Arg Ala Leu Arg Arg Glu Thr lie 
15 10 15 

gag ctg tgg aac aag att tec acg gtg gag gat cct gaa tgg acc agg 96 
Glu Leu Trp Asn Lys lie Ser Thr Val Glu Asp Pro Glu Trp Thr Arg 
20 25 30 

cgt tac cac tec gtt gat cct gca gaa aag gee ttc ggc gca cgc gca 144 
Arg Tyr His Ser Val Asp Pro Ala Glu Lys Ala Phe Gly Ala Arg Ala 
35 40 45 

gtg ate acc ttc aag gat gga acc gtc gtg gaa gat gaa ctg get gtg 192 
Val lie Thr Phe Lys Asp Gly Thr Val Val Glu Asp Glu Leu Ala Val 
50 55 60 

gcg aat gcg cat cct ctg gga gca egg cct ttc get agg gag cag tac 240 
Ala Asn Ala His Pro Leu Gly Ala Arg Pro Phe Ala Arg Glu Gin Tyr 
65 70 75 80 

att cag aaa ttc cgc acc ttg get gaa ggt gtt gtg tec gaa aag gaa 288 
lie Gin Lys Phe Arg Thr Leu Ala Glu Gly Val Val Ser Glu Lys Glu 
85 90 95 

cag gat cgc ttc ttg gat gcg gca cag cgt acg cac gag ett gag gat 336 
Gin Asp Arg Phe Leu Asp Ala Ala Gin Arg Thr His Glu Leu Glu Asp 
100 105 110 

ett tea gaa etc aac att gaa ttg gat gee gat att ttg gee aag get 384 
Leu Ser Glu Leu Asn lie Glu Leu Asp Ala Asp lie Leu Ala Lys Ala 
115 120 125 

cct gtg att ccg gaa gga ctg ttc tgatggcggg tttgttttcc tct 431 
Pro Val lie Pro Glu Gly Leu Phe 
130 135 



<210> 606 
<211> 136 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 606 
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His Glu Arg Ser 
1 

Glu Leu Trp Asn 
20 

Arg Tyr His Ser 
35 

Val lie Thr Phe 
50 

Ala Asn Ala His 
65 

lie Gin Lys Phe 



Gin Asp Arg Phe 
100 

Leu Ser Glu Leu 
115 

Pro Val lie Pro 
130 



Tyr Ala Pro Glu 
5 

Lys lie Ser Thr 



Val Asp Pro Ala 
40 

Lys Asp Gly Thr 
55 

Pro Leu Gly Ala 
70 

Arg Thr Leu Ala 
85 

Leu Asp Ala Ala 



Asn lie Glu Leu 
120 

Glu Gly Leu Phe 
135 



Arg Ala Leu Arg 
10 

Val Glu Asp Pro 
25 

Glu Lys Ala Phe 



Val Val Glu Asp 
60 

Arg Pro Phe Ala 
75 

Glu Gly Val Val 
90 

Gin Arg Thr His 

105 

Asp Ala Asp lie 



Arg Glu Thr lie 
15 

Glu Trp Thr Arg 
30 

Gly Ala Arg Ala 
45 

Glu Leu Ala Val 



Arg Glu Gin Tyr 
80 

Ser Glu Lys Glu 
95 

Glu Leu Glu Asp 
110 

Leu Ala Lys Ala 
125 



<210> 607 
<211> 718 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (718) 

<223> RXA00512 

<400> 607 

tacaacgagt acaacgcttt cgaccagcaa gtattcacct attccgctga cagctacaag 60 

cccatcttct aacccgccta tatataagga gtgaatcacc atg tec age gec aca 115 

Met Ser Ser Ala Thr 
1 5 



acc act gat gtt cgc aaa ggg etc tac gga gtc ate gee gat tac acg 
Thr Thr Asp Val Arg Lys Gly Leu Tyr Gly Val lie Ala Asp Tyr Thr 
10 15 20 



163 



gee gtt tec aaa gtc atg cca gag acc aat tea ctg acc tac cgt ggc 211 
Ala Val Ser Lys Val Met Pro Glu Thr Asn Ser Leu Thr Tyr Arg Gly 
25 30 35 

tac gcg gtg gaa gat ttg gtg gaa aac tgc age ttc gag gag gtg ttt 259 
Tyr Ala Val Glu Asp Leu Val Glu Asn Cys Ser Phe Glu Glu Val Phe 
40 45 50 

tac etc ctg tgg cac ggc gag ctg ccc act gcg caa caa ctt gcg gag 307 
Tyr Leu Leu Trp His Gly Glu Leu Pro Thr Ala Gin Gin Leu Ala Glu 
55 60 65 
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ttc aat gag cgt ggc cgt tec tac cgc tec ctg gat gec ggt ttg ate 
Phe Asn Glu Arg Gly Arg Ser Tyr Arg Ser Leu Asp Ala Gly Leu lie 
70 75 80 85 

tec ctg ate cac tct ttg ccc aaa gaa gee cac ccg atg gat gtt atg 
Ser Leu He His Ser Leu Pro Lys Glu Ala His Pro Met Asp Val Met 
90 95 100 



355 



403 



cgc ace gcg gtg tec tac atg ggc acc aag gat tec gag tat ttc acc 
Arg Thr Ala Val Ser Tyr Met Gly Thr Lys Asp Ser Glu Tyr Phe Thr 
105 HO 115 



451 



acc gat tct gag cac ate cgc aaa gtt ggc cac acc ttg ttg gcg cag 
Thr Asp Ser Glu His He Arg Lys Val Gly His Thr Leu Leu Ala Gin 
120 125 130 

ctt ccg atg gtg eta gee atg gat att cgt cgc cgc aag ggc etc gat 
Leu Pro Met Val Leu Ala Met Asp He Arg Arg Arg Lys Gly Leu Asp 
135 140 145 

ate ate gee cct gac tec age aag tea gtc gec gaa aac ctg ctg tct 
He He Ala Pro Asp Ser Ser Lys Ser Val Ala Glu Asn Leu Leu Ser 
150 155 160 165 

atg gtg ttt ggt act ggc ccg gaa tea cct gca tec aac cca get gac 
Met Val Phe Gly Thr Gly Pro Glu Ser Pro Ala Ser Asn Pro Ala Asp 
170 175 180 

gtc cgc gat ttt gag aaa tea ctg ate etc tac gec gag cac tec ttc 
Val Arg Asp Phe Glu Lys Ser Leu He Leu Tyr Ala Glu His Ser Phe 
185 190 195 

aac gee tec acc ttc acc gee cgc gtg 
Asn Ala Ser Thr Phe Thr Ala Arg Val 
200 205 



499 



547 



595 



643 



691 



718 



<210> 608 
<211> 206 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 608 

Met Ser Ser Ala Thr Thr Thr Asp Val Arg Lys Gly Leu Tyr Gly Val 
15 10 15 

He Ala Asp Tyr Thr Ala Val Ser Lys Val Met Pro Glu Thr Asn Ser 
20 25 30 

Leu Thr Tyr Arg Gly Tyr Ala Val Glu Asp Leu Val Glu Asn Cys Ser 
35 40 45 

Phe Glu Glu Val Phe Tyr Leu Leu Trp His Gly Glu Leu Pro Thr Ala 
50 55 60 

Gin Gin Leu Ala Glu Phe Asn Glu Arg Gly Arg Ser Tyr Arg Ser Leu 
65 70 75 80 

Asp Ala Gly Leu He Ser Leu He His Ser Leu Pro Lys Glu Ala His 
85 90 95 
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Pro Met Asp Val Met Arg Thr Ala 
100 

Ser Glu Tyr Phe Thr Thr Asp Ser 
115 120 

Thr Leu Leu Ala Gin Leu Pro Met 
130 135 

Arg Lys Gly Leu Asp lie lie Ala 
145 150 

Glu Asn Leu Leu Ser Met Val Phe 
165 

Ser Asn Pro Ala Asp Val Arg Asp 
180 

Ala Glu His Ser Phe Asn Ala Ser 
195 200 



Val Ser Tyr Met Gly Thr Lys Asp 
105 110 

Glu His lie Arg Lys Val Gly His 
125 

Val Leu Ala Met Asp lie Arg Arg 

140 

Pro Asp Ser Ser Lys Ser Val Ala 

155 160 

Gly Thr Gly Pro Glu Ser Pro Ala 
170 175 

Phe Glu Lys Ser Leu lie Leu Tyr 
185 190 

Thr Phe Thr Ala Arg Val 
205 



<210> 609 
<211> 320 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (297) 

<223> RXA00518 

<400> 609 

gtc ctt ccg gta tta get gec cgc cac gac ggc gaa aag tgg gtt gec 

Val Leu Pro Val Leu Ala Ala Arg His Asp Gly Glu Lys Trp Val Ala 
15 10 15 

atg tat gaa aac atg cgc gac gec atg gac gec cgc acc ggc ate aag 
Met Tyr Glu Asn Met Arg Asp Ala Met Asp Ala Arg Thr Gly lie Lys 
20 25 30 

ccg aat etc gat ttc cct get ggc cct gec tac cac ctg etc ggt ttc 
Pro Asn Leu Asp Phe Pro Ala Gly Pro Ala Tyr His Leu Leu Gly Phe 
35 40 45 

ccg gtc gat ttc ttc acc ccg ctg ttc gtc ate gec cgc gtc gee ggc 
Pro Val Asp Phe Phe Thr Pro Leu Phe Val lie Ala Arg Val Ala Gly 
50 55 60 

tgg acg gec cac ate gtg gag cag tac gaa aac aac teg etc ate cgc 
Trp Thr Ala His lie Val Glu Gin Tyr Glu Asn Asn Ser Leu lie Arg 
65 70 75 80 

cca ctg tec gag tac aac ggc gag gag cag cgc gag gtc gcg ccc att 
Pro Leu Ser Glu Tyr Asn Gly Glu Glu Gin Arg Glu Val Ala Pro He 
85 90 95 



48 



96 



144 



192 



240 



288 



gaa aag cgc taaaagattt tegctttteg acg 
Glu Lys Arg 



320 
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<210> 610 
<211> 99 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 610 

Val Leu Pro Val Leu Ala Ala Arg His Asp Gly Glu Lys Trp Val Ala 
15 10 15 

Met Tyr Glu Asn Met Arg Asp Ala Met Asp Ala Arg Thr Gly lie Lys 
20 25 30 

Pro Asn Leu Asp Phe Pro Ala Gly Pro Ala Tyr His Leu Leu Gly Phe 
35 40 45 

Pro Val Asp Phe Phe Thr Pro Leu Phe Val lie Ala Arg Val Ala Gly 
50 55 60 

Trp Thr Ala His lie Val Glu Gin Tyr Glu Asn Asn Ser Leu lie Arg 
65 70 75 80 

Pro Leu Ser Glu Tyr Asn Gly Glu Glu Gin Arg Glu Val Ala Pro lie 
85 90 95 



Glu Lys Arg 



<210> 611 
<211> 1494 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1471) 
<223> RXA01077 



<400> 611 

tctatgactt gatccacaat gtgatgcaaa tcattgaccc 
aatgaaggca agccaaactt aactagtaga taggattgca 



tcaccccgga ccaagcgctt 60 



atg acc gaa teg caa 
Met Thr Glu Ser Gin 
1 5 



115 



gat etc gec gca ttc gtg gaa get gee aaa etc 
Asp Leu Ala Ala Phe Val Glu Ala Ala Lys Leu 
10 15 



aat gat gca age ccc 
Asn Asp Ala Ser Pro 
20 



163 



gaa gee gta gag caa ttg aaa ate aga gtg eta 
Glu Ala Val Glu Gin Leu Lys lie Arg Val Leu 
25 30 

gec att ggc gca ctg gat gee gaa ccg att gtc 
Ala lie Gly Ala Leu Asp Ala Glu Pro lie Val 
40 45 



gac acc gta ggc gtt 211 
Asp Thr Val Gly Val 
35 

gee att cga gga etc 259 
Ala lie Arg Gly Leu 
50 



ctg gaa gac etc ggg gga acc gaa cag tea aca 
Leu Glu Asp Leu Gly Gly Thr Glu Gin Ser Thr 
55 60 



ctt att ggt ggt ggc 
Leu lie Gly Gly Gly 
65 



307 
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aaa acc agt ccg gaa cgt gca gca ttt ttc aac age gca tta age cgc 355 
Lys Thr Ser Pro Glu Arg Ala Ala Phe Phe Asn Ser Ala Leu Ser Arg 
70 75 80 85 

tac etc gac ttc atg gac gee tac eta gca aag ggc gaa acc aac cac 
Tyr Leu Asp Phe Met Asp Ala Tyr Leu Ala Lys Gly Glu Thr Asn His 
90 95 100 

ccc teg gat aac ttc gga gca gtg etc get gca gee gaa age gtt ggc 
Pro Ser Asp Asn Phe Gly Ala Val Leu Ala Ala Ala Glu Ser Val Gly 
105 110 115 

gee tct gga aaa gac ctg etc acc gca ttc gee gtg gee tac cag gta 
Ala Ser Gly Lys Asp Leu Leu Thr Ala Phe Ala Val Ala Tyr Gin Val 
120 125 130 

cac acc aga ctt tea gat gtc gca cca gtt cgc gee aaa ggt ttc gat 
His Thr Arg Leu Ser Asp Val Ala Pro Val Arg Ala Lys Gly Phe Asp 
135 140 145 

cac acc acc caa gga gca ttc gca gcg ggc gca tct get gee aag gca 
His Thr Thr Gin Gly Ala Phe Ala Ala Gly Ala Ser Ala Ala Lys Ala 
150 155 160 165 

ctg ggt ttg cca get gat caa ate gee aac gca ctg gec ate gca gga 
Leu Gly Leu Pro Ala Asp Gin lie Ala Asn Ala Leu Ala lie Ala Gly 
170 175 180 

aca gee aat gtt gca ctt cgt gtc act cgc act gga aac ttg age cac 
Thr Ala Asn Val Ala Leu Arg Val Thr Arg Thr Gly Asn Leu Ser His 
185 190 195 

tgg aaa ggc ctt gee tac cca cac gtg tec aaa gaa gga acc tgg gca 739 
Trp Lys Gly Leu Ala Tyr Pro His Val Ser Lys Glu Gly Thr Trp Ala 
200 205 210 

gca ctg etc gca age cga ggt att acc ggt ccg gaa gaa gtc ttc gaa 787 
Ala Leu Leu Ala Ser Arg Gly lie Thr Gly Pro Glu Glu Val Phe Glu 
215 220 225 



ggc aac aag gga ttc aaa gag tec gtc tec gga ccg ttc gag ate gat 
Gly Asn Lys Gly Phe Lys Glu Ser Val Ser Gly Pro Phe Glu lie Asp 
230 235 240 245 



ata cgc gca caa gaa ggc ttc aat gtg gac aac att gaa aag att cac 
lie Arg Ala Gin Glu Gly Phe Asn Val Asp Asn lie Glu Lys lie His 
280 285 290 

ctg act act ttc gac gtt gee tac tec ate att ggc ggc ggc gaa gaa 
Leu Thr Thr Phe Asp Val Ala Tyr Ser lie lie Gly Gly Gly Glu Glu 
295 300 305 



403 



451 



499 



547 



595 



643 



691 



835 



tgg tec aag gaa gac ttg gaa age gtt aag cgc acc ate ate aag aaa 883 
Trp Ser Lys Glu Asp Leu Glu Ser Val Lys Arg Thr lie lie Lys Lys 
250 255 260 

cac aac gcg gaa att cac teg cag tea gcg ctt gat gca gee caa gaa 931 
His Asn Ala Glu lie His Ser Gin Ser Ala Leu Asp Ala Ala Gin Glu 
265 270 275 



979 



1027 
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ggc gac aaa cag ctt att cgc acc aaa gaa gaa gcc gat cac tea ctg 
Gly Asp Lys Gin Leu lie Arg Thr Lys Glu Glu Ala Asp His Ser Leu 
310 315 320 325 



1075 



ccg tgg atg etc get gta gtt ctg ctg gat ggt cag etc aat ccc gaa 1123 
Pro Trp Met Leu Ala Val Val Leu Leu Asp Gly Gin Leu Asn Pro Glu 
330 335 340 

cag tac gaa cca tea cgc ate gtt get gat gat gta caa acc ttg atg 1171 
Gin Tyr Glu Pro Ser Arg lie Val Ala Asp Asp Val Gin Thr Leu Met 
345 350 355 



aag aaa ate gaa ate aca ccg tea gat gaa ttc tct gat cgc ttc cct 
Lys Lys lie Glu He Thr Pro Ser Asp Glu Phe Ser Asp Arg Phe Pro 
360 365 370 

gac cac atg cca get gat eta gaa gtc aca eta aac gat ggc teg gtg 
Asp His Met Pro Ala Asp Leu Glu Val Thr Leu Asn Asp Gly Ser Val 
375 380 385 

ttc aaa get tea caa gat age tac tta ggc ttc cac gac aat ccc eta 
Phe Lys Ala Ser Gin Asp Ser Tyr Leu Gly Phe His Asp Asn Pro Leu 
390 395 400 405 



acc ggt gaa gaa eta cgt gaa gaa ate gcc acg ate att cac gag etc 
Thr Gly Glu Glu Leu Arg Glu Glu He Ala Thr He He His Glu Leu 
425 430 435 

gat age cga cag gtt tct gaa etc aca gaa gcc ctg gcc aaa gtc tec 
Asp Ser Arg Gin Val Ser Glu Leu Thr Glu Ala Leu Ala Lys Val Ser 
440 445 450 

acc acc cgc age taaaactttt tgaaaggagc tea 
Thr Thr Arg Ser 
455 



1219 



1267 



1315 



gat tgg gac aac gcg cgc aag aaa ttc gat gcc ctt gtc aca cca ttc 1363 
Asp Trp Asp Asn Ala Arg Lys Lys Phe Asp Ala Leu Val Thr Pro Phe 
410 415 420 



1411 



1459 



1494 



<210> 612 
<211> 457 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 612 

Met Thr Glu Ser Gin Asp Leu Ala Ala Phe Val Glu Ala Ala Lys Leu 
15 10 15 

Asn Asp Ala Ser Pro Glu Ala Val Glu Gin Leu Lys He Arg Val Leu 
20 25 30 

Asp Thr Val Gly Val Ala He Gly Ala Leu Asp Ala Glu Pro He Val 
35 40 45 

Ala He Arg Gly Leu Leu Glu Asp Leu Gly Gly Thr Glu Gin Ser Thr 
50 55 60 



Leu He Gly Gly Gly Lys Thr Ser Pro Glu Arg Ala Ala Phe Phe Asn 
65 70 75 80 
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Ser Ala Leu Ser 



Gly Glu Thr Asn 

100 

Ala Glu Ser Val 
115 

Val Ala Tyr Gin 
130 

Ala Lys Gly Phe 
145 

Ser Ala Ala Lys 



Leu Ala lie Ala 
180 

Gly Asn Leu Ser 
195 

Glu Gly Thr Trp 
210 

Glu Glu Val Phe 
225 

Pro Phe Glu lie 



Thr lie lie Lys 
260 

Asp Ala Ala Gin 
275 

lie Glu Lys lie 
290 

Gly Gly Gly Glu 
305 

Ala Asp His Ser 



Gin Leu Asn Pro 
340 

Val Gin Thr Leu 
355 

Ser Asp Arg Phe 
370 

Asn Asp Gly Ser 
385 



Arg Tyr Leu Asp 
85 

His Pro Ser Asp 



Gly Ala Ser Gly 
120 

Val His Thr Arg 
135 

Asp His Thr Thr 
150 

Ala Leu Gly Leu 
165 

Gly Thr Ala Asn 



His Trp Lys Gly 
200 

Ala Ala Leu Leu 

215 

Glu Gly Asn Lys 
230 

Asp Trp Ser Lys 
245 

Lys His Asn Ala 



Glu lie Arg Ala 
280 

His Leu Thr Thr 
295 

Glu Gly Asp Lys 
310 

Leu Pro Trp Met 
325 

Glu Gin Tyr Glu 



Met Lys Lys lie 
360 

Pro Asp His Met 
375 

Val Phe Lys Ala 
390 



Phe Met Asp Ala 
90 

Asn Phe Gly Ala 
105 

Lys Asp Leu Leu 



Leu Ser Asp Val 
140 

Gin Gly Ala Phe 
155 

Pro Ala Asp Gin 
170 

Val Ala Leu Arg 

185 

Leu Ala Tyr Pro 



Ala Ser Arg Gly 
220 

Gly Phe Lys Glu 
235 

Glu Asp Leu Glu 
250 

Glu lie His Ser 

265 

Gin Glu Gly Phe 



Phe Asp Val Ala 
300 

Gin Leu lie Arg 
315 

Leu Ala Val Val 
330 

Pro Ser Arg lie 
345 

Glu lie Thr Pro 



Pro Ala Asp Leu 
380 

Ser Gin Asp Ser 
395 



Tyr Leu Ala Lys 
95 

Val Leu Ala Ala 
110 

Thr Ala Phe Ala 
125 

Ala Pro Val Arg 



Ala Ala Gly Ala 
160 

lie Ala Asn Ala 
175 

Val Thr Arg Thr 
190 

His Val Ser Lys 
205 

lie Thr Gly Pro 



Ser Val Ser Gly 
240 

Ser Val Lys Arg 
255 

Gin Ser Ala Leu 
270 

Asn Val Asp Asn 
285 

Tyr Ser lie lie 



Thr Lys Glu Glu 
320 

Leu Leu Asp Gly 
335 

Val Ala Asp Asp 
350 

Ser Asp Glu Phe 
365 

Glu Val Thr Leu 



Tyr Leu Gly Phe 
400 
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His Asp Asn Pro Leu Asp Trp Asp Asn Ala Arg Lys Lys Phe Asp Ala 
405 410 415 

Leu Val Thr Pro Phe Thr Gly Glu Glu Leu Arg Glu Glu lie Ala Thr 
420 425 430 

He He His Glu Leu Asp Ser Arg Gin Val Ser Glu Leu Thr Glu Ala 
435 440 445 

Leu Ala Lys Val Ser Thr Thr Arg Ser 
450 455 



<210> 613 
<211> 923 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (900) 
<223> RXN03144 

<400> 613 

acc acg acg get acc agg cag teg cga aaa ggt gag att tec age tgg 

Thr Thr Thr Ala Thr Arg Gin Ser Arg Lys Gly Glu He Ser Ser Trp 

15 10 15 

aag gcg ttc gcg cca gcg ttt gcg gga aag atg gec att gag gcg atg 
Lys Ala Phe Ala Pro Ala Phe Ala Gly Lys Met Ala He Glu Ala Met 
20 25 30 

gat cgt gcg atg cgt ggg gag ggt teg ccc gca ccg att tgg gag ggc 
Asp Arg Ala Met Arg Gly Glu Gly Ser Pro Ala Pro He Trp Glu Gly 
35 40 45 

gaa gac ggg gtc ate gcg tgg ctg tta teg ggc aaa gat cat gtt tat 
Glu Asp Gly Val He Ala Trp Leu Leu Ser Gly Lys Asp His Val Tyr 
50 55 60 

cat gtg cca ttg ccg gaa cac ggc gag ccc aag ctg ggg att eta gag 
His Val Pro Leu Pro Glu His Gly Glu Pro Lys Leu Gly He Leu Glu 
65 70 75 80 

act tac aca aag gaa cat tea gcg gaa tat caa teg cag gca ccg att 
Thr Tyr Thr Lys Glu His Ser Ala Glu Tyr Gin Ser Gin Ala Pro He 
85 90 95 



gaa cac att gca gag att gtg ctg cgc acc agt cac cac acg cat tat 
Glu His He Ala Glu He Val Leu Arg Thr Ser His His Thr His Tyr 
115 120 125 

gtg att ggc act ggg gcg aac gat ccg cag aag atg gat ccg cag gee 
Val He Gly Thr Gly Ala Asn Asp Pro Gin Lys Met Asp Pro Gin Ala 
130 135 140 

teg cgt gaa acc ctg gat cat tec ate atg tac att ttc gee gtc gcg 



96 



144 



192 



240 



288 



gat ctg gcg cgc agg atg aag cca ctg gtt gac gcg get ggc gga acg 336 
Asp Leu Ala Arg Arg Met Lys Pro Leu Val Asp Ala Ala Gly Gly Thr 
100 105 HO 



384 



432 



480 
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Ser Arg Glu Thr Leu Asp His Ser He Met Tyr He Phe Ala Val Ala 
145 150 155 160 

ctt caa gat ggc gtg tgg cac cac gag ttt tec tac acc cgc aag cgt 
Leu Gin Asp Gly Val Trp His His Glu Phe Ser Tyr Thr Arg Lys Arg 
165 170 175 

tec acc cgc ccg gaa act gtg gag ctg tgg cac aag att cgc acc gtg 
Ser Thr Arg Pro Glu Thr Val Glu Leu Trp His Lys He Arg Thr Val 
180 185 190 

gag gat cct gaa tgg acg cgc cga tac cat tct gat gat cct gca aaa 
Glu Asp Pro Glu Trp Thr Arg Arg Tyr His Ser Asp Asp Pro Ala Lys 
195 200 205 

aag gec ttt ggt gcg aaa gca gtg ate aca atg get gat ggc acc gtg 
Lys Ala Phe Gly Ala Lys Ala Val He Thr Met Ala Asp Gly Thr Val 
210 215 220 

att gag gat gaa ttg get gtc gcg gat gee cac ccg ctg ggt get egg 
He Glu Asp Glu Leu Ala Val Ala Asp Ala His Pro Leu Gly Ala Arg 
225 230 235 240 

ccg ttt gcg egg gag aat tac att gaa aaa ttc cgc aca etc gcg cag 
Pro Phe Ala Arg Glu Asn Tyr He Glu Lys Phe Arg Thr Leu Ala Gin 



245 



250 255 



ggg att gtc att gat tea gaa cag gaa cgc ttc ttg cat gec gtg caa 
Gly He Val He Asp Ser Glu Gin Glu Arg Phe Leu His Ala Val Gin 
260 265 270 

age ctg cct gac ctg gat gat ctt gat cag etc aac ate gaa gtc gac 
Ser Leu Pro Asp Leu Asp Asp Leu Asp Gin Leu Asn He Glu Val Asp 
275 280 285 

ata age aac cag gec gcg acg aaa gcg ggg ctg tta tgaatctctt 
He Ser Asn Gin Ala Ala Thr Lys Ala Gly Leu Leu 
290 295 300 

ttcgaatggt gtt 



528 



57 6 



624 



672 



720 



768 



816 



864 



910 



923 



<210> 614 
<211> 300 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 614 

Thr Thr Thr Ala Thr Arg Gin Ser Arg Lys Gly Glu He Ser Ser Trp 
15 10 15 

Lys Ala Phe Ala Pro Ala Phe Ala Gly Lys Met Ala He Glu Ala Met 
20 25 30 

Asp Arg Ala Met Arg Gly Glu Gly Ser Pro Ala Pro He Trp Glu Gly 
35 40 45 

Glu Asp Gly Val He Ala Trp Leu Leu Ser Gly Lys Asp His Val Tyr 
50 55 60 

His Val Pro Leu Pro Glu His Gly Glu Pro Lys Leu Gly lie Leu Glu 
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65 



70 75 80 



Thr Tyr Thr Lys Glu His Ser Ala Glu Tyr Gin Ser Gin Ala Pro He 
85 90 95 

Asp Leu Ala Arg Arg Met Lys Pro Leu Val Asp Ala Ala Gly Gly Thr 
100 105 HO 

Glu His He Ala Glu He Val Leu Arg Thr Ser His His Thr His Tyr 
115 120 125 

Val He Gly Thr Gly Ala Asn Asp Pro Gin Lys Met Asp Pro Gin Ala 
130 135 140 

Ser Arg Glu Thr Leu Asp His Ser He Met Tyr He Phe Ala Val Ala 
145 150 155 160 

Leu Gin Asp Gly Val Trp His His Glu Phe Ser Tyr Thr Arg Lys Arg 
165 170 175 

Ser Thr Arg Pro Glu Thr Val Glu Leu Trp His Lys He Arg Thr Val 
180 185 190 

Glu Asp Pro Glu Trp Thr Arg Arg Tyr His Ser Asp Asp Pro Ala Lys 
195 200 205 

Lys Ala Phe Gly Ala Lys Ala Val He Thr Met Ala Asp Gly Thr Val 
210 215 220 

He Glu Asp Glu Leu Ala Val Ala Asp Ala His Pro Leu Gly Ala Arg 
225 230 235 240 

Pro Phe Ala Arg Glu Asn Tyr He Glu Lys Phe Arg Thr Leu Ala Gin 
245 250 255 

Gly He Val He Asp Ser Glu Gin Glu Arg Phe Leu His Ala Val Gin 
260 265 270 

Ser Leu Pro Asp Leu Asp Asp Leu Asp Gin Leu Asn He Glu Val Asp 
275 280 285 

He Ser Asn Gin Ala Ala Thr Lys Ala Gly Leu Leu 
290 295 300 



<210> 615 
<211> 511 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (511) 

<223> FRXA02322 

<400> 615 

cgcgcagagc taaactgcgt gaggttgtgg cctgtcacac ataatcggcc tagggtggga 

ctttaaggaa acagtgcaca aataaatctc aaggagcccc atg cgc ate cac gat 

Met Arg He His Asp 
1 5 
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211 



259 



307 



gtt tat acc cac ctt teg gec gat aac ttt ccc aaa gca gag cac ctt 163 
Val Tyr Thr His Leu Ser Ala Asp Asn Phe Pro Lys Ala Glu His Leu 
10 15 20 

gcg tgg aaa ttc tec gag ctt gec acc gac ccc gtg gag gtg aca ccg 
Ala Trp Lys Phe Ser Glu Leu Ala Thr Asp Pro Val Glu Val Thr Pro 
25 30 35 

gat gtt teg gag atg ate ate aac egg ate ate gac aac gcg gcg gtg 
Asp Val Ser Glu Met He He Asn Arg He He Asp Asn Ala Ala Val 
40 45 50 

tct gec gcg teg gtg ttg cgc egg cct gtg act gtg gee agg caa caa 
Ser Ala Ala Ser Val Leu Arg Arg Pro Val Thr Val Ala Arg Gin Gin 
55 60 65 

gcg cag tec cat ccg egg gaa aag ggc gga aaa gtt ttt gga att tea 355 
Ala Gin Ser His Pro Arg Glu Lys Gly Gly Lys Val Phe Gly He Ser 
70 75 80 85 

ggc age tac tea cca gag tgg get gec ttt get aat ggt gtg gee gta 
Gly Ser Tyr Ser Pro Glu Trp Ala Ala Phe Ala Asn Gly Val Ala Val 
90 95 100 

cgt gaa ttg gac ttc cac gat aca ttt tta gca get gaa tac tec cat 
Arg Glu Leu Asp Phe His Asp Thr Phe Leu Ala Ala Glu Tyr Ser His 
105 HO H5 

ccc ggc gac aat att cca cca ctt ctt gca gta gcg cag get cag aga 
Pro Gly Asp Asn He Pro Pro Leu Leu Ala Val Ala Gin Ala Gin Arg 
120 125 130 

age age ggc agg 
Ser Ser Gly Arg 
135 



403 



451 



499 



511 



<210> 616 
<211> 137 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 616 

Met Arg He His Asp Val Tyr Thr His Leu Ser Ala Asp Asn Phe Pro 
15 10 15 

Lys Ala Glu His Leu Ala Trp Lys Phe Ser Glu Leu Ala Thr Asp Pro 
20 25 30 

Val Glu Val Thr Pro Asp Val Ser Glu Met He He Asn Arg He He 
35 40 45 

Asp Asn Ala Ala Val Ser Ala Ala Ser Val Leu Arg Arg Pro Val Thr 
50 55 60 

Val Ala Arg Gin Gin Ala Gin Ser His Pro Arg Glu Lys Gly Gly Lys 
65 70 75 80 

Val Phe Gly He Ser Gly Ser Tyr Ser Pro Glu Trp Ala Ala Phe Ala 
85 90 95 
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Asn Gly Val Ala Val Arg Glu Leu Asp Phe His Asp Thr Phe Leu Ala 
100 105 HO 

Ala Glu Tyr Ser His Pro Gly Asp Asn He Pro Pro Leu Leu Ala Val 
115 120 125 

Ala Gin Ala Gin Arg Ser Ser Gly Arg 
130 135 



<210> 617 
<211> 603 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (603) 

<223> RXA02329 

<400> 617 

acg get acc agg cag teg cga aaa ggt gag att tec age tgg aag gcg 

Thr Ala Thr Arg Gin Ser Arg Lys Gly Glu He Ser Ser Trp Lys Ala 

15 10 15 

ttc gcg cca gcg ttt gcg gga aag atg gec att gag gcg atg gat cgt 
Phe Ala Pro Ala Phe Ala Gly Lys Met Ala He Glu Ala Met Asp Arg 
20 25 30 



ggg gtc ate gcg tgg ctg tta teg ggc aaa gat cat gtt tat cat gtg 
Gly Val He Ala Trp Leu Leu Ser Gly Lys Asp His Val Tyr His Val 
50 55 60 

cca ttg ccg gaa cac ggc gag ccc aag ctg ggg att eta gag act tac 
Pro Leu Pro Glu His Gly Glu Pro Lys Leu Gly He Leu Glu Thr Tyr 
65 70 75 80 



gaa acc ctg gat cat tec ate atg tac att ttc gee gtc gcg ctt caa 
Glu Thr Leu Asp His Ser He Met Tyr He Phe Ala Val Ala Leu Gin 
145 150 155 160 



48 



96 



gcg atg cgt ggg gag ggt teg ccc gca ccg att tgg gag ggc gaa gac 144 
Ala Met Arg Gly Glu Gly Ser Pro Ala Pro He Trp Glu Gly Glu Asp 
35 40 45 



192 



240 



288 



aca aag gaa cat tea gcg gaa tat caa teg cag gca ccg att gat ctg 
Thr Lys Glu His Ser Ala Glu Tyr Gin Ser Gin Ala Pro He Asp Leu 
85 90 95 

gcg cgc agg atg aag cca ctg gtt gac gcg get ggc gga acg gaa cac 
Ala Arg Arg Met Lys Pro Leu Val Asp Ala Ala Gly Gly Thr Glu His 
100 105 HO 

att gca gag att gtg ctg cgc acc agt cac cac acg cat tat gtg att 
He Ala Glu He Val Leu Arg Thr Ser His His Thr His Tyr Val He 
115 120 125 

ggc act ggg gcg aac gat ccg cag aag atg gat ccg cag gee teg cgt 432 
Gly Thr Gly Ala Asn Asp Pro Gin Lys Met Asp Pro Gin Ala Ser Arg 
130 135 140 



336 



384 



480 
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gat ggc gtg tgg cac cac gag ttt tec tac acc cgc aag cgt tec acc 528 
Asp Gly Val Trp His His Glu Phe Ser Tyr Thr Arg Lys Arg Ser Thr 
165 170 175 

cgc ccg gaa act gtg gag ctg tgg cac aag att cgc acc gtg gag gat 576 
Arg Pro Glu Thr Val Glu Leu Trp His Lys lie Arg Thr Val Glu Asp 
180 185 190 



cct gaa tgg acg cgc cga tac cat tct 
Pro Glu Trp Thr Arg Arg Tyr His Ser 
195 200 



<210> 618 
<211> 201 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 618 

Thr Ala Thr Arg Gin Ser Arg Lys Gly Glu He Ser Ser Trp Lys Ala 
15 10 15 

Phe Ala Pro Ala Phe Ala Gly Lys Met Ala He Glu Ala Met Asp Arg 
20 25 30 

Ala Met Arg Gly Glu Gly Ser Pro Ala Pro He Trp Glu Gly Glu Asp 
35 40 45 

Gly Val He Ala Trp Leu Leu Ser Gly Lys Asp His Val Tyr His Val 
50 55 60 

Pro Leu Pro Glu His Gly Glu Pro Lys Leu Gly He Leu Glu Thr Tyr 
65 70 75 80 

Thr Lys Glu His Ser Ala Glu Tyr Gin Ser Gin Ala Pro He Asp Leu 
85 90 95 

Ala Arg Arg Met Lys Pro Leu Val Asp Ala Ala Gly Gly Thr Glu His 
100 105 HO 

He Ala Glu He Val Leu Arg Thr Ser His His Thr His Tyr Val He 
115 120 125 

Gly Thr Gly Ala Asn Asp Pro Gin Lys Met Asp Pro Gin Ala Ser Arg 
130 135 140 

Glu Thr Leu Asp His Ser He Met Tyr He Phe Ala Val Ala Leu Gin 
145 150 155 160 

Asp Gly Val Trp His His Glu Phe Ser Tyr Thr Arg Lys Arg Ser Thr 
165 170 175 

Arg Pro Glu Thr Val Glu Leu Trp His Lys He Arg Thr Val Glu Asp 
180 185 190 

Pro Glu Trp Thr Arg Arg Tyr His Ser 
195 200 



603 



<210> 619 



BGI-126CP 



-886- 



<211> 1266 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1243) 
<223> RXA02332 



<400> 619 

gaccgcatgc aacaccgcag cagattatat gagctcctgc gatacgaaga ctacaacgtc 60 

tttgaccagc acattttcac ctacagaaaa ggagaaaaca atg agt gac age caa 

Met Ser Asp Ser Gin 



1 5 



105 



gat cat ate cga age att gga cac aac ctg ctt gcg cag ctt ccc atg 
Asp His He Arg Ser He Gly His Asn Leu Leu Ala Gin Leu Pro Met 
120 125 130 

gtg gtt gec atg gat ate cgc agg cga agt ggg gaa gag ate ate gca 
Val Val Ala Met Asp He Arg Arg Arg Ser Gly Glu Glu He He Ala 
135 140 145 

cct gac cac aac aaa ggt ate get teg aat ttc tta tec atg gtg ttt 
Pro Asp His Asn Lys Gly He Ala Ser Asn Phe Leu Ser Met Val Phe 
150 155 160 165 

ggc aat gat gat ggt tct gta gee aac tec gca gat gac ate cgc gat 
Gly Asn Asp Asp Gly Ser Val Ala Asn Ser Ala Asp Asp He Arg Asp 
170 175 180 

ttt gaa cgc tec etc ate etc tac gec gag cac tec ttc aac gee tec 



115 



163 



gtc cgc aaa gga etc aac ggc gtc ate tct gac tac aca age att tec 
Val Arg Lys Gly Leu Asn Gly Val He Ser Asp Tyr Thr Ser He Ser 
10 15 20 

aaa gtg atg cca gag age aac teg ctg act tac cgt ggc tac gee gtg 211 
Lys Val Met Pro Glu Ser Asn Ser Leu Thr Tyr Arg Gly Tyr Ala Val 
25 30 35 

gag gat ttg gtg gaa aac tgc age ttt gaa gaa gtg ate tac etc ctg 
Glu Asp Leu Val Glu Asn Cys Ser Phe Glu Glu Val He Tyr Leu Leu 
40 45 50 

tgg ttt ggg gag ctg ccc acc act gaa caa etc egg acc ttc aac acg 
Trp Phe Gly Glu Leu Pro Thr Thr Glu Gin Leu Arg Thr Phe Asn Thr 
55 60 65 

aca ggt cga age tac cgc tea etc gac gee gga ctg att tec etc ate 
Thr Gly Arg Ser Tyr Arg Ser Leu Asp Ala Gly Leu He Ser Leu He 
70 75 80 85 

cac tec tta ccc aac acc tgc cac ccc atg gac gtg ctg cgc acc gca 
His Ser Leu Pro Asn Thr Cys His Pro Met Asp Val Leu Arg Thr Ala 
90 95 100 

gtg tec tac atg ggt acc ttt gat ccc gat ccg ttt acc cgc gat gec 451 
Val Ser Tyr Met Gly Thr Phe Asp Pro Asp Pro Phe Thr Arg Asp Ala 

110 H5 



259 



307 



355 



403 



499 



547 



5 95 



643 



691 
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Phe Glu Arg Ser Leu He Leu Tyr Ala Glu His Ser Phe Asn Ala Ser 
185 190 195 

aca ttc tea gee cgc gtg ate tea tea acg cga tec gat acg tat teg 
Thr Phe Ser Ala Arg Val He Ser Ser Thr Arg Ser Asp Thr Tyr Ser 
200 205 210 

gcg ate aca ggt gcg ate ggt get etc aaa ggc cca ctg cac gga ggt 
Ala He Thr Gly Ala He Gly Ala Leu Lys Gly Pro Leu His Gly Gly 
215 220 225 

gee aat gag ttt gtc atg cac ace atg ctg gat ate gac gat ccc aac 
Ala Asn Glu Phe Val Met His Thr Met Leu Asp He Asp Asp Pro Asn 
230 235 240 245 

aat get gee gac tgg atg ggc aag gcg ttg gat cgt aaa gaa cgc ate 
Asn Ala Ala Asp Trp Met Gly Lys Ala Leu Asp Arg Lys Glu Arg He 
250 255 260 

atg gga ttc ggg cac cgc gtg tac aaa aac ggc gac tec agg gtc ccc 
Met Gly Phe Gly His Arg Val Tyr Lys Asn Gly Asp Ser Arg Val Pro 
265 270 275 

tec atg gag aaa tec atg cgc tec ctt get get cgt cac cgt ggt caa 
Ser Met Glu Lys Ser Met Arg Ser Leu Ala Ala Arg His Arg Gly Gin 
280 285 290 

aaa tgg gtg cac atg tat gag teg atg caa gaa gtc atg gag get cgc 
Lys Trp Val His Met Tyr Glu Ser Met Gin Glu Val Met Glu Ala Arg 
295 300 305 

act ggc att aaa ccc aac etc gac ttc ccg gee ggc cct gee tat tac 
Thr Gly He Lys Pro Asn Leu Asp Phe Pro Ala Gly Pro Ala Tyr Tyr 
310 315 320 325 

atg ctg gga ttc ccc gtc gac ttc ttc aca cca ctg ttt gtg ctg gee 1123 
Met Leu Gly Phe Pro Val Asp Phe Phe Thr Pro Leu Phe Val Leu Ala 
330 335 340 

cga gtg tea ggg tgg acg gca cac ate gtg gag caa ttt gaa aac aat 1171 
Arg Val Ser Gly Trp Thr Ala His He Val Glu Gin Phe Glu Asn Asn 
345 350 355 

gcg ctg ate cga cca ttg tct gee tac aac gga gtg gaa gaa agg gag 1219 
Ala Leu He Arg Pro Leu Ser Ala Tyr Asn Gly Val Glu Glu Arg Glu 
360 365 370 



739 



787 



835 



88 3 



931 



979 



1027 



1075 



gtg gtg ccc att teg gag aga ace taatcagtga ggctgatttc taa 
Val Val Pro He Ser Glu Arg Thr 
375 380 



1266 



<210> 620 
<211> 381 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 620 

Met Ser Asp Ser Gin Val Arg Lys Gly Leu Asn Gly Val He Ser Asp 
15 10 15 
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Tyr Thr Ser lie Ser Lys Val Met Pro Glu Ser Asn Ser Leu Thr Tyr 
20 25 30 

Arg Gly Tyr Ala Val Glu Asp Leu Val Glu Asn Cys Ser Phe Glu Glu 
35 40 45 

Val He Tyr Leu Leu Trp Phe Gly Glu Leu Pro Thr Thr Glu Gin Leu 
50 55 60 

Arq Thr Phe Asn Thr Thr Gly Arg Ser Tyr Arg Ser Leu Asp Ala Gly 
65 70 75 80 

Leu He Ser Leu He His Ser Leu Pro Asn Thr Cys His Pro Met Asp 
85 90 ^5 

Val Leu Arg Thr Ala Val Ser Tyr Met Gly Thr Phe Asp Pro Asp Pro 
100 105 HO 

Phe Thr Arg Asp Ala Asp His He Arg Ser He Gly His Asn Leu Leu 
115 120 125 

Ala Gin Leu Pro Met Val Val Ala Met Asp He Arg Arg Arg Ser Gly 
130 135 140 

Glu Glu He He Ala Pro Asp His Asn Lys Gly He Ala Ser Asn Phe 
145 150 155 160 

Leu Ser Met Val Phe Gly Asn Asp Asp Gly Ser Val Ala Asn Ser Ala 
165 170 175 

Asp Asp He Arg Asp Phe Glu Arg Ser Leu He Leu Tyr Ala Glu His 
180 185 190 

Ser Phe Asn Ala Ser Thr Phe Ser Ala Arg Val He Ser Ser Thr Arg 
195 200 205 

Ser Asp Thr Tyr Ser Ala He Thr Gly Ala He Gly Ala Leu Lys Gly 
210 215 220 

Pro Leu His Gly Gly Ala Asn Glu Phe Val Met His Thr Met Leu Asp 
225 230 235 240 

He Asp Asp Pro Asn Asn Ala Ala Asp Trp Met Gly Lys Ala Leu Asp 
245 250 255 

Arg Lys Glu Arg He Met Gly Phe Gly His Arg Val Tyr Lys Asn Gly 
260 265 270 

Asp Ser Arg Val Pro Ser Met Glu Lys Ser Met Arg Ser Leu Ala Ala 
275 280 285 

Arg His Arg Gly Gin Lys Trp Val His Met Tyr Glu Ser Met Gin Glu 
290 295 300 

Val Met Glu Ala Arg Thr Gly He Lys Pro Asn Leu Asp Phe Pro Ala 
305 310 315 320 

Gly Pro Ala Tyr Tyr Met Leu Gly Phe Pro Val Asp Phe Phe Thr Pro 
325 330 335 

Leu Phe Val Leu Ala Arg Val Ser Gly Trp Thr Ala His He Val Glu 



BGI-126CP 



- 889- 



340 



345 



350 



Gin Phe Glu Asn Asn Ala Leu lie Arg Pro Leu Ser Ala Tyr Asn Gly 
355 360 365 



Val Glu Glu Arg Glu Val Val Pro He Ser Glu Arg Thr 
370 375 380 



<210> 621 
<211> 1038 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1015) 
<223> RXN02333 

<400> 621 

tcttgcatgc cgtgcaaagc ctgcctgacc tggatgatct tgatcagctc aacatcgaag 60 



tcgacataag caaccaggcc gcgacgaaag cggggctgtt atg aat etc ttt teg 

Met Asn Leu Phe Ser 
1 5 

aat ggt gtt gat gtg ggg agg cgt cga caa gca ttt aaa gcg gca etc 
Asn Gly Val Asp Val Gly Arg Arg Arg Gin Ala Phe Lys Ala Ala Leu 
10 15 20 



gcg cgc tec ate gaa gaa gee ggc ttc gaa ggc gtc tac gtt tec ggc 
Ala Arg Ser He Glu Glu Ala Gly Phe Glu Gly Val Tyr Val Ser Gly 



40 



45 50 



cac ctt gaa gac caa gtc aac ccc aaa cgt tgc ggg cac ttg gac ggc 
His Leu Glu Asp Gin Val Asn Pro Lys Arg Cys Gly His Leu Asp Gly 
120 125 130 

aaa gaa gtc gtg cgc aca gac gtg atg gtt cga cgc ate gca gec gee 
Lys Glu Val Val Arg Thr Asp Val Met Val Arg Arg He Ala Ala Ala 
135 140 145 



115 



163 



gec gca ccc cac ate gee egg ctg ccc ggc gca ttc tec cct ctg att 211 
Ala Ala Pro His He Ala Arg Leu Pro Gly Ala Phe Ser Pro Leu He 
25 30 35 



259 



307 



gec gtc ata get get gac ctg gca eta ccc gat ate ggc ttg acg acg 
Ala Val He Ala Ala Asp Leu Ala Leu Pro Asp He Gly Leu Thr Thr 
55 60 65 

ctg acc gaa gtc gec cac cgc gcg egg caa att gcg cgc gtc aca gac 
Leu Thr Glu Val Ala His Arg Ala Arg Gin He Ala Arg Val Thr Asp 
70 75 80 85 

eta gga gtg ctt gtc gac gec gac acc ggc ttt ggc gaa ccc atg teg 
Leu Gly Val Leu Val Asp Ala Asp Thr Gly Phe Gly Glu Pro Met Ser 
90 95 100 

gec gca cgc acc gtc gec gaa ttg gag gac gee ggt gtg gee gga tgc 451 
Ala Ala Arg Thr Val Ala Glu Leu Glu Asp Ala Gly Val Ala Gly Cys 
105 HO H5 



355 



403 



499 



547 
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gtc teg gec egg cgc gac ccg aac ttt gtc ate tgc gee cgc ace gac 
Val Ser Ala Arg Arg Asp Pro Asn Phe Val lie Cys Ala Arg Thr Asp 
150 155 160 165 

gec get gga gtg gaa gga ate gac gee gee att gag cgc gcg aaa gec 
Ala Ala Gly Val Glu Gly He Asp Ala Ala He Glu Arg Ala Lys Ala 
170 175 180 

tac tta gat gcg ggc gec gac atg att ttc ace gaa gec etc cac age 
Tyr Leu Asp Ala Gly Ala Asp Met He Phe Thr Glu Ala Leu His Ser 
185 190 195 

gaa gec gac ttc cga tac ttc egg cac gee ate cct gat gee ttg ttg 
Glu Ala Asp Phe Arg Tyr Phe Arg His Ala He Pro Asp Ala Leu Leu 
200 205 210 

ctg gcg aat atg acc gaa ttt ggc aaa acg acg ctg ctg tea gec gac 
Leu Ala Asn Met Thr Glu Phe Gly Lys Thr Thr Leu Leu Ser Ala Asp 
215 220 225 

gtg ttg gaa gag att ggc tac aac gee gtg ate tac ccc gtg acc acg 
Val Leu Glu Glu He Gly Tyr Asn Ala Val He Tyr Pro Val Thr Thr 



230 235 



240 245 



ctg cgt att gee atg gga caa gta gaa caa gca eta gec gaa ate aaa 
Leu Arg He Ala Met Gly Gin Val Glu Gin Ala Leu Ala Glu He Lys 
250 255 260 

gaa cac ggt acc caa gaa gga tgg ctg gac cgc atg caa cac cgc age 
Glu His Gly Thr Gin Glu Gly Trp Leu Asp Arg Met Gin His Arg Ser 
265 270 275 

aga tta tat gag etc ctg cga tac gaa gac tac aac gtc ttt gac cag 
Arq Leu Tyr Glu Leu Leu Arg Tyr Glu Asp Tyr Asn Val Phe Asp Gin 
280 285 290 

cac att ttc acc tac aga aaa gga gaa aac aat gag tgacagccaa 
His He Phe Thr Tyr Arg Lys Gly Glu Asn Asn Glu 
295 300 305 

gtccgcaaag gac 



595 



643 



691 



739 



787 



835 



883 



931 



97 9 



1025 



1038 



<210> 622 
<211> 305 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 622 

su Phe Se 

1 5 10 15 



Met Asn Leu Phe Ser Asn Gly Val Asp Val Gly Arg Arg Arg Gin Ala 



Phe Lys Ala Ala Leu Ala Ala Pro His He Ala Arg Leu Pro Gly Ala 
20 25 30 

Phe Ser Pro Leu He Ala Arg Ser He Glu Glu Ala Gly Phe Glu Gly 
35 40 45 

Val Tyr Val Ser Gly Ala Val He Ala Ala Asp Leu Ala Leu Pro Asp 
50 55 60 
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He Gly Leu Thr Thr Leu Thr Glu Val Ala His Arg Ala Arg Gin He 
65 70 75 80 

Ala Arg Val Thr Asp Leu Gly Val Leu Val Asp Ala Asp Thr Gly Phe 
85 90 95 

Gly Glu Pro Met Ser Ala Ala Arg Thr Val Ala Glu Leu Glu Asp Ala 
100 105 110 

Gly Val Ala Gly Cys His Leu Glu Asp Gin Val Asn Pro Lys Arg Cys 
115 120 125 

Gly His Leu Asp Gly Lys Glu Val Val Arg Thr Asp Val Met Val Arg 
130 135 140 

Arg He Ala Ala Ala Val Ser Ala Arg Arg Asp Pro Asn Phe Val He 
145 150 155 160 

Cys Ala Arg Thr Asp Ala Ala Gly Val Glu Gly He Asp Ala Ala He 
165 170 175 

Glu Arg Ala Lys Ala Tyr Leu Asp Ala Gly Ala Asp Met He Phe Thr 
180 185 190 

Glu Ala Leu His Ser Glu Ala Asp Phe Arg Tyr Phe Arg His Ala He 
195 200 205 

Pro Asp Ala Leu Leu Leu Ala Asn Met Thr Glu Phe Gly Lys Thr Thr 
210 215 220 

Leu Leu Ser Ala Asp Val Leu Glu Glu He Gly Tyr Asn Ala Val He 
225 230 235 240 

Tyr Pro Val Thr Thr Leu Arg He Ala Met Gly Gin Val Glu Gin Ala 
245 250 255 

Leu Ala Glu He Lys Glu His Gly Thr Gin Glu Gly Trp Leu Asp Arg 
260 265 270 

Met Gin His Arg Ser Arg Leu Tyr Glu Leu Leu Arg Tyr Glu Asp Tyr 
275 280 285 

Asn Val Phe Asp Gin His He Phe Thr Tyr Arg Lys Gly Glu Asn Asn 
290 295 300 

Glu 
305 



<210> 623 
<211> 242 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (219) 
<223> FRXA02333 

<400> 623 
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96 



144 



gag att ggc tac aac gcc gtg ate tac ccc gtg acc acg ctg cgt att 48 
Glu lie Gly Tyr Asn Ala Val He Tyr Pro Val Thr Thr Leu Arg He 
15 10 15 

gcc atg gga caa gta gaa caa gca eta gcc gaa ate aaa gaa cac ggt 
Ala Met Gly Gin Val Glu Gin Ala Leu Ala Glu He Lys Glu His Gly 
20 25 30 

acc caa gaa gga tgg ctg gac cgc atg caa cac cgc age aga tta tat 
Thr Gin Glu Gly Trp Leu Asp Arg Met Gin His Arg Ser Arg Leu Tyr 
35 40 45 

gag etc ctg cga tac gaa gac tac aac gtc ttt gac cag cac att ttc 192 
Glu Leu Leu Arg Tyr Glu Asp Tyr Asn Val Phe Asp Gin His He Phe 
50 55 60 

acc tac aga aaa gga gaa aac aat gag tgacagccaa gtccgcaaag 239 
Thr Tyr Arg Lys Gly Glu Asn Asn Glu 
65 70 

242 

gac 



<210> 624 
<211> 73 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 624 

Glu He Gly Tyr Asn Ala Val He Tyr Pro Val Thr Thr Leu Arg He 
15 10 15 

Ala Met Gly Gin Val Glu Gin Ala Leu Ala Glu He Lys Glu His Gly 
20 25 30 

Thr Gin Glu Gly Trp Leu Asp Arg Met Gin His Arg Ser Arg Leu Tyr 
35 40 45 

Glu Leu Leu Arg Tyr Glu Asp Tyr Asn Val Phe Asp Gin His He Phe 
50 55 60 

Thr Tyr Arg Lys Gly Glu Asn Asn Glu 
65 70 



<210> 625 
<211> 513 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (490) 

<223> RXA00030 

<400> 625 

taaaaacgee actttggtgt cgataacacc gaacttccga acataaaaga tgcgttggtg 6 

ctctctgcac aatgtttctt teggaactat tctggcgacc atg cga att gaa ate 1 

Met Arg lie Glu He 
1 5 
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aca age gta ttt gtt gat gac cag gec aaa gca etc gat ttc tac acc 163 
Thr Ser Val Phe Val Asp Asp Gin Ala Lys Ala Leu Asp Phe Tyr Thr 
10 15 20 

acg aag etc gga ttt gag etc aaa cac gat gta act get ggt gac tac 211 
Thr Lys Leu Gly Phe Glu Leu Lys His Asp Val Thr Ala Gly Asp Tyr 
25 30 35 



cgc tgg ttg act gtt gtt gat cca gaa aac cca gat ggt gtg cag ctt 

Arg Trp Leu Thr Val Val Asp Pro Glu Asn Pro Asp Gly Val Gin Leu 

40 45 50 

ttg ttg gaa cca aac cag cac cca gat gca gcg act tac caa get gga 

Leu Leu Glu Pro Asn Gin His Pro Asp Ala Ala Thr Tyr Gin Ala Gly 

55 60 65 



gta gga aac eta att cag att gtt caa ttg aag cag aac taaccccgtg 
Val Gly Asn Leu He Gin He Val Gin Leu Lys Gin Asn 
120 125 130 

gaatgacaaa ate 



259 



307 



att aaa cga gac ggt att ccc get aca cag ttt tat gtt gat gat gtg 355 
He Lys Arg Asp Gly He Pro Ala Thr Gin Phe Tyr Val Asp Asp Val 
70 75 80 85 

cag gaa gaa tat gac age etc aag gat aaa ggc gtg gat ttc ate atg 403 
Gin Glu Glu Tyr Asp Ser Leu Lys Asp Lys Gly Val Asp Phe He Met 
90 95 100 

gaa cca acc gat gtg ggc cct tea gtg att gec att etc gat gac acc 451 
Glu Pro Thr Asp Val Gly Pro Ser Val He Ala He Leu Asp Asp Thr 
105 HO 115 



500 



513 



<210> 626 
<211> 130 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 626 

Met Arg He Glu He Thr Ser Val Phe Val Asp Asp Gin Ala Lys Ala 
15 10 15 

Leu Asp Phe Tyr Thr Thr Lys Leu Gly Phe Glu Leu Lys His Asp Val 
20 25 30 

Thr Ala Gly Asp Tyr Arg Trp Leu Thr Val Val Asp Pro Glu Asn Pro 
35 40 45 

Asp Gly Val Gin Leu Leu Leu Glu Pro Asn Gin His Pro Asp Ala Ala 
50 55 60 

Thr Tyr Gin Ala Gly He Lys Arg Asp Gly lie Pro Ala Thr Gin Phe 
65 70 75 80 

Tvr Val Asp Asp Val Gin Glu Glu Tyr Asp Ser Leu Lys Asp Lys Gly 
85 90 95 

Val Asp Phe He Met Glu Pro Thr Asp Val Gly Pro Ser Val He Ala 
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100 105 110 

lie Leu Asp Asp Thr Val Gly Asn Leu lie Gin lie Val Gin Leu Lys 
115 120 125 

Gin Asn 
130 



<210> 627 
<211> 2334 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . , (2311) 
<223> RXN00148 

<400> 627 

ctttgagggc agcgcgcatg cgcccgatgg ttatttgaac atgacaattg atgccgcggc 60 

gacgctggct gacctgctag atgctttggg agcttaaatc atg acg teg ate cct 115 

Met Thr Ser lie Pro 
1 5 

aat ttt tea gac ate cca ttg act get gag aca cgt gca teg gag tea 163 
Asn Phe Ser Asp lie Pro Leu Thr Ala Glu Thr Arg Ala Ser Glu Ser 
10 15 20 

cac aac gtt gac gec ggc aag gtg tgg aac act ccc gaa ggc att gat 211 
His Asn Val Asp Ala Gly Lys Val Trp Asn Thr Pro Glu Gly lie Asp 
25 30 35 

gtc aag cgc gta ttc acg cag get gac cgc gac gag gcg caa gcg gcg 259 
Val Lys Arg Val Phe Thr Gin Ala Asp Arg Asp Glu Ala Gin Ala Ala 
40 45 50 

gga cat ccg gtg gat tct ttg cca ggt caa aag cca ttt atg cgc ggg 307 
Gly His Pro Val Asp Ser Leu Pro Gly Gin Lys Pro Phe Met Arg Gly 
55 60 65 

ccg tac cca act atg tac acc aat cag ccg tgg acg att cgc cag tac 355 
Pro Tyr Pro Thr Met Tyr Thr Asn Gin Pro Trp Thr lie Arg Gin Tyr 
70 75 80 85 

gca ggc ttt tea acc gec gcg gaa tec aat gcg ttt tat egg agg aac 403 
Ala Gly Phe Ser Thr Ala Ala Glu Ser Asn Ala Phe Tyr Arg Arg Asn 
90 95 100 

ctt get gcg ggt caa aaa ggt ttg teg gtt gcg ttc gat eta gcg acc 451 
Leu Ala Ala Gly Gin Lys Gly Leu Ser Val Ala Phe Asp Leu Ala Thr 
105 110 115 

cac cgc ggt tat gac teg gat aat gag cgc gtg gtc ggc gat gtg ggt 4 99 
His Arg Gly Tyr Asp Ser Asp Asn Glu Arg Val Val Gly Asp Val Gly 
120 125 130 



atg gec ggc gtg gcg att gat teg att ttg gat atg cgt cag ctg ttt 547 
Met Ala Gly Val Ala lie Asp Ser lie Leu Asp Met Arg Gin Leu Phe 
135 140 145 
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gat ggc att gat ttg tec age gtg teg gtg teg atg ace atg aat ggc 
Asp Gly He Asp Leu Ser Ser Val Ser Val Ser Met Thr Met Asn Gly 
150 155 160 165 

get gtg ctg ccg att ctt gcg ttc tat ate gtg gcg get gag gaa caa 
Ala Val Leu Pro He Leu Ala Phe Tyr He Val Ala Ala Glu Glu Gin 
170 175 180 

ggt gtg ggt ccg gag cag ctt gcg ggc acg ate cag aat gac ate ttg 
Gly Val Gly Pro Glu Gin Leu Ala Gly Thr He Gin Asn Asp He Leu 
185 190 195 

aaa gaa ttt atg gtg cgc aac acc tat att tat ccg ccg aag ccg teg 
Lys Glu Phe Met Val Arg Asn Thr Tyr He Tyr Pro Pro Lys Pro Ser 
200 205 210 

atg cgc ate att tec aac ate ttt gag tac acc tec ttg aag atg cca 
Met Arg He He Ser Asn He Phe Glu Tyr Thr Ser Leu Lys Met Pro 
215 220 225 

cgt ttt aac tec att teg att tct ggc tat cac ate cag gaa gcg gga 



Phe Asn Ser He Ser He Ser Gly Tyr His He Gin Glu Ala Gly 

240 245 



Arg 

230 235 



gee cgc acc gcg att gag gcg atg get gca acc cag ggc cac acc cag 
Ala Arg Thr Ala He Glu Ala Met Ala Ala Thr Gin Gly His Thr Gin 
345 350 355 



ttc tct get cgt ate gee cga aac acc cag ctg ttg ctg cag cag gaa 
Phe Ser Ala Arg He Ala Arg Asn Thr Gin Leu Leu Leu Gin Gin Glu 
375 380 385 



595 



643 



691 



739 



787 



835 



883 



931 



979 



gcg act gee gat ttg gag ctg gee tac act ctg gcg gat ggt att gaa 
Ala Thr Ala Asp Leu Glu Leu Ala Tyr Thr Leu Ala Asp Gly He Glu 
250 255 260 

tac ate cgt gca ggt aaa gag gta ggc ctt gac gtg gat aag ttc gcg 
Tyr He Arg Ala Gly Lys Glu Val Gly Leu Asp Val Asp Lys Phe Ala 
265 270 275 

cct cgt ctg tec ttc ttc tgg ggt att tct atg tac acc ttc atg gag 
Pro Arg Leu Ser Phe Phe Trp Gly He Ser Met Tyr Thr Phe Met Glu 
280 285 290 

ate gca aag ctg cgt gcg gga cga ctg ctg tgg age gag ttg gtg gca 1027 
He Ala Lys Leu Arg Ala Gly Arg Leu Leu Trp Ser Glu Leu Val Ala 
295 300 305 

aaa ttc gat ccg aaa aac gee aag tec cag teg ctg cgc acg cac teg 1075 
Lys Phe Asp Pro Lys Asn Ala Lys Ser Gin Ser Leu Arg Thr His Ser 
310 315 320 325 

cag acc tct ggt tgg teg ttg acc gcg cag gat gtg tac aac aac gtc 1123 
Gin Thr Ser Gly Trp Ser Leu Thr Ala Gin Asp Val Tyr Asn Asn Val 
330 335 340 



1171 



teg ctg cac acc aat gca ctt gat gag gcg ttg gcg ctg ccc acc gat 1219 
Ser Leu His Thr Asn Ala Leu Asp Glu Ala Leu Ala Leu Pro Thr Asp 
360 365 370 



1267 
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tct ggc acg 
Ser Gly Thr 
390 

gag tgg ttg 
Glu Trp Leu 



gag gtg gag 
Glu Val Glu 



cct aag ctg 
Pro Lys Leu 
440 

gat tec ggc 
Asp Ser Gly 
455 

gaa gat gag 
Glu Asp Glu 
470 

gca gaa cag 
Ala Glu Gin 



gcg gaa gtc 
Ala Glu Val 



gag cat aaa 
Glu His Lys 
520 

gtc gat get 
Val Asp Ala 
535 

ttg gaa gtt 
Leu Glu Val 
550 

ggc gtg tac 
Gly Val Tyr 



gaa cgc gcg 
Glu Arg Ala 



cgc cca cgt 
Arg Pro Arg 
600 

gga cag aag 
Gly Gin Lys 
615 



gtg cgt cca 
Val Arg Pro 
395 

acc aat gag 
Thr Asn Glu 
410 

gaa gec ggc 
Glu Ala Gly 
425 

cgc att gag 
Arg lie Glu 



cgc cag gcg 
Arg Gin Ala 



gaa att gaa 
Glu He Glu 
475 

ttg get aaa 
Leu Ala Lys 
490 

aag get gcg 
Lys Ala Ala 
505 

gag cca ggg 
Glu Pro Gly 



gcg cgc gca 
Ala Arg Ala 



gtc ttt ggc 
Val Phe Gly 
555 

aag gat gag 
Lys Asp Glu 
570 

ate gee ctg 
He Ala Leu 
585 

ate ttt att 
He Phe He 



gtt gtc gcg 
Val Val Ala 



gtt gat cca 
Val Asp Pro 



ctg get aac 
Leu Ala Asn 



gga atg gcg 
Gly Met Ala 
430 

gaa tea gcg 
Glu Ser Ala 
445 

ctg ate ggc 
Leu He Gly 
460 

gtc etc aag 
Val Leu Lys 



etc gcg caa 
Leu Ala Gin 



ctg gat gcg 
Leu Asp Ala 

510 

gat ttg gat 
Asp Leu Asp 
525 

aaa get acc 
Lys Ala Thr 
540 

cgc cac gaa 
Arg His Glu 



gtt gga aag 
Val Gly Lys 



get gac gec 
Ala Asp Ala 
590 

gec aag atg 
Ala Lys Met 
605 

tct gec tat 
Ser Ala Tyr 
620 



tgg gcg ggc 
Trp Ala Gly 
400 

cgc gcg cgc 
Arg Ala Arg 
415 

cag gec acc 
Gin Ala Thr 



gca cgc acc 
Ala Arg Thr 



gtg aat cgc 
Val Asn Arg 
465 

gtt gac aac 
Val Asp Asn 
480 

ctg aaa gca 
Leu Lys Ala 
495 

ttg aca get 
Leu Thr Ala 



cag aac ctg 
Gin Asn Leu 



att gga gag 
He Gly Glu 
545 

gca gaa ate 
Ala Glu He 
560 

gaa ggc aca 
Glu Gly Thr 
575 

ttt gag get 
Phe Glu Ala 



ggc cag gat 
Gly Gin Asp 



get gac ctg 
Ala Asp Leu 
625 



tec tat tac 
Ser Tyr Tyr 



aag cac ate 
Lys His lie 
420 

gcg cag gga 
Ala Gin Gly 
435 

cag get cgc 
Gin Ala Arg 
450 

tac gtg gcg 
Tyr Val Ala 



acc aag gtt 
Thr Lys Val 



gag cgc aac 
Glu Arg Asn 
500 

get gec cgc 
Ala Ala Arg 
515 

etc aaa ctt 
Leu Lys Leu 
530 

ate tec gat 
He Ser Asp 



agg acg ctg 
Arg Thr Leu 



gtg age aac 
Val Ser Asn 
580 

gag gaa ggc 
Glu Glu Gly 
595 

gga cat gac 
Gly His Asp 
610 

ggc atg gac 
Gly Met Asp 



gtg 1315 

Val 

405 

gat 1363 
Asp 



att 1411 
lie 



att 1459 
He 



gaa 1507 
Glu 



cgc 1555 

Arg 

485 

gat 1603 
Asp 



aac 1651 
Asn 



gec 1699 
Ala 



get 1747 
Ala 



tct 1795 

Ser 

565 

gtc 1843 
Val 



cgc 1891 
Arg 



cgt 1939 
Arg 



gtg 1987 
Val 



gat gtt gga ccg ctg ttt caa act cca gee gaa get gee cgc gee gec 



2035 
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Asp Val Gly Pro Leu Phe Gin Thr Pro Ala Glu Ala Ala Arg Ala Ala 

630 635 640 645 

gtg gac gcc gat gtt cac gtg gtg ggt atg tct teg ctg gca gca ggc 

Val Asp Ala Asp Val His Val Val Gly Met Ser Ser Leu Ala Ala Gly 

650 655 660 

cac etc acc ttg ctg ccc gag ctg aag aaa gaa ctt gca get ctt ggc 

His Leu Thr Leu Leu Pro Glu Leu Lys Lys Glu Leu Ala Ala Leu Gly 

665 670 675 



2083 



2131 



cgc gat gac att ctg gtc acc gtg ggc ggc gtc att ccg ccg ggc gat 2179 
Arg Asp Asp He Leu Val Thr Val Gly Gly Val He Pro Pro Gly Asp 
680 685 690 

ttc cag gat etc tac gat atg ggt gcc gcc gcg att tac cct tea gga 2227 
Phe Gin Asp Leu Tyr Asp Met Gly Ala Ala Ala He Tyr Pro Ser Gly 
695 700 705 

acc gtc ate gcg gag teg gcg ate gat ctg ate acc cga etc gcc gca 2275 
Thr Val He Ala Glu Ser Ala He Asp Leu He Thr Arg Leu Ala Ala 
710 715 720 725 

cac ctg ggc ttt gac ctg gat gtg gat gtg aat gaa tgatcacggt 2321 
His Leu Gly Phe Asp Leu Asp Val Asp Val Asn Glu 
730 735 



ttcctagaag aca 



2334 



<210> 628 
<211> 737 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 628 

Met Thr Ser He Pro Asn Phe Ser Asp He Pro Leu Thr Ala Glu Thr 
15 10 15 

Arg Ala Ser Glu Ser His Asn Val Asp Ala Gly Lys Val Trp Asn Thr 
20 25 30 

Pro Glu Gly He Asp Val Lys Arg Val Phe Thr Gin Ala Asp Arg Asp 
35 40 45 

Glu Ala Gin Ala Ala Gly His Pro Val Asp Ser Leu Pro Gly Gin Lys 
50 55 60 

Pro Phe Met Arg Gly Pro Tyr Pro Thr Met Tyr Thr Asn Gin Pro Trp 
65 70 75 80 

Thr He Arg Gin Tyr Ala Gly Phe Ser Thr Ala Ala Glu Ser Asn Ala 
85 90 95 

Phe Tyr Arg Arg Asn Leu Ala Ala Gly Gin Lys Gly Leu Ser Val Ala 
100 105 HO 

Phe Asp Leu Ala Thr His Arg Gly Tyr Asp Ser Asp Asn Glu Arg Val 
115 120 125 

Val Gly Asp Val Gly Met Ala Gly Val Ala He Asp Ser He Leu Asp 
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130 135 140 

Met Arg Gin Leu Phe Asp Gly He Asp Leu Ser Ser Val Ser Val Ser 
145 150 155 160 

Met Thr Met Asn Gly Ala Val Leu Pro He Leu Ala Phe Tyr He Val 
165 170 175 

Ala Ala Glu Glu Gin Gly Val Gly Pro Glu Gin Leu Ala Gly Thr He 
180 185 190 

Gin Asn Asp He Leu Lys Glu Phe Met Val Arg Asn Thr Tyr He Tyr 
195 200 205 

Pro Pro Lys Pro Ser Met Arg He He Ser Asn He Phe Glu Tyr Thr 
210 215 220 

Ser Leu Lys Met Pro Arg Phe Asn Ser He Ser He Ser Gly Tyr His 
225 230 235 240 

He Gin Glu Ala Gly Ala Thr Ala Asp Leu Glu Leu Ala Tyr Thr Leu 
245 250 255 

Ala Asp Gly He Glu Tyr He Arg Ala Gly Lys Glu Val Gly Leu Asp 
260 265 270 

Val Asp Lys Phe Ala Pro Arg Leu Ser Phe Phe Trp Gly He Ser Met 
275 280 285 

Tyr Thr Phe Met Glu He Ala Lys Leu Arg Ala Gly Arg Leu Leu Trp 
290 295 300 

Ser Glu Leu Val Ala Lys Phe Asp Pro Lys Asn Ala Lys Ser Gin Ser 
305 310 315 320 

Leu Arg Thr His Ser Gin Thr Ser Gly Trp Ser Leu Thr Ala Gin Asp 
325 330 335 

Val Tyr Asn Asn Val Ala Arg Thr Ala He Glu Ala Met Ala Ala Thr 
340 345 350 

Gin Gly His Thr Gin Ser Leu His Thr Asn Ala Leu Asp Glu Ala Leu 
355 360 365 

Ala Leu Pro Thr Asp Phe Ser Ala Arg He Ala Arg Asn Thr Gin Leu 
370 375 380 

Leu Leu Gin Gin Glu Ser Gly Thr Val Arg Pro Val Asp Pro Trp Ala 
385 390 395 400 

Gly Ser Tyr Tyr Val Glu Trp Leu Thr Asn Glu Leu Ala Asn Arg Ala 
405 410 415 

Arg Lys His He Asp Glu Val Glu Glu Ala Gly Gly Met Ala Gin Ala 
420 425 430 

Thr Ala Gin Gly He Pro Lys Leu Arg He Glu Glu Ser Ala Ala Arg 
435 440 445 

Thr Gin Ala Arg He Asp Ser Gly Arg Gin Ala Leu He Gly Val Asn 
450 455 460 
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Arg Tyr Val Ala Glu Glu Asp Glu Glu lie Glu Val Leu Lys Val Asp 
465 470 475 480 

Asn Thr Lys Val Arg Ala Glu Gin Leu Ala Lys Leu Ala Gin Leu Lys 
485 490 495 

Ala Glu Arg Asn Asp Ala Glu Val Lys Ala Ala Leu Asp Ala Leu Thr 
500 505 510 

Ala Ala Ala Arg Asn Glu His Lys Glu Pro Gly Asp Leu Asp Gin Asn 
515 520 525 

Leu Leu Lys Leu Ala Val Asp Ala Ala Arg Ala Lys Ala Thr He Gly 
530 535 540 

Glu He Ser Asp Ala Leu Glu Val Val Phe Gly Arg His Glu Ala Glu 
545 550 555 560 

He Arg Thr Leu Ser Gly Val Tyr Lys Asp Glu Val Gly Lys Glu Gly 
565 570 575 

Thr Val Ser Asn Val Glu Arg Ala He Ala Leu Ala Asp Ala Phe Glu 
580 585 590 

Ala Glu Glu Gly Arg Arg Pro Arg He Phe He Ala Lys Met Gly Gin 
595 600 605 

Asp Gly His Asp Arg Gly Gin Lys Val Val Ala Ser Ala Tyr Ala Asp 
610 615 620 

Leu Gly Met Asp Val Asp Val Gly Pro Leu Phe Gin Thr Pro Ala Glu 
625 630 635 640 

Ala Ala Arg Ala Ala Val Asp Ala Asp Val His Val Val Gly Met Ser 
645 650 655 

Ser Leu Ala Ala Gly His Leu Thr Leu Leu Pro Glu Leu Lys Lys Glu 
660 665 670 

Leu Ala Ala Leu Gly Arg Asp Asp He Leu Val Thr Val Gly Gly Val 
675 680 685 

He Pro Pro Gly Asp Phe Gin Asp Leu Tyr Asp Met Gly Ala Ala Ala 
690 695 700 

Tie Tyr Pro Ser Gly Thr Val He Ala Glu Ser Ala He Asp Leu He 
705 710 715 720 

Thr Arg Leu Ala Ala His Leu Gly Phe Asp Leu Asp Val Asp Val Asn 
725 730 735 

Glu 



<210> 629 
<211> 2098 
<212> DNA 

<213> Corynebacterium glutamicum 
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<220> 
<221> CDS 

<222> (101) . . (2098) 
<223> FRXA00148 



<400> 629 

ctttgagggc agcgcgcatg cgcccgatgg ttatttgaac atgacaattg atgccgcggc 

gacgctggct gacctgctag atgctttggg agcttaaatc atg acg teg ate cct 

Met Thr Ser lie Pro 
1 5 



aat ttt tea gac ate cca ttg act get gag aca cgt gca teg gag tea 
Asn Phe Ser Asp lie Pro Leu Thr Ala Glu Thr Arg Ala Ser Glu Ser 
10 15 20 



163 



cac aac gtt gac gee ggc aag gtg tgg aac act ccc gaa ggc att gat 211 
His Asn Val Asp Ala Gly Lys Val Trp Asn Thr Pro Glu Gly He Asp 
25 30 35 



gtc aag cgc gta ttc acg cag get gac cgc gac gag gcg caa gcg gcg 
Val Lys Arg Val Phe Thr Gin Ala Asp Arg Asp Glu Ala Gin Ala Ala 
40 45 50 

gga cat ccg gtg gat tct ttg cca ggt caa aag cca ttt atg cgc ggg 
Gly His Pro Val Asp Ser Leu Pro Gly Gin Lys Pro Phe Met Arg Gly 
55 60 65 

ccg tac cca act atg tac acc aat cag ccg tgg acg att cgc cag tac 
Pro Tyr Pro Thr Met Tyr Thr Asn Gin Pro Trp Thr He Arg Gin Tyr 
70 75 80 85 

gca ggc ttt tea acc gec gcg gaa tec aat gcg ttt tat egg agg aac 
Ala Gly Phe Ser Thr Ala Ala Glu Ser Asn Ala Phe Tyr Arg Arg Asn 
90 95 100 



cac cgc ggt tat gac teg gat aat gag cgc gtg gtc ggc gat gtg ggt 
His Arg Gly Tyr Asp Ser Asp Asn Glu Arg Val Val Gly Asp Val Gly 
120 125 130 

atg gee ggc gtg gcg att gat teg att ttg gat atg cgt cag ctg ttt 
Met Ala Gly Val Ala He Asp Ser He Leu Asp Met Arg Gin Leu Phe 
135 140 145 

gat ggc att gat ttg tec age gtg teg gtg teg atg acc atg aat ggc 
Asp Gly He Asp Leu Ser Ser Val Ser Val Ser Met Thr Met Asn Gly 
150 155 160 165 

get gtg ctg ccg att ctt gcg ttc tat ate gtg gcg get gag gaa caa 
Ala Val Leu Pro He Leu Ala Phe Tyr He Val Ala Ala Glu Glu Gin 
170 175 180 

ggt gtg ggt ccg gag cag ctt gcg ggc acg ate cag aat gac ate ttg 
Gly Val Gly Pro Glu Gin Leu Ala Gly Thr He Gin Asn Asp He Leu 
185 190 195 

aaa gaa ttt atg gtg cgc aac acc tat att tat ccg ccg aag ccg teg 



259 



307 



355 



403 



ctt get gcg ggt caa aaa ggt ttg teg gtt gcg ttc gat eta gcg acc 451 
Leu Ala Ala Gly Gin Lys Gly Leu Ser Val Ala Phe Asp Leu Ala Thr 
105 HO H5 



499 



547 



595 



643 



691 



739 
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Lys Glu Phe Met Val Arg Asn Thr Tyr lie Tyr Pro Pro Lys Pro Ser 
200 205 210 

atg cgc ate att tec aac ate ttt gag tac acc tec ttg aag atg cca 
Met Arg lie lie Ser Asn He Phe Glu Tyr Thr Ser Leu Lys Met Pro 
215 220 225 

cgt ttt aac tec att teg att tct ggc tat cac ate cag gaa gcg gga 
Arg Phe Asn Ser He Ser He Ser Gly Tyr His He Gin Glu Ala Gly 
230 235 240 245 

gcg act gec gat ttg gag ctg gee tac act ctg gcg gat ggt att gaa 
Ala Thr Ala Asp Leu Glu Leu Ala Tyr Thr Leu Ala Asp Gly He Glu 
250 255 260 

tac ate cgt gca ggt aaa gag gta ggc ctt gac gtg gat aag ttc gcg 
Tyr He Arg Ala Gly Lys Glu Val Gly Leu Asp Val Asp Lys Phe Ala 
265 270 275 

cct cgt ctg tec ttc ttc tgg ggt att tct atg tac acc ttc atg gag 
Pro Arg Leu Ser Phe Phe Trp Gly He Ser Met Tyr Thr Phe Met Glu 
280 285 290 

ate gca aag ctg cgt gcg gga cga ctg ctg tgg age gag ttg gtg gca 
He Ala Lys Leu Arg Ala Gly Arg Leu Leu Trp Ser Glu Leu Val Ala 
295 300 305 

aaa ttc gat ccg aaa aac gee aag tec cag teg ctg cgc acg cac teg 
Lys Phe Asp Pro Lys Asn Ala Lys Ser Gin Ser Leu Arg Thr His Ser 
310 315 320 325 

cag acc tct ggt tgg teg ttg acc gcg cag gat gtg tac aac aac gtc 1123 
Gin Thr Ser Gly Trp Ser Leu Thr Ala Gin Asp Val Tyr Asn Asn Val 
330 335 340 

gee cgc acc gcg att gag gcg atg get gca acc cag ggc cac acc cag 1171 
Ala Arg Thr Ala He Glu Ala Met Ala Ala Thr Gin Gly His Thr Gin 
345 350 355 

teg ctg cac acc aat gca ctt gat gag gcg ttg gcg ctg ccc acc gat 1219 
Ser Leu His Thr Asn Ala Leu Asp Glu Ala Leu Ala Leu Pro Thr Asp 
360 365 370 

ttc tct get cgt ate gee cga aac acc cag ctg ttg ctg cag cag gaa 1267 
Phe Ser Ala Arg He Ala Arg Asn Thr Gin Leu Leu Leu Gin Gin Glu 
375 380 385 

tct ggc acg gtg cgt cca gtt gat cca tgg gcg ggc tec tat tac gtg 1315 
Ser Gly Thr Val Arg Pro Val Asp Pro Trp Ala Gly Ser Tyr Tyr Val 
390 395 400 405 



gag tgg ttg acc aat gag ctg get aac cgc gcg cgc aag cac ate gat 
Glu Trp Leu Thr Asn Glu Leu Ala Asn Arg Ala Arg Lys His He Asp 
410 415 420 



787 



835 



883 



931 



979 



1027 



1075 



1363 



gag gtg gag gaa gec ggc gga atg gcg cag gee acc gcg cag gga att 1411 
Glu Val Glu Glu Ala Gly Gly Met Ala Gin Ala Thr Ala Gin Gly He 
425 430 435 



cct aag ctg cgc att gag gaa tea gcg gca cgc acc cag get cgc att 
Pro Lys Leu Arg He Glu Glu Ser Ala Ala Arg Thr Gin Ala Arg He 



1459 
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440 445 450 

gat tec ggc cgc cag gcg ctg ate ggc gtg aat cgc tac gtg gcg gaa 
Asp Ser Gly Arg Gin Ala Leu He Gly Val Asn Arg Tyr Val Ala Glu 
455 460 465 



gca gaa cag ttg get aaa etc gcg caa ctg aaa gca gag cgc aac gat 
Ala Glu Gin Leu Ala Lys Leu Ala Gin Leu Lys Ala Glu Arg Asn Asp 
490 495 500 



gag cat aaa gag cca ggg gat ttg gat cag aac ctg etc aaa ctt gec 
Glu His Lys Glu Pro Gly Asp Leu Asp Gin Asn Leu Leu Lys Leu Ala 
520 525 530 



gaa cgc gcg ate gec ctg get gac gec ttt gag get gag gaa ggc cgc 
Glu Arg Ala He Ala Leu Ala Asp Ala Phe Glu Ala Glu Glu Gly Arg 
585 590 595 



gga cag aag gtt gtc gcg tct gec tat get gac ctg ggc atg gac gtg 
Gly Gin Lys Val Val Ala Ser Ala Tyr Ala Asp Leu Gly Met Asp Val 
615 620 625 

gat gtt gga ccg ctg ttt caa act cca gee gaa get gec cgc gec gee 
Asp Val Gly Pro Leu Phe Gin Thr Pro Ala Glu Ala Ala Arg Ala Ala 
630 635 640 645 

gtg gac gee gat gtt cac gtg gtg ggt atg tct teg ctg gca gca ggc 
Val Asp Ala Asp Val His Val Val Gly Met Ser Ser Leu Ala Ala Gly 
650 655 660 

cac etc acc ttg ctg 
His Leu Thr Leu Leu 
665 



1507 



gaa gat gag gaa att gaa gtc etc aag gtt gac aac acc aag gtt cgc 1555 
Glu Asp Glu Glu He Glu Val Leu Lys Val Asp Asn Thr Lys Val Arg 
470 475 480 485 



1603 



gcg gaa gtc aag get gcg ctg gat gcg ttg aca get get gec cgc aac 1651 
Ala Glu Val Lys Ala Ala Leu Asp Ala Leu Thr Ala Ala Ala Arg Asn 
505 510 515 



1699 



gtc gat get gcg cgc gca aaa get acc att gga gag ate tec gat get 1747 
Val Asp Ala Ala Arg Ala Lys Ala Thr He Gly Glu He Ser Asp Ala 
535 540 545 

ttg gaa gtt gtc ttt ggc cgc cac gaa gca gaa ate agg acg ctg tct 1795 
Leu Glu Val Val Phe Gly Arg His Glu Ala Glu He Arg Thr Leu Ser 
550 555 560 565 

ggc gtg tac aag gat gag gtt gga aag gaa ggc aca gtg age aac gtc 1843 
Gly Val Tyr Lys Asp Glu Val Gly Lys Glu Gly Thr Val Ser Asn Val 
570 575 580 



1891 



cgc cca cgt ate ttt att gec aag atg ggc cag gat gga cat gac cgt 1939 
Arg Pro Arg He Phe He Ala Lys Met Gly Gin Asp Gly His Asp Arg 
600 605 610 



1987 



2035 



2083 



2098 



<210> 630 
<211> 666 
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<212> PRT 

<213> Corynebacterium glutamicum 
<400> 630 

Met Thr Ser He Pro Asn Phe Ser Asp He Pro Leu Thr Ala Glu Thr 
15 10 15 

Arg Ala Ser Glu Ser His Asn Val Asp Ala Gly Lys Val Trp Asn Thr 
20 25 30 

Pro Glu Gly He Asp Val Lys Arg Val Phe Thr Gin Ala Asp Arg Asp 
35 40 45 

Glu Ala Gin Ala Ala Gly His Pro Val Asp Ser Leu Pro Gly Gin Lys 
50 55 60 

Pro Phe Met Arg Gly Pro Tyr Pro Thr Met Tyr Thr Asn Gin Pro Trp 
65 70 75 80 

Thr He Arg Gin Tyr Ala Gly Phe Ser Thr Ala Ala Glu Ser Asn Ala 
85 90 95 

Phe Tyr Arg Arg Asn Leu Ala Ala Gly Gin Lys Gly Leu Ser Val Ala 
100 105 HO 

Phe Asp Leu Ala Thr His Arg Gly Tyr Asp Ser Asp Asn Glu Arg Val 
115 120 125 

Val Gly Asp Val Gly Met Ala Gly Val Ala He Asp Ser He Leu Asp 
130 135 140 

Met Arg Gin Leu Phe Asp Gly He Asp Leu Ser Ser Val Ser Val Ser 
145 150 155 160 

Met Thr Met Asn Gly Ala Val Leu Pro He Leu Ala Phe Tyr He Val 
165 170 175 

Ala Ala Glu Glu Gin Gly Val Gly Pro Glu Gin Leu Ala Gly Thr He 
180 185 190 

Gin Asn Asp He Leu Lys Glu Phe Met Val Arg Asn Thr Tyr He Tyr 
195 200 205 

Pro Pro Lys Pro Ser Met Arg He He Ser Asn He Phe Glu Tyr Thr 
210 215 220 

Ser Leu Lys Met Pro Arg Phe Asn Ser He Ser He Ser Gly Tyr His 
225 230 235 240 

He Gin Glu Ala Gly Ala Thr Ala Asp Leu Glu Leu Ala Tyr Thr Leu 
245 250 255 

Ala Asp Gly He Glu Tyr He Arg Ala Gly Lys Glu Val Gly Leu Asp 
260 265 270 

Val Asp Lys Phe Ala Pro Arg Leu Ser Phe Phe Trp Gly lie Ser Met 
275 280 285 

Tyr Thr Phe Met Glu He Ala Lys Leu Arg Ala Gly Arg Leu Leu Trp 
290 295 300 
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Ser Glu Leu Val 
305 

Leu Arg Thr His 



Val Tyr Asn Asn 
340 

Gin Gly His Thr 
355 

Ala Leu Pro Thr 
370 

Leu Leu Gin Gin 
385 

Gly Ser Tyr Tyr 



Arg Lys His lie 
420 

Thr Ala Gin Gly 
435 

Thr Gin Ala Arg 
450 

Arg Tyr Val Ala 
465 

Asn Thr Lys Val 



Ala Glu Arg Asn 
500 

Ala Ala Ala Arg 
515 

Leu Leu Lys Leu 
530 

Glu lie Ser Asp 
545 

lie Arg Thr Leu 



Thr Val Ser Asn 
580 

Ala Glu Glu Gly 
595 

Asp Gly His Asp 
610 

Leu Gly Met Asp 



Ala Lys Phe Asp 
310 

Ser Gin Thr Ser 
325 

Val Ala Arg Thr 



Gin Ser Leu His 
360 

Asp Phe Ser Ala 
375 

Glu Ser Gly Thr 
390 

Val Glu Trp Leu 
405 

Asp Glu Val Glu 



lie Pro Lys Leu 
440 

lie Asp Ser Gly 
455 

Glu Glu Asp Glu 
470 

Arg Ala Glu Gin 
485 

Asp Ala Glu Val 



Asn Glu His Lys 
520 

Ala Val Asp Ala 

535 

Ala Leu Glu Val 
550 

Ser Gly Val Tyr 
565 

Val Glu Arg Ala 



Arg Arg Pro Arg 
600 

Arg Gly Gin Lys 
615 

Val Asp Val Gly 



Pro Lys Asn Ala 
315 

Gly Trp Ser Leu 
330 

Ala lie Glu Ala 
345 

Thr Asn Ala Leu 



Arg lie Ala Arg 
380 

Val Arg Pro Val 
395 

Thr Asn Glu Leu 
410 

Glu Ala Gly Gly 
425 

Arg He Glu Glu 



Arg Gin Ala Leu 
460 

Glu He Glu Val 
475 

Leu Ala Lys Leu 
490 

Lys Ala Ala Leu 
505 

Glu Pro Gly Asp 



Ala Arg Ala Lys 
540 

Val Phe Gly Arg 
555 

Lys Asp Glu Val 
570 

He Ala Leu Ala 
585 

He Phe He Ala 



Val Val Ala Ser 
620 

Pro Leu Phe Gin 



Lys Ser Gin Ser 
320 

Thr Ala Gin Asp 
335 

Met Ala Ala Thr 
350 

Asp Glu Ala Leu 
365 

Asn Thr Gin Leu 



Asp Pro Trp Ala 
400 

Ala Asn Arg Ala 
415 

Met Ala Gin Ala 
430 

Ser Ala Ala Arg 
445 

He Gly Val Asn 



Leu Lys Val Asp 
480 

Ala Gin Leu Lys 
495 

Asp Ala Leu Thr 
510 

Leu Asp Gin Asn 
525 

Ala Thr He Gly 



His Glu Ala Glu 
560 

Gly Lys Glu Gly 
575 

Asp Ala Phe Glu 
590 

Lys Met Gly Gin 
605 

Ala Tyr Ala Asp 



Thr Pro Ala Glu 
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625 630 635 640 

Ala Ala Arg Ala Ala Val Asp Ala Asp Val His Val Val Gly Met Ser 
645 650 655 

Ser Leu Ala Ala Gly His Leu Thr Leu Leu 
660 665 



<210> 631 
<211> 1971 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> {101} . . (1948) 

<223> RXA0014 9 

<400> 631 

ttttcgtagg taaacacagg tgaaggcttt acaagcttgt gaactcccta cacaaaagca 60 

atccaatagc tatccataag caagagaaag taagtctacg ttg act gat etc aca 115 

Leu Thr Asp Leu Thr 

1 5 

aag act gcg gtg ccc gag gaa ctt tea gag aac etc gaa act tgg tac 163 

Lys Thr Ala Val Pro Glu Glu Leu Ser Glu Asn Leu Glu Thr Trp Tyr 

10 15 20 

aag get gtg gee ggt gtt ttc gcg cgc aca cag aaa aaa gac ate ggc 211 
Lys Ala Val Ala Gly Val Phe Ala Arg Thr Gin Lys Lys Asp lie Gly 
25 30 35 

gac att gec gta gat gtg tgg aag aaa etc ate gtc act aca ccg gat 259 
Asp He Ala Val Asp Val Trp Lys Lys Leu He Val Thr Thr Pro Asp 
40 45 50 

ggt gtt gat ate aat ccg ctg tac acc aga gca gat gag tec cag agg 
Gly Val Asp He Asn Pro Leu Tyr Thr Arg Ala Asp Glu Ser Gin Arg 
55 60 65 

aaa ttc act gag gtt cct ggt gag ttt ccc ttc act agg gga acc act 355 
Lys Phe Thr Glu Val Pro Gly Glu Phe Pro Phe Thr Arg Gly Thr Thr 
70 75 80 85 



gtt gat ggt gaa cgc gtt ggt tgg ggt gtt act gag act ttc gga cat 
Val Asp Gly Glu Arg Val Gly Trp Gly Val Thr Glu Thr Phe Gly His 
90 95 100 



ggc acc acc aca ttg ggt ttt gag ttc tct gag gaa ttc acg gca get 
Gly Thr Thr Thr Leu Gly Phe Glu Phe Ser Glu Glu Phe Thr Ala Ala 
120 125 130 

gat ctt aaa gtt get etc gaa ggc gtg tat etc aac atg get ccg ttg 
Asp Leu Lys Val Ala Leu Glu Gly Val Tyr Leu Asn Met Ala Pro Leu 
135 140 145 



307 



4 03 



gac age ccg aag aat ate aac get gcg gtg ctg aat get ctg aat tct 451 
Asp Ser Pro Lys Asn He Asn Ala Ala Val Leu Asn Ala Leu Asn Ser 
105 HO H5 



499 



547 
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ctg att cat gcg ggt gga tec acg tea gag gtt gca gcg gcg ttg tat 595 
Leu lie His Ala Gly Gly Ser Thr Ser Glu Val Ala Ala Ala Leu Tyr 
150 155 160 165 

acg ttg gcg gag gaa gec gga acg ttt ttt get gcg ttg acc ttg ggt 643 
Thr Leu Ala Glu Glu Ala Gly Thr Phe Phe Ala Ala Leu Thr Leu Gly 
170 175 180 

tct cgt cct ttg acg gcg cag gtt gat ggt teg cac agt gac acc att 691 
Ser Arg Pro Leu Thr Ala Gin Val Asp Gly Ser His Ser Asp Thr lie 
185 190 195 

gaa gaa gca gtt cag ttg gca gtg aat get tec aag cgt gcg aat gtg 739 
Glu Glu Ala Val Gin Leu Ala Val Asn Ala Ser Lys Arg Ala Asn Val 
200 205 210 

cgc get ate ttg gtg gat ggt tec agt ttt tec aac cag ggc gcg teg 787 
Arg Ala lie Leu Val Asp Gly Ser Ser Phe Ser Asn Gin Gly Ala Ser 
215 220 225 

gat get caa gaa att ggt eta agt ate gee gee ggt gtg gat tat gtc 835 
Asp Ala Gin Glu lie Gly Leu Ser lie Ala Ala Gly Val Asp Tyr Val 
230 235 240 245 

cgt cgc ttg gtc gat gca ggc ctt tec acg gaa get gca ctt aag cag 883 
Arg Arg Leu Val Asp Ala Gly Leu Ser Thr Glu Ala Ala Leu Lys Gin 
250 255 260 

gtg gcg ttc cgt ttt gcg gtc acc gat gag cag ttc gcg cag att tct 931 
Val Ala Phe Arg Phe Ala Val Thr Asp Glu Gin Phe Ala Gin lie Ser 
265 270 275 

aag ctg cgt gtg get cga cgt ctg tgg gec agg gtg tgt gag gtg ctt 97 9 
Lys Leu Arg Val Ala Arg Arg Leu Trp Ala Arg Val Cys Glu Val Leu 
280 285 290 

ggt ttt cca gag ctg gec gta gca cca cag cat gcg gtg act gca cga 1027 
Gly Phe Pro Glu Leu Ala Val Ala Pro Gin His Ala Val Thr Ala Arg 
295 300 305 

gcg atg ttt age cag cgt gat ccg tgg gtg aat atg ctg cgc agt act 1075 
Ala Met Phe Ser Gin Arg Asp Pro Trp Val Asn Met Leu Arg Ser Thr 
310 315 320 325 

gtt gca get ttc get gca ggc gtc ggt gga gca acc gat gtg gag gtt 1123 
Val Ala Ala Phe Ala Ala Gly Val Gly Gly Ala Thr Asp Val Glu Val 
330 335 340 

cgt act ttt gat gat gcg ate cca gat gga gtt cct gga gtg teg agg 1171 
Arg Thr Phe Asp Asp Ala lie Pro Asp Gly Val Pro Gly Val Ser Arg 
345 350 355 

aat ttc get cac cgc ate gcg cgc aat act aat ttg ttg ttg eta gaa 1219 
Asn Phe Ala His Arg lie Ala Arg Asn Thr Asn Leu Leu Leu Leu Glu 
360 365 370 

gag tea cat ctt ggt cac gtg gtt gat cct get ggt gga tea tat ttc 1267 
Glu Ser His Leu Gly His Val Val Asp Pro Ala Gly Gly Ser Tyr Phe 
375 380 385 
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gtg gag age 
Val Glu Ser 
390 

agt ggc ate 
Ser Gly lie 



acg gtg act 
Thr Val Thr 



gtg gcg teg 
Val Ala Ser 
440 

ttg gcg gag 
Leu Ala Glu 
455 

gtg cgt cga 
Val Arg Arg 
470 

get ttc ttg 
Ala Phe Leu 



ctg gga ccg 
Leu Gly Pro 



ctg ttg get 
Leu Leu Ala 
520 

ccc ggc act 
Pro Gly Thr 
535 

gtg gtg tgt 
Val Val Cys 
550 

gtc gaa aag 
Val Glu Lys 



gcg ccg aag 
Ala Pro Lys 



aac atg aca 
Asn Met Thr 
600 



ttc acc gat 
Phe Thr Asp 
395 

gaa get gag 
Glu Ala Glu 
410 

gec atg ctt 
Ala Met Leu 
425 

aga aag aag 
Arg Lys Lys 



tct ccg ctg 
Ser Pro Leu 



tgg gca gcg 
Trp Ala Ala 
475 

gaa aag aac 
Glu Lys Asn 
490 

ttg tec aag 
Leu Ser Lys 
505 

tec ggt ggc 
Ser Gly Gly 



gac get ttt 
Asp Ala Phe 



gga acg gac 
Gly Thr Asp 
555 

etc cgc gaa 
Leu Arg Glu 
570 

age ttt gag 
Ser Phe Glu 
585 

att gat gec 
lie Asp Ala 



gat eta gcg 
Asp Leu Ala 



ggc gga tac 
Gly Gly Tyr 



gat cag acg 
Asp Gin Thr 
430 

aag etc act 
Lys Leu Thr 
445 

cca get gat 
Pro Ala Asp 
460 

gat ttt gaa 
Asp Phe Glu 



ggc gcg agg 
Gly Ala Arg 



cac aat att 
His Asn lie 
510 

att gaa gca 
He Glu Ala 
525 

gca gaa get 
Ala Glu Ala 
540 

caa gag tat 
Gin Glu Tyr 



gcg ggc gtt 
Ala Gly Val 



ggc age gcg 
Gly Ser Ala 
590 

gcg gcg acg 
Ala Ala Thr 
605 



gag aag gcg 
Glu Lys Ala 
400 

agt gca get 
Ser Ala Ala 
415 

tgg gag cag 
Trp Glu Gin 



gga att aat 
Gly He Asn 



cgt egg gta 
Arg Arg Val 
4 65 

gcg ctg cgc 
Ala Leu Arg 
480 

cca cag ate 
Pro Gin He 
495 

cgc act ggt 
Arg Thr Gly 



ate aac ccg 
He Asn Pro 



gca cag gec 
Ala Gin Ala 
545 

gee gaa acg 
Ala Glu Thr 
560 

gag cgc ate 
Glu Arg He 
575 

cat gcg ccc 
His Ala Pro 



ctg get gac 
Leu Ala Asp 



tgg get gtg 
Trp Ala Val 



tgt gca tec 
Cys Ala Ser 
420 

act cgc get 
Thr Arg Ala 
435 

gag ttc ccg 
Glu Phe Pro 
450 

gaa cct gca 
Glu Pro Ala 



aat cgt teg 
Asn Arg Ser 



acg atg att 
Thr Met He 
500 

ttt act tec 
Phe Thr Ser 
515 

ggt caa ctt 
Gly Gin Leu 
530 

gca ggc att 
Ala Gly He 



ggg gag gga 
Gly Glu Gly 



ctg ctt get 
Leu Leu Ala 
580 

gat ggt tat 
Asp Gly Tyr 
595 

ctg eta gat 
Leu Leu Asp 
610 



ttc 1315 

Phe 

405 

ggc 1363 
Gly 



gat 1411 
Asp 



aac 1459 
Asn 



ggt 1507 
Gly 



gat 1555 

Asp 

485 

cct 1603 
Pro 



aac 1651 
Asn 



gtt 1699 
Val 



gta 1747 
Val 



gec 1795 

Ala 

565 

ggc 1843 
Gly 



ttg 1891 
Leu 



get 1939 
Ala 



ttg gga get taaatcatga cgtcgatccc taa 1971 
Leu Gly Ala 
615 
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<210> 632 
<211> 616 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 632 

Leu Thr Asp Leu Thr Lys Thr Ala Val Pro Glu Glu Leu Ser Glu Asn 
15 10 15 

Leu Glu Thr Trp Tyr Lys Ala Val Ala Gly Val Phe Ala Arg Thr Gin 
20 25 30 

Lys Lys Asp He Gly Asp He Ala Val Asp Val Trp Lys Lys Leu He 
35 40 45 

Val Thr Thr Pro Asp Gly Val Asp He Asn Pro Leu Tyr Thr Arg Ala 
50 55 60 

Asp Glu Ser Gin Arg Lys Phe Thr Glu Val Pro Gly Glu Phe Pro Phe 
65 70 75 80 

Thr Arg Gly Thr Thr Val Asp Gly Glu Arg Val Gly Trp Gly Val Thr 
85 90 95 

Glu Thr Phe Gly His Asp Ser Pro Lys Asn He Asn Ala Ala Val Leu 
100 105 HO 

Asn Ala Leu Asn Ser Gly Thr Thr Thr Leu Gly Phe Glu Phe Ser Glu 
115 120 125 

Glu Phe Thr Ala Ala Asp Leu Lys Val Ala Leu Glu Gly Val Tyr Leu 
130 135 140 

Asn Met Ala Pro Leu Leu He His Ala Gly Gly Ser Thr Ser Glu Val 
145 150 155 160 

Ala Ala Ala Leu Tyr Thr Leu Ala Glu Glu Ala Gly Thr Phe Phe Ala 
165 170 175 

Ala Leu Thr Leu Gly Ser Arg Pro Leu Thr Ala Gin Val Asp Gly Ser 
180 185 190 

His Ser Asp Thr He Glu Glu Ala Val Gin Leu Ala Val Asn Ala Ser 
195 200 205 

Lys Arg Ala Asn Val Arg Ala He Leu Val Asp Gly Ser Ser Phe Ser 
210 215 220 

Asn Gin Gly Ala Ser Asp Ala Gin Glu He Gly Leu Ser He Ala Ala 
225 230 235 240 

Gly Val Asp Tyr Val Arg Arg Leu Val Asp Ala Gly Leu Ser Thr Glu 
245 250 255 

Ala Ala Leu Lys Gin Val Ala Phe Arg Phe Ala Val Thr Asp Glu Gin 
260 265 270 

Phe Ala Gin He Ser Lys Leu Arg Val Ala Arg Arg Leu Trp Ala Arg 
275 280 285 

Val Cys Glu Val Leu Gly Phe Pro Glu Leu Ala Val Ala Pro Gin His 
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290 295 300 

Ala Val Thr Ala Arg Ala Met Phe Ser Gin Arg Asp Pro Trp Val Asn 
305 310 315 320 

Met Leu Arg Ser Thr Val Ala Ala Phe Ala Ala Gly Val Gly Gly Ala 
325 330 335 

Thr Asp Val Glu Val Arg Thr Phe Asp Asp Ala He Pro Asp Gly Val 
340 345 350 

Pro Gly Val Ser Arg Asn Phe Ala His Arg He Ala Arg Asn Thr Asn 
355 360 365 

Leu Leu Leu Leu Glu Glu Ser His Leu Gly His Val Val Asp Pro Ala 
370 375 380 

Gly Gly Ser Tyr Phe Val Glu Ser Phe Thr Asp Asp Leu Ala Glu Lys 
385 390 395 400 

Ala Trp Ala Val Phe Ser Gly He Glu Ala Glu Gly Gly Tyr Ser Ala 
405 410 415 

Ala Cys Ala Ser Gly Thr Val Thr Ala Met Leu Asp Gin Thr Trp Glu 
420 425 430 

Gin Thr Arg Ala Asp Val Ala Ser Arg Lys Lys Lys Leu Thr Gly He 
435 440 445 

Asn Glu Phe Pro Asn Leu Ala Glu Ser Pro Leu Pro Ala Asp Arg Arg 
450 455 460 

Val Glu Pro Ala Gly Val Arg Arg Trp Ala Ala Asp Phe Glu Ala Leu 
465 470 475 480 

Arg Asn Arg Ser Asp Ala Phe Leu Glu Lys Asn Gly Ala Arg Pro Gin 
485 490 495 

He Thr Met He Pro Leu Gly Pro Leu Ser Lys His Asn He Arg Thr 
500 505 510 

Gly Phe Thr Ser Asn Leu Leu Ala Ser Gly Gly He Glu Ala He Asn 
515 520 525 

Pro Gly Gin Leu Val Pro Gly Thr Asp Ala Phe Ala Glu Ala Ala Gin 
530 535 540 

Ala Ala Gly He Val Val Val Cys Gly Thr Asp Gin Glu Tyr Ala Glu 
545 550 555 560 

Thr Gly Glu Gly Ala Val Glu Lys Leu Arg Glu Ala Gly Val Glu Arg 
565 570 575 

He Leu Leu Ala Gly Ala Pro Lys Ser Phe Glu Gly Ser Ala His Ala 
580 585 590 

Pro Asp Gly Tyr Leu Asn Met Thr He Asp Ala Ala Ala Thr Leu Ala 
595 600 605 



Asp Leu Leu Asp Ala Leu Gly Ala 
610 615 
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<210> 633 
<211> 777 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (754) 

<223> RXN00317 



<400> 633 

caacggttac atcactcacg cattaactcc cctggttggt accgcatgtt cgtttcccaa 60 

gtctagccaa gccttgaaaa attctggcaa ggttaatggt gtg act acg cct tct 11 

Val Thr Thr Pro Ser 
1 5 



aag aaa act ctg etc ttt gat etc gac gga acc etc gtc gat tct ttc 
Lys Lys Thr Leu Leu Phe Asp Leu Asp Gly Thr Leu Val Asp Ser Phe 
10 15 20 



163 



ccc ggt ate cgc act tea ttc ctt cac acc ctg cac gaa aag aac tgg 211 
Pro Gly lie Arg Thr Ser Phe Leu His Thr Leu His Glu Lys Asn Trp 
25 30 35 

gaa ate ccc tct gag gaa cgc ate teg caa gtt cca gga cct ccc atg 259 
Glu lie Pro Ser Glu Glu Arg He Ser Gin Val Pro Gly Pro Pro Met 
40 45 50 

gaa tgg acg ttc cag gat ttg ggc atg act cca gag cag gca caa gac 
Glu Trp Thr Phe Gin Asp Leu Gly Met Thr Pro Glu Gin Ala Gin Asp 
55 60 65 

get ctg cag acc tac ctt gag cat tac ggc cag gtg ggt tgg gat ctt 355 
Ala Leu Gin Thr Tyr Leu Glu His Tyr Gly Gin Val Gly Trp Asp Leu 
70 75 80 85 



aaa cat gtc etc gac age gtt ggg ttg gac gaa cca aat gat att ttg 

Lys His Val Leu Asp Ser Val Gly Leu Asp Glu Pro Asn Asp He Leu 

150 155 160 165 

atg att ggt gat cga tea cac gat att gaa ggt teg agt gaa ttc ggc 

Met He Gly Asp Arg Ser His Asp He Glu Gly Ser Ser Glu Phe Gly 



307 



tec gaa gca ttc ccc ggc atg cga gat ttg ctg ate cgc ttg aaa tac 403 
Ser Glu Ala Phe Pro Gly Met Arg Asp Leu Leu He Arg Leu Lys Tyr 
90 95 100 

gaa ggt ttc cgt ctg tgc acc gec acc tec aag ggc gag ttc ttt gcg 
Glu Gly Phe Arg Leu Cys Thr Ala Thr Ser Lys Gly Glu Phe Phe Ala 
105 HO H5 

gag aag gta ctt cgc aaa ttc gag atg ttc gat etc ttc gaa ttc atg 
Glu Lys Val Leu Arg Lys Phe Glu Met Phe Asp Leu Phe Glu Phe Met 
120 125 130 

ggt gee gee acc gac age ggc aac cga cgc age aaa tct gee gtg ate 547 
Gly Ala Ala Thr Asp Ser Gly Asn Arg Arg Ser Lys Ser Ala Val He 
135 140 145 



451 



499 



595 



643 
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170 175 180 

ate gat tgt gtt gec gta acc tgg ggc tac ggc age aaa act gaa tgg 691 
He Asp Cys Val Ala Val Thr Trp Gly Tyr Gly Ser Lys Thr Glu Trp 
185 190 195 

gac get gec cgc tac acc gtg age acc gca gaa gaa tta gaa agg ate 739 
Asp Ala Ala Arg Tyr Thr Val Ser Thr Ala Glu Glu Leu Glu Arg He 
200 205 210 

ate cat gac tgg gec taaaacttcg ctacctgtgg aaa 777 
He His Asp Trp Ala 
215 



<210> 634 
<211> 218 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 634 

Val Thr Thr Pro Ser Lys Lys Thr Leu Leu Phe Asp Leu Asp Gly Thr 
15 10 15 

Leu Val Asp Ser Phe Pro Gly He Arg Thr Ser Phe Leu His Thr Leu 
20 25 30 

His Glu Lys Asn Trp Glu He Pro Ser Glu Glu Arg He Ser Gin Val 
35 40 45 

Pro Gly Pro Pro Met Glu Trp Thr Phe Gin Asp Leu Gly Met Thr Pro 
50 55 60 

Glu Gin Ala Gin Asp Ala Leu Gin Thr Tyr Leu Glu His Tyr Gly Gin 
65 70 75 80 

Val Gly Trp Asp Leu Ser Glu Ala Phe Pro Gly Met Arg Asp Leu Leu 
85 90 95 

He Arg Leu Lys Tyr Glu Gly Phe Arg Leu Cys Thr Ala Thr Ser Lys 
100 105 HO 

Gly Glu Phe Phe Ala Glu Lys Val Leu Arg Lys Phe Glu Met Phe Asp 
115 120 125 

Leu Phe Glu Phe Met Gly Ala Ala Thr Asp Ser Gly Asn Arg Arg Ser 
130 135 140 

Lys Ser Ala Val He Lys His Val Leu Asp Ser Val Gly Leu Asp Glu 
145 150 155 160 

Pro Asn Asp He Leu Met He Gly Asp Arg Ser His Asp He Glu Gly 
165 170 175 

Ser Ser Glu Phe Gly He Asp Cys Val Ala Val Thr Trp Gly Tyr Gly 
180 185 190 

Ser Lys Thr Glu Trp Asp Ala Ala Arg Tyr Thr Val Ser Thr Ala Glu 
195 200 205 



Glu Leu Glu Arg He He His Asp Trp Ala 
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210 215 



<210> 635 
<211> 439 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (439) 

<223> FRXA00317 

<400> 635 

caacggttac atcactcacg cattacctcc cctggttggt accgcatgtt cgtttcccaa 60 

gtcaagccaa gccttgaaaa attctggcaa ggttaatggt gtg act acg cct tct 115 

Val Thr Thr Pro Ser 

1 5 

aag aaa act ctg etc ttt gat etc gac gga acc etc gtc gat tct ttc 163 

Lys Lys Thr Leu Leu Phe Asp Leu Asp Gly Thr Leu Val Asp Ser Phe 

10 15 20 

ccc ggt ate cgc act tea ttc ctt cac acc ctg cac gaa aag aac tgg 
Pro Gly lie Arg Thr Ser Phe Leu His Thr Leu His Glu Lys Asn Trp 
25 30 35 

gaa ate ccc tct gag gaa cgc ate teg caa gtt cca gga cct ccc atg 
Glu lie Pro Ser Glu Glu Arg lie Ser Gin Val Pro Gly Pro Pro Met 
40 45 50 

gaa tgg acg ttc cag gat ttg ggc atg act cca gag cag gca caa gac 
Glu Trp Thr Phe Gin Asp Leu Gly Met Thr Pro Glu Gin Ala Gin Asp 
55 60 65 

get ctg cag acc tac ctt gag cat tac ggc cag gtg ggt tgg gat ctt 355 
Ala Leu Gin Thr Tyr Leu Glu His Tyr Gly Gin Val Gly Trp Asp Leu 
70 75 80 85 



tec gaa gca ttc ccc ggc atg cga gat ttg ctg ate ccc ttg ata tac 
Ser Glu Ala Phe Pro Gly Met Arg Asp Leu Leu lie Pro Leu lie Tyr 
90 95 100 

gaa ggt ttt cgt ctg tgc acc gee acc ttt caa ggg 
Glu Gly Phe Arg Leu Cys Thr Ala Thr Phe Gin Gly 
105 110 



<210> 636 
<211> 113 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 636 

Val Thr Thr Pro Ser Lys Lys Thr Leu Leu Phe Asp Leu Asp Gly Thr 
15 10 15 



211 



259 



307 



403 



439 



Leu Val Asp Ser Phe Pro Gly lie Arg Thr Ser Phe Leu His Thr Leu 
20 25 30 
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His Glu Lys Asn 
35 

Pro Gly Pro Pro 
50 

Glu Gin Ala Gin 
65 

Val Gly Trp Asp 



lie Pro Leu lie 
100 



Trp Glu lie Pro 
40 

Met Glu Trp Thr 
55 

Asp Ala Leu Gin 
70 

Leu Ser Glu Ala 
85 

Tyr Glu Gly Phe 



Ser Glu Glu Arg 



Phe Gin Asp Leu 
60 

Thr Tyr Leu Glu 
75 

Phe Pro Gly Met 
90 

Arg Leu Cys Thr 
105 



lie Ser Gin Val 
45 

Gly Met Thr Pro 



His Tyr Gly Gin 
80 

Arg Asp Leu Leu 
95 

Ala Thr Phe Gin 

110 



Gly 



<210> 637 
<211> 816 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (793) 

<223> RXA02196 



<400> 637 

tctaccaccc agaggcaaag tactttaacg tctaacacct ttgagaggga aaactttccc 60 

gcacattgca gatcgtgcca ctttaactaa ggttgacggc atg att aag gcg att 11 

Met lie Lys Ala lie 
1 5 



ttc tgg gac atg gac ggc acg atg gtg gac tct gag cca cag tgg ggc 163 
Phe Trp Asp Met Asp Gly Thr Met Val Asp Ser Glu Pro Gin Trp Gly 
10 15 20 

att get acc tac gag etc age gaa gec atg ggc cgc cgc etc acc ccg 211 
He Ala Thr Tyr Glu Leu Ser Glu Ala Met Gly Arg Arg Leu Thr Pro 
25 30 35 

gag etc egg gaa etc acc gtc ggc teg age ctg ccg cgc acc atg cgc 259 
Glu Leu Arg Glu Leu Thr Val Gly Ser Ser Leu Pro Arg Thr Met Arg 
40 45 50 



tta tgc gca gag cac gca ggc att aca ttg age gac gcg gac tac gag 
Leu Cys Ala Glu His Ala Gly He Thr Leu Ser Asp Ala Asp Tyr Glu 
55 60 65 



307 



cgc tac egg get ggc atg ttc gec 
Arg Tyr Arg Ala Gly Met Phe Ala 
70 75 

tec etc gtc cca aat cca ggc gtc 
Ser Leu Val Pro Asn Pro Gly Val 
90 



egg gtc cat gag ctt ttc gac gaa 355 
Arg Val His Glu Leu Phe Asp Glu 
80 85 

acc gaa etc ctg aca gag ttg aag 403 
Thr Glu Leu Leu Thr Glu Leu Lys 
95 100 



gec etc gag ate ccc atg ttg gtc acc acc aac aca gag cgc gat etc 



451 
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Ala Leu Glu lie Pro Met Leu Val Thr Thr Asn Thr Glu Arg Asp Leu 
105 110 115 

gcg acc cgt tea gtc gca gec gtg gga aat gag ttc ttc ate ggt tct 499 

Ala Thr Arg Ser Val Ala Ala Val Gly Asn Glu Phe Phe lie Gly Ser 

120 125 130 

ate get ggt gat gaa gtc cca aca gca aag cca gee ccc gac atg tac 547 

lie Ala Gly Asp Glu Val Pro Thr Ala Lys Pro Ala Pro Asp Met Tyr 
135 140 145 

etc gaa gca gca cga cgt gtg ggc ttt gac cca tea gag tgc etc gtg 595 

Leu Glu Ala Ala Arg Arg Val Gly Phe Asp Pro Ser Glu Cys Leu Val 
150 155 160 165 

ttc gaa gat tec tac aac ggc atg ctg ggc get gtt act gca ggt tgc 643 

Phe Glu Asp Ser Tyr Asn Gly Met Leu Gly Ala Val Thr Ala Gly Cys 
170 175 180 

cgc gtc att ggt ctg cac cca gaa gaa gtc caa gcg cca gaa ggt gta 691 

Arg Val lie Gly Leu His Pro Glu Glu Val Gin Ala Pro Glu Gly Val 
185 190 195 

gtg cct ttg cgt tec etc cac ggt aaa aac tct ttc gaa ggt gtc acc 739 

Val Pro Leu Arg Ser Leu His Gly Lys Asn Ser Phe Glu Gly Val Thr 

200 205 210 

get gag atg gtc act gee tgg tac cac cag ate gag ccg gca ggt gtc 787 

Ala Glu Met Val Thr Ala Trp Tyr His Gin lie Glu Pro Ala Gly Val 
215 220 225 

gca aaa taaaaccagg tgggggagtg aaa 816 

Ala Lys 

230 



<210> 638 
<211> 231 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 638 

Met lie Lys Ala lie Phe Trp Asp Met Asp Gly Thr Met Val Asp Ser 
15 10 15 

Glu Pro Gin Trp Gly lie Ala Thr Tyr Glu Leu Ser Glu Ala Met Gly 
20 25 30 

Arg Arg Leu Thr Pro Glu Leu Arg Glu Leu Thr Val Gly Ser Ser Leu 
35 40 45 

Pro Arg Thr Met Arg Leu Cys Ala Glu His Ala Gly lie Thr Leu Ser 
50 55 60 

Asp Ala Asp Tyr Glu Arg Tyr Arg Ala Gly Met Phe Ala Arg Val His 
65 70 75 80 

Glu Leu Phe Asp Glu Ser Leu Val Pro Asn Pro Gly Val Thr Glu Leu 
85 90 95 



Leu Thr Glu Leu Lys Ala Leu Glu lie Pro Met Leu Val Thr Thr Asn 
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100 105 110 

Thr Glu Arg Asp Leu Ala Thr Arg Ser Val Ala Ala Val Gly Asn Glu 
115 120 125 

Phe Phe lie Gly Ser lie Ala Gly Asp Glu Val Pro Thr Ala Lys Pro 
130 135 140 

Ala Pro Asp Met Tyr Leu Glu Ala Ala Arg Arg Val Gly Phe Asp Pro 
145 150 155 160 

Ser Glu Cys Leu Val Phe Glu Asp Ser Tyr Asn Gly Met Leu Gly Ala 
165 170 175 

Val Thr Ala Gly Cys Arg Val lie Gly Leu His Pro Glu Glu Val Gin 
180 185 190 

Ala Pro Glu Gly Val Val Pro Leu Arg Ser Leu His Gly Lys Asn Ser 
195 200 205 

Phe Glu Gly Val Thr Ala Glu Met Val Thr Ala Trp Tyr His Gin He 
210 215 220 

Glu Pro Ala Gly Val Ala Lys 
225 230 



<210> 639 
<211> 531 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (508) 

<223> RXN02461 

<400> 639 

agaaaatctc aaggcaaaaa acaagccacc ccaatctgtg cgacaatcaa accacagact 60 

acgactatta tgtcacgaag aaaccaaaga aagggaaata atg cgc gga eta att 115 

Met Arg Gly Leu He 
1 5 



gtt gac tac get gga gta eta gac gga acc gat gag gac cag cgt cgc 
Val Asp Tyr Ala Gly Val Leu Asp Gly Thr Asp Glu Asp Gin Arg Arg 
10 15 20 



163 



tgg cgc aac ctg etc gec gca gca aag aaa aat ggc gtc gga acc gtg 211 

Trp Arg Asn Leu Leu Ala Ala Ala Lys Lys Asn Gly Val Gly Thr Val 
25 30 35 

ate etc age aac gat cca ggt ggg etc ggc gca gcg ccg ate egg gaa 259 

He Leu Ser Asn Asp Pro Gly Gly Leu Gly Ala Ala Pro He Arg Glu 
40 45 50 

etc gaa aca aac ggg gta gtc gat aag gtg ctg ctg teg gga gaa ctt 307 

Leu Glu Thr Asn Gly Val Val Asp Lys Val Leu Leu Ser Gly Glu Leu 
55 60 65 



ggc gtc gaa aag cca gag gaa gca get ttc cag gec gee gca gac gee 



355 



BGI-126CP 



-916- 



Gly Val Glu Lys Pro Glu Glu Ala Ala Phe Gin Ala Ala Ala Asp Ala 
70 75 80 85 



ate gac ctg ccc atg cgt gac tgc gtg ctt gtc gac gac teg ate etc 
lie Asp Leu Pro Met Arg Asp Cys Val Leu Val Asp Asp Ser lie Leu 
90 95 100 



403 



aac gtg cgc ggc gee gtc gaa gec gga etc gta ggc gtc tac tac cag 
Asn Val Arg Gly Ala Val Glu Ala Gly Leu Val Gly Val Tyr Tyr Gin 
105 110 115 



451 



caa ttt gac cgt gca gtc gtc gaa ate gtc gga ctg ttc ggg eta gaa 
Gin Phe Asp Arg Ala Val Val Glu lie Val Gly Leu Phe Gly Leu Glu 
120 125 130 



499 



gga gaa ttc taatcttgcg cgtctacatc cca 
Gly Glu Phe 
135 



531 



<210> 640 
<211> 136 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 640 

Met Arg Gly Leu lie Val Asp Tyr Ala Gly Val Leu Asp Gly Thr Asp 
15 10 15 

Glu Asp Gin Arg Arg Trp Arg Asn Leu Leu Ala Ala Ala Lys Lys Asn 
20 25 30 

Gly Val Gly Thr Val lie Leu Ser Asn Asp Pro Gly Gly Leu Gly Ala 
35 40 45 

Ala Pro lie Arg Glu Leu Glu Thr Asn Gly Val Val Asp Lys Val Leu 
50 55 60 

Leu Ser Gly Glu Leu Gly Val Glu Lys Pro Glu Glu Ala Ala Phe Gin 
65 70 75 80 

Ala Ala Ala Asp Ala lie Asp Leu Pro Met Arg Asp Cys Val Leu Val 
85 90 95 

Asp Asp Ser lie Leu Asn Val Arg Gly Ala Val Glu Ala Gly Leu Val 
100 105 110 

Gly Val Tyr Tyr Gin Gin Phe Asp Arg Ala Val Val Glu lie Val Gly 
115 120 125 

Leu Phe Gly Leu Glu Gly Glu Phe 
130 135 



<210> 641 
<211> 1662 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 
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<222> (101) . . (1639) 
<223> RXN01744 

<400> 641 

tcttattggt tcttcgtttt gtatcgataa atacaatcgg tttcctggct taataaggct 60 

gttcctgtca acctgcaatg gaagaggaag tgtacctagc gtg gat gtc gtc gac 115 

Val Asp Val Val Asp 
1 5 

ate gca egg tgg caa ttc gga att acc acc gtc tat cac ttc att ttt 163 
lie Ala Arg Trp Gin Phe Gly lie Thr Thr Val Tyr His Phe lie Phe 
10 15 20 

gtc cca ctg acc att ggc tta gcg ccg ctg gtc gca ate atg caa acg 211 
Val Pro Leu Thr lie Gly Leu Ala Pro Leu Val Ala lie Met Gin Thr 
25 30 35 

ttt tgg caa gtt acc ggc aaa gag cac tgg tat egg gec aca aga ttt 259 
Phe Trp Gin Val Thr Gly Lys Glu His Trp Tyr Arg Ala Thr Arg Phe 
40 45 50 

ttt ggc act gtg ctg etc ate aac ttc gcg gtt ggt gta gca acg ggc 307 
Phe Gly Thr Val Leu Leu lie Asn Phe Ala Val Gly Val Ala Thr Gly 
55 60 65 

att gtg cag gag ttc cag ttc ggt atg aac tgg teg gaa tat teg cgt 355 
lie Val Gin Glu Phe Gin Phe Gly Met Asn Trp Ser Glu Tyr Ser Arg 
70 75 80 85 

ttc gtc ggt gat gtt ttc ggc gga ccg ctg get ttg gag ggt ctt ate 403 
Phe Val Gly Asp Val Phe Gly Gly Pro Leu Ala Leu Glu Gly Leu lie 
90 95 100 

gcg ttc ttc ctt gag tct gta ttc ctg gga ctg tgg att ttc gga tgg 451 
Ala Phe Phe Leu Glu Ser Val Phe Leu Gly Leu Trp lie Phe Gly Trp 
105 110 115 

ggg aag att cct ggt tgg ttg cac act gca tec att tgg ate gtt get 4 99 
Gly Lys lie Pro Gly Trp Leu His Thr Ala Ser lie Trp lie Val Ala 
120 125 130 

att gcg acg aat att tct gee tat ttc ate ate gtg gee aac teg ttt 547 
lie Ala Thr Asn lie Ser Ala Tyr Phe lie lie Val Ala Asn Ser Phe 
135 140 145 

atg cag cat ccg gtg ggt get gag tat aac cct gag act ggt cgt gcg 595 
Met Gin His Pro Val Gly Ala Glu Tyr Asn Pro Glu Thr Gly Arg Ala 
150 155 160 165 

gag ctt act gat ttt tgg get ctt etc aca aac tec acc gcg ctg get 643 
Glu Leu Thr Asp Phe Trp Ala Leu Leu Thr Asn Ser Thr Ala Leu Ala 
170 175 180 

gcg ttc ccg cat get gtt gee ggt ggt ttt tta aca get gga act ttc 691 
Ala Phe Pro His Ala Val Ala Gly Gly Phe Leu Thr Ala Gly Thr Phe 
185 190 195 

gtt etc gga att teg ggt tgg tgg att att cgt gcg cac cgt cag gee 739 
Val Leu Gly lie Ser Gly Trp Trp lie lie Arg Ala His Arg Gin Ala 
200 205 210 
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aag aag get gag teg gaa ate gag teg aag cat teg atg cac agg ccc 787 
Lys Lys Ala Glu Ser Glu lie Glu Ser Lys His Ser Met His Arg Pro 
215 220 225 

gcg ttg tgg gtt ggt tgg tgg ace aca gtt gtc tct tec gtg gcg ctg 835 
Ala Leu Trp Val Gly Trp Trp Thr Thr Val Val Ser Ser Val Ala Leu 
230 235 240 245 

ttc ate act ggc gat ate cag gcg aag etc atg ttc gtg caa cag cca 883 
Phe lie Thr Gly Asp lie Gin Ala Lys Leu Met Phe Val Gin Gin Pro 
250 255 260 

atg aag atg gcg teg gcg gaa tec ttg tgt gaa ace gec aca gat cca 931 
Met Lys Met Ala Ser Ala Glu Ser Leu Cys Glu Thr Ala Thr Asp Pro 
265 270 275 

aac ttc tec att ctg aca att ggt acg cac aac aac tgc gat acg gta 979 
Asn Phe Ser lie Leu Thr He Gly Thr His Asn Asn Cys Asp Thr Val 
280 285 290 

acc cac ctg ate gat gtt ccg ttt gtg ctt cca ttc ttg get gaa gga 1027 
Thr His Leu He Asp Val Pro Phe Val Leu Pro Phe Leu Ala Glu Gly 
295 300 305 

aaa ttc acc ggt gtg act ttg cag ggt gta aac cag etc caa get gca 1075 
Lys Phe Thr Gly Val Thr Leu Gin Gly Val Asn Gin Leu Gin Ala Ala 
310 315 320 325 

gcg gag caa gca tac ggt cct ggc aac tac tec cct aac ttg ttt gtc 1123 
Ala Glu Gin Ala Tyr Gly Pro Gly Asn Tyr Ser Pro Asn Leu Phe Val 
330 335 340 

acc tac tgg tea ttc cgc gca atg ate ggc ctg atg ctt ggt tct ttg 1171 
Thr Tyr Trp Ser Phe Arg Ala Met He Gly Leu Met Leu Gly Ser Leu 
345 350 355 

get ate get gcg att gcg tgg ctg ttg ctg cgt aag aag cgc aca cca 1219 
Ala He Ala Ala He Ala Trp Leu Leu Leu Arg Lys Lys Arg Thr Pro 
360 365 370 

act gga aag att get cgt ctg ttc cag ate ggc age etc att get ate 1267 
Thr Gly Lys He Ala Arg Leu Phe Gin He Gly Ser Leu He Ala He 
375 380 385 

ccg ttc cca ttc ttg gee aac tct get ggt tgg ate ttc acc gag atg 1315 
Pro Phe Pro Phe Leu Ala Asn Ser Ala Gly Trp He Phe Thr Glu Met 
390 395 400 405 

ggc cgc cag cct tgg gtg gtg cac ccg aac cct gaa tct gee ggc gat 1363 
Gly Arg Gin Pro Trp Val Val His Pro Asn Pro Glu Ser Ala Gly Asp 
410 415 420 

gee cga aca gag atg ate egg atg act gtt gat atg ggt gta tct gat 1411 
Ala Arg Thr Glu Met He Arg Met Thr Val Asp Met Gly Val Ser Asp 
425 430 435 

cat gcg cca tgg caa gtc tgg ctg act etc att ggc ttc acg att etc 1459 
His Ala Pro Trp Gin Val Trp Leu Thr Leu He Gly Phe Thr He Leu 
440 445 450 
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tat etc att ttg ttc gtg gtg tgg gtg tgg ctg att cgc cgc gca gtt 1507 
Tyr Leu He Leu Phe Val Val Trp Val Trp Leu He Arg Arg Ala Val 
455 460 465 

ctg ate gga cca cca gag gaa ggc get cca tec gtg gag gca aag act 1555 
Leu He Gly Pro Pro Glu Glu Gly Ala Pro Ser Val Glu Ala Lys Thr 
470 475 480 485 

gga ccg gca acc ccg att ggt tea gat atg ccc atg aca ccg ctg caa 1603 
Gly Pro Ala Thr Pro He Gly Ser Asp Met Pro Met Thr Pro Leu Gin 
490 495 500 

ttt act gec get gec cca acc aca ggt gaa aag gaa taaccatgga 164 9 

Phe Thr Ala Ala Ala Pro Thr Thr Gly Glu Lys Glu 
505 510 

tctcaatacc ttt 1662 



<210> 642 
<211> 513 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 642 

Val Asp Val Val Asp He Ala Arg Trp Gin Phe Gly He Thr Thr Val 
15 10 15 

Tyr His Phe He Phe Val Pro Leu Thr He Gly Leu Ala Pro Leu Val 
20 25 30 

Ala He Met Gin Thr Phe Trp Gin Val Thr Gly Lys Glu His Trp Tyr 
35 40 45 

Arg Ala Thr Arg Phe Phe Gly Thr Val Leu Leu He Asn Phe Ala Val 
50 55 60 

Gly Val Ala Thr Gly He Val Gin Glu Phe Gin Phe Gly Met Asn Trp 
65 70 75 80 

Ser Glu Tyr Ser Arg Phe Val Gly Asp Val Phe Gly Gly Pro Leu Ala 
85 90 95 

Leu Glu Gly Leu He Ala Phe Phe Leu Glu Ser Val Phe Leu Gly Leu 
100 105 110 

Trp He Phe Gly Trp Gly Lys He Pro Gly Trp Leu His Thr Ala Ser 
115 120 125 

He Trp He Val Ala He Ala Thr Asn He Ser Ala Tyr Phe He He 
130 135 140 

Val Ala Asn Ser Phe Met Gin His Pro Val Gly Ala Glu Tyr Asn Pro 
145 150 155 160 

Glu Thr Gly Arg Ala Glu Leu Thr Asp Phe Trp Ala Leu Leu Thr Asn 
165 170 175 

Ser Thr Ala Leu Ala Ala Phe Pro His Ala Val Ala Gly Gly Phe Leu 
180 185 190 
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Thr Ala Gly Thr 
195 

Ala His Arg Gin 
210 

Ser Met His Arg 
225 

Ser Ser Val Ala 



Phe Val Gin Gin 

260 

Thr Ala Thr Asp 
275 

Asn Cys Asp Thr 
290 

Phe Leu Ala Glu 
305 

Gin Leu Gin Ala 



Pro Asn Leu Phe 
340 

Met Leu Gly Ser 
355 

Lys Lys Arg Thr 
370 

Ser Leu lie Ala 
385 

lie Phe Thr Glu 



Glu Ser Ala Gly 
420 

Met Gly Val Ser 
435 

Gly Phe Thr lie 
450 

lie Arg Arg Ala 
465 

Val Glu Ala Lys 



Met Thr Pro Leu 
500 



Phe Val Leu Gly 
200 

Ala Lys Lys Ala 
215 

Pro Ala Leu Trp 
230 

Leu Phe lie Thr 
245 

Pro Met Lys Met 



Pro Asn Phe Ser 
280 

Val Thr His Leu 
295 

Gly Lys Phe Thr 
310 

Ala Ala Glu Gin 
325 

Val Thr Tyr Trp 



Leu Ala lie Ala 
360 

Pro Thr Gly Lys 
375 

lie Pro Phe Pro 
390 

Met Gly Arg Gin 
405 

Asp Ala Arg Thr 



Asp His Ala Pro 
440 

Leu Tyr Leu lie 
455 

Val Leu lie Gly 
470 

Thr Gly Pro Ala 
485 

Gin Phe Thr Ala 



lie Ser Gly Trp 



Glu Ser Glu He 
220 

Val Gly Trp Trp 
235 

Gly Asp He Gin 
250 

Ala Ser Ala Glu 
265 

He Leu Thr He 



He Asp Val Pro 
300 

Gly Val Thr Leu 
315 

Ala Tyr Gly Pro 
330 

Ser Phe Arg Ala 
345 

Ala He Ala Trp 



He Ala Arg Leu 
380 

Phe Leu Ala Asn 
395 

Pro Trp Val Val 
410 

Glu Met He Arg 
425 

Trp Gin Val Trp 



Leu Phe Val Val 
460 

Pro Pro Glu Glu 
475 

Thr Pro He Gly 
490 

Ala Ala Pro Thr 
505 



Trp lie He Arg 
205 

Glu Ser Lys His 



Thr Thr Val Val 
240 

Ala Lys Leu Met 
255 

Ser Leu Cys Glu 
270 

Gly Thr His Asn 
285 

Phe Val Leu Pro 



Gin Gly Val Asn 
320 

Gly Asn Tyr Ser 
335 

Met He Gly Leu 
350 

Leu Leu Leu Arg 
365 

Phe Gin He Gly 



Ser Ala Gly Trp 

400 

His Pro Asn Pro 
415 

Met Thr Val Asp 
430 

Leu Thr Leu Tie 
445 

Trp Val Trp Leu 



Gly Ala Pro Ser 

480 

Ser Asp Met Pro 
495 

Thr Gly Glu Lys 
510 



Glu 
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<210> 643 
<211> 238 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (238) 

<223> FRXA00055 

<400> 643 

tcttattggt tcttcgtttt gtatcgataa atacaatcgg tttcctggct taataaggct 60 

gttcctgtca acctgcaatg gaagaggaag tgtacctagc gtg gat gtc gtc gac 115 

Val Asp Val Val Asp 
1 5 

ate gca egg tgg caa ttc gga att acc acc gtc tat cac ttc att ttt 163 
lie Ala Arg Trp Gin Phe Gly lie Thr Thr Val Tyr His Phe lie Phe 
10 15 20 

gtc cca ctg acc att ggc tta gca ccg ctg gtc gcg ate atg caa acg 211 
Val Pro Leu Thr lie Gly Leu Ala Pro Leu Val Ala He Met Gin Thr 
25 30 35 

ttt tgg caa gtt acc ggc aaa gag cac 238 
Phe Trp Gin Val Thr Gly Lys Glu His 
40 45 



<210> 644 
<211> 46 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 644 

Val Asp Val Val Asp He Ala Arg Trp Gin Phe Gly He Thr Thr Val 
15 10 15 

Tyr His Phe He Phe Val Pro Leu Thr He Gly Leu Ala Pro Leu Val 
20 25 30 

Ala He Met Gin Thr Phe Trp Gin Val Thr Gly Lys Glu His 
35 40 45 



<210> 645 
<211> 1325 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (1302) 

<223> FRXA01744 

<400> 645 

tgg teg gaa tat teg cgt ttc gtc ggt gat gtt ttc ggc gga ccg ctg 48 
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Trp Ser Glu Tyr Ser Arg Phe Val Gly Asp Val Phe Gly Gly Pro Leu 
15 10 15 

get ttg gag ggt ctt ate gcg ttc ttc ctt gag tct gta ttc ctg gga 96 
Ala Leu Glu Gly Leu He Ala Phe Phe Leu Glu Ser Val Phe Leu Gly 
20 25 30 

ctg tgg att ttc gga tgg ggg aag att cct ggt tgg ttg cac act gca 14 4 
Leu Trp He Phe Gly Trp Gly Lys He Pro Gly Trp Leu His Thr Ala 
35 40 45 

tec att tgg ate gtt get att gcg acg aat att tct gec tat ttc ate 192 
Ser He Trp He Val Ala He Ala Thr Asn He Ser Ala Tyr Phe He 
50 55 60 

ate gtg gec aac teg ttt atg cag cat ccg gtg ggt get gag tat aac 240 
He Val Ala Asn Ser Phe Met Gin His Pro Val Gly Ala Glu Tyr Asn 
65 70 75 80 

cct gag act ggt cgt gcg gag ctt act gat ttt tgg get ctt etc aca 288 
Pro Glu Thr Gly Arg Ala Glu Leu Thr Asp Phe Trp Ala Leu Leu Thr 
85 90 95 

aac tec ace gcg ctg get gcg ttc ccg cat get gtt gec ggt ggt ttt 336 
Asn Ser Thr Ala Leu Ala Ala Phe Pro His Ala Val Ala Gly Gly Phe 
100 105 110 

tta aca get gga act ttc gtt etc gga att teg ggt tgg tgg att att 384 
Leu Thr Ala Gly Thr Phe Val Leu Gly He Ser Gly Trp Trp He He 
115 120 125 

cgt gcg cac cgt cag gec aag aag get gag teg gaa ate gag teg aag 432 
Arg Ala His Arg Gin Ala Lys Lys Ala Glu Ser Glu He Glu Ser Lys 
130 135 140 

cat teg atg cac agg ccc gcg ttg tgg gtt ggt tgg tgg ace aca gtt 480 
His Ser Met His Arg Pro Ala Leu Trp Val Gly Trp Trp Thr Thr Val 
145 150 155 160 

gtc tct tec gtg gcg ctg ttc ate act ggc gat ate cag gcg aag etc 528 
Val Ser Ser Val Ala Leu Phe He Thr Gly Asp He Gin Ala Lys Leu 
165 170 175 

atg ttc gtg caa cag cca atg aag atg gcg teg gcg gaa tec ttg tgt 576 
Met Phe Val Gin Gin Pro Met Lys Met Ala Ser Ala Glu Ser Leu Cys 
180 185 190 

gaa ace gee aca gat cca aac ttc tec att ctg aca att ggt acg cac 624 
Glu Thr Ala Thr Asp Pro Asn Phe Ser He Leu Thr lie Gly Thr His 
195 200 205 

aac aac tgc gat acg gta ace cac ctg ate gat gtt ccg ttt gtg ctt 672 
Asn Asn Cys Asp Thr Val Thr His Leu He Asp Val Pro Phe Val Leu 
210 215 220 

cca ttc ttg get gaa gga aaa ttc ace ggt gtg act ttg cag ggt gta 720 
Pro Phe Leu Ala Glu Gly Lys Phe Thr Gly Val Thr Leu Gin Gly Val 
225 230 235 240 



aac cag etc caa get gca gcg gag caa gca tac ggt cct ggc aac tac 768 
Asn Gin Leu Gin Ala Ala Ala Glu Gin Ala Tyr Gly Pro Gly Asn Tyr 
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245 250 255 

tec cct aac ttg ttt gtc ace tac tgg tea ttc cgc gca atg ate ggc 816 
Ser Pro Asn Leu Phe Val Thr Tyr Trp Ser Phe Arg Ala Met lie Gly 
260 265 270 

ctg atg ctt ggt tct ttg get ate get gcg att gcg tgg ctg ttg ctg 864 
Leu Met Leu Gly Ser Leu Ala lie Ala Ala He Ala Trp Leu Leu Leu 
275 280 285 

cgt aag aag cgc aca cca act gga aag att get cgt ctg ttc cag ate 912 
Arg Lys Lys Arg Thr Pro Thr Gly Lys He Ala Arg Leu Phe Gin He 
290 295 300 

ggc age etc att get ate ccg ttc cca ttc ttg gec aac tct get ggt 960 
Gly Ser Leu He Ala He Pro Phe Pro Phe Leu Ala Asn Ser Ala Gly 
305 310 315 320 

tgg ate ttc ace gag atg ggc cgc cag cct tgg gtg gtg cac ccg aac 1008 
Trp He Phe Thr Glu Met Gly Arg Gin Pro Trp Val Val His Pro Asn 
325 330 335 

cct gaa tct gee ggc gat gee cga aca gag atg ate egg atg act gtt 1056 
Pro Glu Ser Ala Gly Asp Ala Arg Thr Glu Met lie Arg Met Thr Val 
340 345 350 

gat atg ggt gta tct gat cat gcg cca tgg caa gtc tgg ctg act etc 1104 
Asp Met Gly Val Ser Asp His Ala Pro Trp Gin Val Trp Leu Thr Leu 
355 360 365 

att ggc ttc acg att etc tat etc att ttg ttc gtg gtg tgg gtg tgg 1152 
He Gly Phe Thr He Leu Tyr Leu He Leu Phe Val Val Trp Val Trp 
370 375 380 

ctg att cgc cgc gca gtt ctg ate gga cca cca gag gaa ggc get cca 1200 
Leu He Arg Arg Ala Val Leu He Gly Pro Pro Glu Glu Gly Ala Pro 
385 390 395 400 

tec gtg gag gca aag act gga ccg gca ace ccg att ggt tea gat atg 1248 
Ser Val Glu Ala Lys Thr Gly Pro Ala Thr Pro He Gly Ser Asp Met 
405 410 415 

ccc atg aca ccg ctg caa ttt act gee get gee cca ace aca ggt gaa 1296 
Pro Met Thr Pro Leu Gin Phe Thr Ala Ala Ala Pro Thr Thr Gly Glu 
420 425 430 

aag gaa taaccatgga tctcaatacc ttt 1325 
Lys Glu 



<210> 646 
<211> 434 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 646 

Trp Ser Glu Tyr Ser Arg Phe Val Gly Asp Val Phe Gly Gly Pro Leu 
15 10 15 



Ala Leu Glu Gly Leu He Ala Phe Phe Leu Glu Ser Val Phe Leu Gly 
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20 25 30 

Leu Trp lie Phe Gly Trp Gly Lys lie Pro Gly Trp Leu His Thr Ala 
35 40 45 

Ser lie Trp lie Val Ala lie Ala Thr Asn lie Ser Ala Tyr Phe lie 
50 55 60 

lie Val Ala Asn Ser Phe Met Gin His Pro Val Gly Ala Glu Tyr Asn 
65 70 75 80 

Pro Glu Thr Gly Arg Ala Glu Leu Thr Asp Phe Trp Ala Leu Leu Thr 
85 90 95 

Asn Ser Thr Ala Leu Ala Ala Phe Pro His Ala Val Ala Gly Gly Phe 
100 105 110 

Leu Thr Ala Gly Thr Phe Val Leu Gly He Ser Gly Trp Trp He He 
115 120 125 

Arg Ala His Arg Gin Ala Lys Lys Ala Glu Ser Glu He Glu Ser Lys 
130 135 140 

His Ser Met His Arg Pro Ala Leu Trp Val Gly Trp Trp Thr Thr Val 
145 150 155 160 

Val Ser Ser Val Ala Leu Phe He Thr Gly Asp He Gin Ala Lys Leu 
165 170 175 

Met Phe Val Gin Gin Pro Met Lys Met Ala Ser Ala Glu Ser Leu Cys 
180 185 190 

Glu Thr Ala Thr Asp Pro Asn Phe Ser He Leu Thr He Gly Thr His 
195 200 205 

Asn Asn Cys Asp Thr Val Thr His Leu He Asp Val Pro Phe Val Leu 
210 215 220 

Pro Phe Leu Ala Glu Gly Lys Phe Thr Gly Val Thr Leu Gin Gly Val 
225 230 235 240 

Asn Gin Leu Gin Ala Ala Ala Glu Gin Ala Tyr Gly Pro Gly Asn Tyr 
245 250 255 

Ser Pro Asn Leu Phe Val Thr Tyr Trp Ser Phe Arg Ala Met He Gly 
260 265 270 

Leu Met Leu Gly Ser Leu Ala He Ala Ala He Ala Trp Leu Leu Leu 
275 280 285 

Arg Lys Lys Arg Thr Pro Thr Gly Lys He Ala Arg Leu Phe Gin He 
290 295 300 

Gly Ser Leu He Ala He Pro Phe Pro Phe Leu Ala Asn Ser Ala Gly 
305 310 315 320 

Trp He Phe Thr Glu Met Gly Arg Gin Pro Trp Val Val His Pro Asn 
325 330 335 

Pro Glu Ser Ala Gly Asp Ala Arg Thr Glu Met He Arg Met Thr Val 
340 345 350 
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Asp Met Gly Val 
355 

He Gly Phe Thr 
370 

Leu He Arg Arg 
385 

Ser Val Glu Ala 



Pro Met Thr Pro 
420 



Ser Asp His Ala 
360 

He Leu Tyr Leu 
375 

Ala Val Leu He 
390 

Lys Thr Gly Pro 
405 

Leu Gin Phe Thr 



Pro Trp Gin Val 



He Leu Phe Val 
380 

Gly Pro Pro Glu 
395 

Ala Thr Pro He 
410 

Ala Ala Ala Pro 

425 



Trp Leu Thr Leu 
365 

Val Trp Val Trp 



Glu Gly Ala Pro 
400 

Gly Ser Asp Met 
415 

Thr Thr Gly Glu 
430 



Lys Glu 



<210> 647 
<211> 307 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (307} 

<223> RXA00379 



<400> 647 

cgtgctggat aaacagcacc gccccgcagc agtgttcttg cgcgaagtca cctccaaaga 60 

tgtgttggat gttgcgttgc cattggtaga tgaggcctaa atg tct gag att gtg 115 

Met Ser Glu He Val 
1 5 



gta gcc caa age ate ggc cag cag ttt get gac gtc gca get tec ggg 163 
Val Ala Gin Ser He Gly Gin Gin Phe Ala Asp Val Ala Ala Ser Gly 
10 15 20 



cca ctg ttc ctt ggc ate ctt gcc gca gcg etc gca ggt ctg gtg tct 211 
Pro Leu Phe Leu Gly He Leu Ala Ala Ala Leu Ala Gly Leu Val Ser 
25 30 35 



ttt gcc age ccg tgt gtt gtg ccg ttg gtg cca gga tat att tec tac 259 
Phe Ala Ser Pro Cys Val Val Pro Leu Val Pro Gly Tyr He Ser Tyr 
40 45 50 



etc gcc ggc gtg gtc ggt ggg gaa gtg gaa tac age get cat gcc acc 307 
Leu Ala Gly Val Val Gly Gly Glu Val Glu Tyr Ser Ala His Ala Thr 
55 60 65 



<210> 648 
<211> 69 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 648 

Met Ser Glu He Val Val Ala Gin Ser He Gly Gin Gin Phe Ala Asp 
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1 5 

Val Ala Ma Ser Gly Pro Leu Phe 
20 

Ala Gly Leu Val Ser Phe Ala Ser 
35 40 

Gly Tyr He Ser Tyr Leu Ala Gly 
50 55 

Ser Ala His Ala Thr 
65 



10 15 

Leu Gly He Leu Ala Ala Ala Leu 
25 30 

Pro Cys Val Val Pro Leu Val Pro 
45 

Val Val Gly Gly Glu Val Glu Tyr 
60 



<210> 649 
<211> 362 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (339) 
<223> RXA00385 

<400> 649 

ctt ggc gga gtg ttc get etc ggt tgg acc cct tgt ttg ggc ccc acc 48 
Leu Gly Gly Val Phe Ala Leu Gly Trp Thr Pro Cys Leu Gly Pro Thr 
15 10 15 

ctg get gcg ate ate tec att tct gca ggt act gaa ggc atg acc get 96 
Leu Ala Ala He He Ser He Ser Ala Gly Thr Glu Gly Met Thr Ala 
20 25 30 

gcg cgt ggc gtg ate tta att gtg ggt tac tgc etc gga ctg ggg ctg 144 
Ala Arg Gly Val lie Leu He Val Gly Tyr Cys Leu Gly Leu Gly Leu 
35 40 45 

ccg ttc ctg ctg ate gcg ttg ggc tec age aag gca etc acc gga gtc 192 
Pro Phe Leu Leu He Ala Leu Gly Ser Ser Lys Ala Leu Thr Gly Val 
50 55 60 

gag tgg ttg cgc aag cat tec cgc acc ctg caa att ate ggc ggt gtg 240 
Glu Trp Leu Arg Lys His Ser Arg Thr Leu Gin He He Gly Gly Val 
65 70 75 80 

ttt ttg ate ttg gtc gga gta gcg ttg etc tct ggc tea tgg gca att 288 
Phe Leu He Leu Val Gly Val Ala Leu Leu Ser Gly Ser Trp Ala He 
85 90 95 

ttt ate aae tgg gtc cgt cag tgg acc gtt gaa tac ggc gca aca ctg 336 
Phe lie Asn Trp Val Arg Gin Trp Thr Val Glu Tyr Gly Ala Thr Leu 
100 105 110 

etc tagaaaaaga cttttagtag gaa 362 
Leu 



<210> 650 
<211> 113 
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<212> PRT 

<213> Corynebacterium glutamicum 
<400> 650 

Leu Gly Gly Val Phe Ala Leu Gly Trp Thr Pro Cys Leu Gly Pro Thr 
15 10 15 

Leu Ala Ala He He Ser He Ser Ala Gly Thr Glu Gly Met Thr Ala 
20 25 30 

Ala Arg Gly Val He Leu He Val Gly Tyr Cys Leu Gly Leu Gly Leu 
35 40 45 

Pro Phe Leu Leu He Ala Leu Gly Ser Ser Lys Ala Leu Thr Gly Val 
50 55 60 

Glu Trp Leu Arg Lys His Ser Arg Thr Leu Gin He He Gly Gly Val 
65 70 75 80 

Phe Leu He Leu Val Gly Val Ala Leu Leu Ser Gly Ser Trp Ala He 
85 90 95 

Phe He Asn Trp Val Arg Gin Trp Thr Val Glu Tyr Gly Ala Thr Leu 
100 105 110 

Leu 



<210> 651 
<211> 901 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (901) 

<223> RXA01743 

<400> 651 

aggcaaagac tggaccggca accccgattg gttcagatat gcccatgaca ccgctgcaat 60 

ttactgccgc tgccccaacc acaggtgaaa aggaataacc atg gat etc aat acc 115 

Met Asp Leu Asn Thr 
1 5 

ttt tgg ttt att etc ate gca ttt ttg ttt gcg gga tac ttt etc etc 163 

Phe Trp Phe He Leu He Ala Phe Leu Phe Ala Gly Tyr Phe Leu Leu 
10 15 20 

gaa gga ttc gac ttc ggc gtc gga att ttg gca ccc ate ate ggt aaa 211 
Glu Gly Phe Asp Phe Gly Val Gly He Leu Ala Pro He He Gly Lys 
25 30 35 

gat tea gcg get agg aac aca gtg ate cgt acg att ggc cct gtc tgg 259 
Asp Ser Ala Ala Arg Asn Thr Val He Arg Thr He Gly Pro Val Trp 
40 45 50 



gac gga aat gaa gtg tgg ctg ate gtg gca ggt ggc get ttg ttt get 307 
Asp Gly Asn Glu Val Trp Leu He Val Ala Gly Gly Ala Leu Phe Ala 
55 60 65 
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gcc ttc cct gag tgg tac gca acg atg ttc tec gga atg tat ctg ccg 355 
Ala Phe Pro Glu Trp Tyr Ala Thr Met Phe Ser Gly Met Tyr Leu Pro 
70 75 80 85 

ctg ttc etc gtg ctt gtg teg ttg ate atg cgc gtg gtg ggc ctt gaa 403 
Leu Phe Leu Val Leu Val Ser Leu lie Met Arg Val Val Gly Leu Glu 
90 95 100 

tgg cgc aag aaa gtc gat gat cct cgt tgg caa aag tgg tct gac egg 451 
Trp Arg Lys Lys Val Asp Asp Pro Arg Trp Gin Lys Trp Ser Asp Arg 
105 110 115 

gee ate ttt att ggt tct tgg act cca ccg ctg atg tgg gga ttc ate 4 99 
Ala lie Phe lie Gly Ser Trp Thr Pro Pro Leu Met Trp Gly Phe lie 
120 125 130 

ttc gec aat att ttg cgt ggc atg ccc etc aag gcg gat cac acc ate 547 
Phe Ala Asn lie Leu Arg Gly Met Pro Leu Lys Ala Asp His Thr lie 
135 140 145 

gat get gcg gca gee ctt cct ggc atg gtc aac gtc ttc gee att ctg 595 
Asp Ala Ala Ala Ala Leu Pro Gly Met Val Asn Val Phe Ala lie Leu 
150 155 160 165 

ggt gca ctt gcg ttc acc gca ctg ttc gee ctt cat ggt etc gca ttc 643 
Gly Ala Leu Ala Phe Thr Ala Leu Phe Ala Leu His Gly Leu Ala Phe 
170 175 180 

ate cgc ctg aaa act get ggt egg gtg cgc acc gat gcg gcg aag gca 691 
lie Arg Leu Lys Thr Ala Gly Arg Val Arg Thr Asp Ala Ala Lys Ala 
185 190 195 

get cca gta gtc gca ctt ctt get gcg gtg act ggt gga cct ttc gtg 739 
Ala Pro Val Val Ala Leu Leu Ala Ala Val Thr Gly Gly Pro Phe Val 
200 205 210 

ttg tgg get gee ate gca tac ggc cgt tec tgg tec tgg ate etc gea 787 
Leu Trp Ala Ala lie Ala Tyr Gly Arg Ser Trp Ser Trp lie Leu Ala 
215 220 225 

gtg ctg ate ate gca gcg gtt etc ggt gga get ttc gca ctg ate aaa 835 
Val Leu lie lie Ala Ala Val Leu Gly Gly Ala Phe Ala Leu lie Lys 
230 235 240 245 

gac cgc gat gga tta age ttc ctg tec act tec gtc get gtc ate ggt 883 
Asp Arg Asp Gly Leu Ser Phe Leu Ser Thr Ser Val Ala Val lie Gly 
250 255 260 

gtc gtt gca ctg ctg ttt 901 
Val Val Ala Leu Leu Phe 
265 



<210> 652 
<211> 267 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 652 

Met Asp Leu Asn Thr Phe Trp Phe lie Leu lie Ala Phe Leu Phe Ala 
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15 10 15 

Gly Tyr Phe Leu Leu Glu Gly Phe Asp Phe Gly Val Gly He Leu Ala 
20 25 30 

Pro He He Gly Lys Asp Ser Ala Ala Arg Asn Thr Val He Arg Thr 
35 40 45 

He Gly Pro Val Trp Asp Gly Asn Glu Val Trp Leu He Val Ala Gly 
50 55 60 

Gly Ala Leu Phe Ala Ala Phe Pro Glu Trp Tyr Ala Thr Met Phe Ser 
65 70 75 80 

Gly Met Tyr Leu Pro Leu Phe Leu Val Leu Val Ser Leu He Met Arg 
85 90 95 

Val Val Gly Leu Glu Trp Arg Lys Lys Val Asp Asp Pro Arg Trp Gin 
100 105 110 

Lys Trp Ser Asp Arg Ala He Phe He Gly Ser Trp Thr Pro Pro Leu 
115 120 125 

Met Trp Gly Phe He Phe Ala Asn He Leu Arg Gly Met Pro Leu Lys 
130 135 140 

Ala Asp His Thr He Asp Ala Ala Ala Ala Leu Pro Gly Met Val Asn 
145 150 155 160 

Val Phe Ala He Leu Gly Ala Leu Ala Phe Thr Ala Leu Phe Ala Leu 
165 170 175 

His Gly Leu Ala Phe He Arg Leu Lys Thr Ala Gly Arg Val Arg Thr 
180 185 190 

Asp Ala Ala Lys Ala Ala Pro Val Val Ala Leu Leu Ala Ala Val Thr 
195 200 205 

Gly Gly Pro Phe Val Leu Trp Ala Ala He Ala Tyr Gly Arg Ser Trp 
210 215 220 

Ser Trp He Leu Ala Val Leu He He Ala Ala Val Leu Gly Gly Ala 
225 230 235 240 

Phe Ala Leu He Lys Asp Arg Asp Gly Leu Ser Phe Leu Ser Thr Ser 
245 250 255 

Val Ala Val He Gly Val Val Ala Leu Leu Phe 
260 265 



<210> 653 
<211> 1779 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1756) 

<223> RXN02480 
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<400> 653 

acctatgacc gctgtggcgc ctagggtcga cgggcacgtc gcccctcaga ggcccgagcc 60 

gacaggccat gcacgcaagg gcagcaaagc atggttaatg atg acc acc acc gac 115 

Met Thr Thr Thr Asp 

1 5 

cac aag cag ctg ggc att atg tac ate att atg tec ttc age ttc ttc 163 

His Lys Gin Leu Gly lie Met Tyr lie lie Met Ser Phe Ser Phe Phe 

10 15 20 

ttc etc ggt ggc ttg atg gec ctg ctt ate cga gcg gag ctt ttc acc 211 

Phe Leu Gly Gly Leu Met Ala Leu Leu lie Arg Ala Glu Leu Phe Thr 

25 30 35 

cct ggt ctg cag ttc ctg tct aat gag cag ttc aac cag ctg ttc acc 259 

Pro Gly Leu Gin Phe Leu Ser Asn Glu Gin Phe Asn Gin Leu Phe Thr 

40 45 50 



atg cac gga act gtc atg ctg ctg ctg tac gga act cca att gtt tgg 
Met His Gly Thr Val Met Leu Leu Leu Tyr Gly Thr Pro lie Val Trp 



55 60 65 



307 



ggt ttt get aac tac gtc ctg cca ctt cag ate ggt gcg cct gac gta 355 
Gly Phe Ala Asn Tyr Val Leu Pro Leu Gin He Gly Ala Pro Asp Val 
70 75 80 85 

get ttc cca cgt ttg aat get ttc ggc ttc tgg ate acc acc gtc ggt 403 
Ala Phe Pro Arg Leu Asn Ala Phe Gly Phe Trp He Thr Thr Val Gly 
90 95 100 

ggt gtc gcg atg ctg acc ggc ttc ctg acc ccg ggt ggt get gec gac 451 
Gly Val Ala Met Leu Thr Gly Phe Leu Thr Pro Gly Gly Ala Ala Asp 
105 110 115 

ttc ggt tgg acc atg tac tec cca ctg tct gac gca att cac tec cca 499 
Phe Gly Trp Thr Met Tyr Ser Pro Leu Ser Asp Ala He His Ser Pro 
120 125 130 

ggc ctt ggc tct gac atg tgg att gtc ggt gtc ggt gca act ggt att 547 
Gly Leu Gly Ser Asp Met Trp He Val Gly Val Gly Ala Thr Gly He 
135 140 145 

ggc tec gtt get tec gca att aac atg etc acc acc ate etc tgc etc 595 
Gly Ser Val Ala Ser Ala He Asn Met Leu Thr Thr He Leu Cys Leu 
150 155 160 165 

cgc gca cct ggt atg acc atg ttc cgt atg cct att ttc acc tgg aat 643 
Arg Ala Pro Gly Met Thr Met Phe Arg Met Pro He Phe Thr Trp Asn 
170 175 180 

ate ttc gtt gtt tec gtt ctt get ctg ctg ate ttc cca ctg ctg etc 691 
He Phe Val Val Ser Val Leu Ala Leu Leu He Phe Pro Leu Leu Leu 
185 190 195 

get get gca ctg ggt gtt ctg tat gac cgc aag ctt ggt gga cac ctg 739 
Ala Ala Ala Leu Gly Val Leu Tyr Asp Arg Lys Leu Gly Gly His Leu 
200 205 210 



tac gat cca get aac ggc ggc tec etc ctg tgg cag cac ctg ttc tgg 
Tyr Asp Pro Ala Asn Gly Gly Ser Leu Leu Trp Gin His Leu Phe Trp 



787 
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<400> 653 

acctatgacc gctgtggcgc ctagggtcga cgggcacgtc gcccctcaga ggcccgagcc 60 

gacaggccat gcacgcaagg gcagcaaagc atggttaatg atg acc acc acc gac 115 

Met Thr Thr Thr Asp 
1 5 

cac aag cag ctg ggc att atg tac ate att atg tec ttc age ttc ttc 163 
His Lys Gin Leu Gly He Met Tyr He He Met Ser Phe Ser Phe Phe 
10 15 20 

ttc etc ggt ggc ttg atg gec ctg ctt ate cga gcg gag ctt ttc acc 211 
Phe Leu Gly Gly Leu Met Ala Leu Leu He Arg Ala Glu Leu Phe Thr 
25 30 35 



cct ggt ctg cag ttc ctg tct aat gag cag ttc aac cag ctg ttc acc 
Pro Gly Leu Gin Phe Leu Ser Asn Glu Gin Phe Asn Gin Leu Phe Thr 
40 45 50 

atg cac gga act gtc atg ctg ctg ctg tac gga act cca att gtt tgg 
Met His Gly Thr Val Met Leu Leu Leu Tyr Gly Thr Pro He Val Trp 
55 60 65 

ggt ttt get aac tac gtc ctg cca ctt cag ate ggt gcg cct gac gta 
Gly Phe Ala Asn Tyr Val Leu Pro Leu Gin He Gly Ala Pro Asp Val 
70 75 80 85 



ggc tec gtt get tec gca att aac atg etc acc acc ate etc tgc etc 
Gly Ser Val Ala Ser Ala He Asn Met Leu Thr Thr He Leu Cys Leu 
150 155 160 165 

cgc gca cct ggt atg acc atg ttc cgt atg cct att ttc acc tgg aat 
Arg Ala Pro Gly Met Thr Met Phe Arg Met Pro He Phe Thr Trp Asn 
170 175 180 

ate ttc gtt gtt tec gtt ctt get ctg ctg ate ttc cca ctg ctg etc 
He Phe Val Val Ser Val Leu Ala Leu Leu He Phe Pro Leu Leu Leu 
185 190 195 

get get gca ctg ggt gtt ctg tat gac cgc aag ctt ggt gga cac ctg 
Ala Ala Ala Leu Gly Val Leu Tyr Asp Arg Lys Leu Gly Gly His Leu 
200 205 210 

tac gat cca get aac ggc ggc tec etc ctg tgg cag cac ctg ttc tgg 
Tyr Asp Pro Ala Asn Gly Gly Ser Leu Leu Trp Gin His Leu Phe Trp 



259 



307 



355 



403 



get ttc cca cgt ttg aat get ttc ggc ttc tgg ate acc acc gtc ggt 
Ala Phe Pro Arg Leu Asn Ala Phe Gly Phe Trp He Thr Thr Val Gly 
90 95 100 

ggt gtc gcg atg ctg acc ggc ttc ctg acc ccg ggt ggt get gec gac 4 51 
Gly Val Ala Met Leu Thr Gly Phe Leu Thr Pro Gly Gly Ala Ala Asp 
105 HO H5 

ttc ggt tgg acc atg tac tec cca ctg tct gac gca att cac tec cca 499 
Phe Gly Trp Thr Met Tyr Ser Pro Leu Ser Asp Ala He His Ser Pro 
120 125 130 

ggc ctt ggc tct gac atg tgg att gtc ggt gtc ggt gca act ggt att 547 
Gly Leu Gly Ser Asp Met Trp He Val Gly Val Gly Ala Thr Gly He 
135 140 145 



595 



643 



691 



739 



787 
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215 

ttc ttc gga 
Phe Phe Gly 

230 

att gtt tct 
lie Val Ser 



tac gtc ggc 
Tyr Val Gly 



get gtg tgg 
Ala Val Trp 
280 

ttc ttc tec 
Phe Phe Ser 
295 

ttc ttc aac 
Phe Phe Asn 
310 

acc cca atg 
Thr Pro Met 



ggt ctg acc 
Gly Leu Thr 



get gac tec 
Ala Asp Ser 
360 

acc gtg gtg 
Thr Val Val 
375 

atg act ggc 
Met Thr Gly 
390 

ttg acc ttc 
Leu Thr Phe 



ggc aac atg 
Gly Asn Met 



ggt ttc acc 
Gly Phe Thr 
440 

ggc ctg tct 
Gly Leu Ser 
455 



cac cct gag 
His Pro Glu 
235 

gag ate att 
Glu lie He 
250 

ctg ate ttc 
Leu He Phe 
265 

get cac cac 
Ala His His 



ttc atg acg 
Phe Met Thr 



tgg gtt gga 
Trp Val Gly 
315 

ate tgg tct 
He Trp Ser 
330 

ggc att atg 
Gly He Met 
345 

tac ttc ctg 
Tyr Phe Leu 



ttc gca teg 
Phe Ala Ser 



cgc atg atg 
Arg Met Met 
395 

gtc ggt ttc 
Val Gly Phe 
410 

ggt atg cca 
Gly Met Pro 
425 

ate tac aac 
He Tyr Asn 



gtc att cca 
Val He Pro 



220 

gtt tac gtt 
Val Tyr Val 



cct gtg ttc 
Pro Val Phe 



gca acc ttg 
Ala Thr Leu 
270 

atg ttc gtt 
Met Phe Val 
285 

ttc ctg att 
Phe Leu He 
300 

acc atg tgg 
Thr Met Trp 



gtt ggc ttc 
Val Gly Phe 



ctg gcg tec 
Leu Ala Ser 
350 

ate gcg cac 
He Ala His 
365 

tgt gca ggc 
Cys Ala Gly 
380 

gac gag cgt 
Asp Glu Arg 



cac gga acc 
His Gly Thr 



cgt cgt tac 
Arg Arg Tyr 
430 

cag ate tec 
Gin He Ser 
445 

ttc ate tgg 
Phe He Trp 
460 



225 

ctg gcg ctg 
Leu Ala Leu 
240 

tec cgt aag 
Ser Arg Lys 
255 

tec att ggt 
Ser He Gly 



act ggc gca 
Thr Gly Ala 



teg gtt cct 
Ser Val Pro 
305 

aag ggt cac 
Lys Gly His 
320 

atg get acc 
Met Ala Thr 
335 

cca cca ctg 
Pro Pro Leu 



ttc cac tac 
Phe His Tyr 



gtt tac ttc 
Val Tyr Phe 
385 

ctt ggc aag 
Leu Gly Lys 
400 

ttc etc ate 
Phe Leu He 
415 

get gac tac 
Ala Asp Tyr 



acc gtg ttc 
Thr Val Phe 



aac gtc ttc 
Asn Val Phe 
465 



ccg ttc ttc 
Pro Phe Phe 



cca atg ttc 
Pro Met Phe 
260 

gca ctg tec 
Ala Leu Ser 
275 

gtt ttg ctt 
Val Leu Leu 
290 

acc ggc gtt 
Thr Gly Val 



ate act tgg 
He Thr Trp 



ttc etc ttc 
Phe Leu Phe 
340 

gac ttc cac 
Asp Phe His 
355 

acc etc ttc 
Thr Leu Phe 
370 

tgg ttc ccg 
Trp Phe Pro 



ate cac ttc 
He His Phe 



cag cac tgg 
Gin His Trp 
420 

ctg gat tct 
Leu Asp Ser 
435 

tac ttc ctg 
Tyr Phe Leu 
450 

aag tec tgg 
Lys Ser Trp 



ggc 835 

Gly 

245 

ggt 883 
Gly 



atg 931 
Met 



ccg 979 
Pro 



aag 1027 
Lys 



gaa 1075 

Glu 

325 

ggt 1123 
Gly 



ttg 1171 
Leu 



ggt 1219 
Gly 



aag 1267 
Lys 



tgg 1315 

Trp 

405 

gtg 1363 
Val 



gat 1411 
Asp 



ctt 1459 
Leu 



cgc 1507 
Arg 
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tac ggt gag etc gtt acc gtt gat gat cct tgg ggt tac ggc aac tec 1555 
Tyr Gly Glu Leu Val Thr Val Asp Asp Pro Trp Gly Tyr Gly Asn Ser 
470 475 480 485 



ctg gag tgg gca acc tec tgc cct cct cct cgc cac aac ttc gca tec 
Leu Glu Trp Ala Thr Ser Cys Pro Pro Pro Arg His Asn Phe Ala Ser 
490 495 500 

ttg cct cgt ate cgc tec gag cgc cct gcg ttc gag ctg cac tac ccg 
Leu Pro Arg He Arg Ser Glu Arg Pro Ala Phe Glu Leu His Tyr Pro 
505 510 515 

cac atg att gaa cgc atg cgc gca gag gca cac act gga cat cac gat 
His Met He Glu Arg Met Arg Ala Glu Ala His Thr Gly His His Asp 
520 525 530 

gat att aat get cca gaa ttg ggt acc gec cca gee ctt gca tct gac 
Asp He Asn Ala Pro Glu Leu Gly Thr Ala Pro Ala Leu Ala Ser Asp 
535 540 545 

tec age cgc taaaagcgtc tgatttaagt egg 

Ser Ser Arg 

550 



<210> 654 
<211> 552 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 654 

Met Thr Thr Thr Asp His Lys Gin Leu Gly He Met Tyr He He Met 
15 10 15 

Ser Phe Ser Phe Phe Phe Leu Gly Gly Leu Met Ala Leu Leu He Arg 
20 25 30 

Ala Glu Leu Phe Thr Pro Gly Leu Gin Phe Leu Ser Asn Glu Gin Phe 
35 40 45 

Asn Gin Leu Phe Thr Met His Gly Thr Val Met Leu Leu Leu Tyr Gly 
50 55 60 

Thr Pro He Val Trp Gly Phe Ala Asn Tyr Val Leu Pro Leu Gin He 
65 70 75 80 

Gly Ala Pro Asp Val Ala Phe Pro Arg Leu Asn Ala Phe Gly Phe Trp 
85 90 95 

He Thr Thr Val Gly Gly Val Ala Met Leu Thr Gly Phe Leu Thr Pro 
100 105 HO 

Gly Gly Ala Ala Asp Phe Gly Trp Thr Met Tyr Ser Pro Leu Ser Asp 
115 120 125 

Ala He His Ser Pro Gly Leu Gly Ser Asp Met Trp He Val Gly Val 
130 135 140 

Gly Ala Thr Gly He Gly Ser Val Ala Ser Ala He Asn Met Leu Thr 
145 150 155 160 



1603 



1651 



1699 



1747 



1779 
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Thr lie Leu Cys 



lie Phe Thr Trp 
180 

Phe Pro Leu Leu 
195 

Leu Gly Gly His 
210 

Gin His Leu Phe 
225 

Leu Pro Phe Phe 



Lys Pro Met Phe 
260 

Gly Ala Leu Ser 
275 

Ala Val Leu Leu 
290 

Pro Thr Gly Val 
305 

His lie Thr Trp 



Thr Phe Leu Phe 
340 

Leu Asp Phe His 
355 

Tyr Thr Leu Phe 
370 

Phe Trp Phe Pro 
385 

Lys lie His Phe 



He Gin His Trp 
420 

Tyr Leu Asp Ser 
435 

Phe Tyr Phe Leu 
450 

Phe Lys Ser Trp 
465 



Leu Arg Ala Pro 
165 

Asn He Phe Val 



Leu Ala Ala Ala 
200 

Leu Tyr Asp Pro 
215 

Trp Phe Phe Gly 
230 

Gly He Val Ser 
245 

Gly Tyr Val Gly 



Met Ala Val Trp 
280 

Pro Phe Phe Ser 
295 

Lys Phe Phe Asn 
310 

Glu Thr Pro Met 
325 

Gly Gly Leu Thr 



Leu Ala Asp Ser 
360 

Gly Thr Val Val 
375 

Lys Met Thr Gly 
390 

Trp Leu Thr Phe 
405 

Val Gly Asn Met 



Asp Gly Phe Thr 
440 

Leu Gly Leu Ser 
455 

Arg Tyr Gly Glu 
470 



Gly Met Thr Met 
170 

Val Ser Val Leu 
185 

Leu Gly Val Leu 



Ala Asn Gly Gly 
220 

His Pro Glu Val 
235 

Glu He He Pro 
250 

Leu He Phe Ala 
265 

Ala His His Met 



Phe Met Thr Phe 
300 

Trp Val Gly Thr 
315 

He Trp Ser Val 
330 

Gly He Met Leu 
345 

Tyr Phe Leu He 



Phe Ala Ser Cys 
380 

Arg Met Met Asp 
395 

Val Gly Phe His 
410 

Gly Met Pro Arg 
425 

He Tyr Asn Gin 



Val He Pro Phe 
460 

Leu Val Thr Val 
475 



Phe Arg Met Pro 
175 

Ala Leu Leu He 
190 

Tyr Asp Arg Lys 
205 

Ser Leu Leu Trp 



Tyr Val Leu Ala 
240 

Val Phe Ser Arg 
255 

Thr Leu Ser He 
270 

Phe Val Thr Gly 
285 

Leu He Ser Val 



Met Trp Lys Gly 
320 

Gly Phe Met Ala 
335 

Ala Ser Pro Pro 
350 

Ala His Phe His 
365 

Ala Gly Val Tyr 



Glu Arg Leu Gly 
400 

Gly Thr Phe Leu 
415 

Arg Tyr Ala Asp 
430 

He Ser Thr Val 
445 

He Trp Asn Val 



Asp Asp Pro Trp 
480 
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Gly Tyr Gly Asn Ser Leu Glu Trp 
485 

His Asn Phe Ala Ser Leu Pro Arg 
500 

Glu Leu His Tyr Pro His Met lie 
515 520 

Thr Gly His His Asp Asp lie Asn 
530 535 

Ala Leu Ala Ser Asp Ser Ser Arg 
545 550 



Ala Thr Ser Cys Pro Pro Pro Arg 
490 495 

lie Arg Ser Glu Arg Pro Ala Phe 
505 510 

Glu Arg Met Arg Ala Glu Ala His 
525 

Ala Pro Glu Leu Gly Thr Ala Pro 
540 



<210> 655 
<211> 385 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (385) 

<22 3> FRXA01919 

<400> 655 

acctatgacc gctgtggcgc ctagggtcga cgggcacgtc gcccctcaga ggcccgagcc 60 

gacaggccat gcacgcaagg gcagcaaagc atggttaatg atg acc acc acc gac 115 

Met Thr Thr Thr Asp 



cac aag cag ctg ggc att atg tac ate att atg tec ttc age ttc ttt 
His Lys Gin Leu Gly He Met Tyr He He Met Ser Phe Ser Phe Phe 
10 15 20 



cct ggt ctg cag ttc ctg tct aat gag cag ttc aac cag ctg ttc acc 
Pro Gly Leu Gin Phe Leu Ser Asn Glu Gin Phe Asn Gin Leu Phe Thr 
40 45 50 

atg cac gga act gtc atg ctg ctg ctg tac gga act cca att gtt tgg 
Met His Gly Thr Val Met Leu Leu Leu Tyr Gly Thr Pro He Val Trp 
55 60 65 

ggt ttt get aac tac gtc ctg cca ctt cca acc acc ang caa gec ttc 
Gly Phe Ala Asn Tyr Val Leu Pro Leu Pro Thr Thr Xaa Gin Ala Phe 
70 75 80 85 

tct aaa acc egg gtg aac tct ccc agg gag 
Ser Lys Thr Arg Val Asn Ser Pro Arg Glu 
90 95 



163 



ttc etc ggt ggc ttg atg gec ctg ctt ate cga gcg gag ctt ttc acc 211 
Phe Leu Gly Gly Leu Met Ala Leu Leu He Arg Ala Glu Leu Phe Thr 
25 30 35 



259 



307 



355 



385 



<210> 656 
<211> 95 
<212> PRT 
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<213> Corynebacterium glutamicum 
<400> 656 

Met Thr Thr Thr Asp His Lys Gin Leu Gly He Met Tyr He He Met 
15 10 15 

Ser Phe Ser Phe Phe Phe Leu Gly Gly Leu Met Ala Leu Leu He Arg 
20 25 30 

Ala Glu Leu Phe Thr Pro Gly Leu Gin Phe Leu Ser Asn Glu Gin Phe 
35 40 45 

Asn Gin Leu Phe Thr Met His Gly Thr Val Met Leu Leu Leu Tyr Gly 
50 55 60 

Thr Pro He Val Trp Gly Phe Ala Asn Tyr Val Leu Pro Leu Pro Thr 
65 70 75 80 

Thr Xaa Gin Ala Phe Ser Lys Thr Arg Val Asn Ser Pro Arg Glu 
85 90 95 



<210> 657 
<211> 972 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (949) 

<223> FRXA02480 

<400> 657 

tacgttctgg cgctgccgtt cttcggcatt gtttctgaga tcattcctgt gttctcccgt 60 

aagccaatgt tcgggttacg tcggcctgat cttcgcaacc ttg tec att ggt gca 115 

Leu Ser He Gly Ala 
1 5 

ctg tec atg get gtg tgg get cac cac atg ttc gtt act ggc gca gtt 163 
Leu Ser Met Ala Val Trp Ala His His Met Phe Val Thr Gly Ala Val 
10 15 20 

ttg ctt ccg ttc ttc tec ttc atg acg ttc ctg att teg gtt cct ace 211 
Leu Leu Pro Phe Phe Ser Phe Met Thr Phe Leu He Ser Val Pro Thr 
25 30 35 



ggc gtt aag ttc ttc aac tgg gtt gga acc atg tgg aag ggt cac ate 

Gly Val Lys Phe Phe Asn Trp Val Gly Thr Met Trp Lys Gly His He 

40 45 50 

act tgg gaa acc cca atg ate tgg tct gtt ggc ttc atg get acc ttc 

Thr Trp Glu Thr Pro Met He Trp Ser Val Gly Phe Met Ala Thr Phe 

55 60 65 



ttc cac ttg get gac tec tac ttc ctg ate gcg cac ttc cac tac acc 
Phe His Leu Ala Asp Ser Tyr Phe Leu He Ala His Phe His Tyr Thr 



259 



307 



etc ttc ggt ggt ctg acc ggc att atg ctg gcg tec cca cca ctg gac 355 
Leu Phe Gly Gly Leu Thr Gly He Met Leu Ala Ser Pro Pro Leu Asp 
70 75 80 85 



403 
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90 95 100 

etc ttc ggt acc gtg gtg ttc gca teg tgt gca ggc gtt tac ttc tgg 451 

Leu Phe Gly Thr Val Val Phe Ala Ser Cys Ala Gly Val Tyr Phe Trp 

105 HO 115 



ttc ccg aag atg act ggc cgc atg atg gac gag cgt ctt ggc aag ate 
Phe Pro Lys Met Thr Gly Arg Met Met Asp Glu Arg Leu Gly Lys He 
120 125 130 



cac tgg gtg ggc aac atg ggt atg cca cgt cgt tac get gac tac ctg 
His Trp Val Gly Asn Met Gly Met Pro Arg Arg Tyr Ala Asp Tyr Leu 
150 155 160 165 

gat tct gat ggt ttc acc ate tac aac cag ate tec acc gtg ttc tac 
Asp Ser Asp Gly Phe Thr He Tyr Asn Gin He Ser Thr Val Phe Tyr 
170 175 180 

ttc ctg ctt ggc ctg tct gtc att cca ttc ate tgg aac gtc ttc aag 
Phe Leu Leu Gly Leu Ser Val He Pro Phe He Trp Asn Val Phe Lys 
185 190 195 

tec tgg cgc tac ggt gag etc gtt acc gtt gat gat cct tgg ggt tac 
Ser Trp Arg Tyr Gly Glu Leu Val Thr Val Asp Asp Pro Trp Gly Tyr 
200 205 210 

ggc aac tec ctg gag tgg gca acc tec tgc cct cct cct cgc cac aac 
Gly Asn Ser Leu Glu Trp Ala Thr Ser Cys Pro Pro Pro Arg His Asn 
215 220 225 

ttc gca tec ttg cct cgt ate cgc tec gag cgc cct gcg ttc gag ctg 
Phe Ala Ser Leu Pro Arg He Arg Ser Glu Arg Pro Ala Phe Glu Leu 
230 235 240 245 

cac tac ccg cac atg att gaa cgc atg cgc gca gag gca cac act gga 
His Tyr Pro His Met He Glu Arg Met Arg Ala Glu Ala His Thr Gly 
250 255 260 

cat cac gat gat att aat get cca gaa ttg ggt acc gec cca gee ctt 
His His Asp Asp He Asn Ala Pro Glu Leu Gly Thr Ala Pro Ala Leu 
265 270 275 

gca tct gac tec age cgc taaaagcgtc tgatttaagt egg 
Ala Ser Asp Ser Ser Arg 
280 



499 



cac ttc tgg ttg acc ttc gtc ggt ttc cac gga acc ttc etc ate cag 547 
His Phe Trp Leu Thr Phe Val Gly Phe His Gly Thr Phe Leu He Gin 
135 140 145 



595 



643 



691 



739 



787 



835 



883 



931 



972 



<210> 658 
<211> 283 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 658 

Leu Ser He Gly Ala Leu Ser Met Ala Val Trp Ala His His Met Phe 
15 10 15 

Val Thr Gly Ala Val Leu Leu Pro Phe Phe Ser Phe Met Thr Phe Leu 
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20 25 30 

He Ser Val Pro Thr Gly Val Lys Phe Phe Asn Trp Val Gly Thr Met 
35 40 45 

Trp Lys Gly His He Thr Trp Glu Thr Pro Met He Trp Ser Val Gly 
50 55 60 

Phe Met Ala Thr Phe Leu Phe Gly Gly Leu Thr Gly He Met Leu Ala 
65 70 75 80 

Ser Pro Pro Leu Asp Phe His Leu Ala Asp Ser Tyr Phe Leu He Ala 
85 90 95 

His Phe His Tyr Thr Leu Phe Gly Thr Val Val Phe Ala Ser Cys Ala 
100 105 HO 

Gly Val Tyr Phe Trp Phe Pro Lys Met Thr Gly Arg Met Met Asp Glu 
115 120 125 

Arg Leu Gly Lys He His Phe Trp Leu Thr Phe Val Gly Phe His Gly 
130 135 140 

Thr Phe Leu He Gin His Trp Val Gly Asn Met Gly Met Pro Arg Arg 
145 150 155 160 

Tyr Ala Asp Tyr Leu Asp Ser Asp Gly Phe Thr He Tyr Asn Gin He 
165 170 175 

Ser Thr Val Phe Tyr Phe Leu Leu Gly Leu Ser Val He Pro Phe He 
180 185 190 

Trp Asn Val Phe Lys Ser Trp Arg Tyr Gly Glu Leu Val Thr Val Asp 
195 200 205 

Asp Pro Trp Gly Tyr Gly Asn Ser Leu Glu Trp Ala Thr Ser Cys Pro 
210 215 220 

Pro Pro Arg His Asn Phe Ala Ser Leu Pro Arg He Arg Ser Glu Arg 
225 230 235 240 

Pro Ala Phe Glu Leu His Tyr Pro His Met He Glu Arg Met Arg Ala 
245 250 255 

Glu Ala His Thr Gly His His Asp Asp He Asn Ala Pro Glu Leu Gly 
260 265 270 

Thr Ala Pro Ala Leu Ala Ser Asp Ser Ser Arg 
275 280 



<210> 659 
<211> 735 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (712) 

<223> FRXA02481 
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<400> 659 

tgctaactac gtcctgccac ttcagatcgg tgcgcctgac gtagctttcc cacgttgaaa 60 

tgctttcggc ttctgaatca ccaccgtcgg tggtgtcgcg atg ctg acc ggc ttc 11 

Met Leu Thr Gly Phe 
1 5 



eta acc ccg ggt ggt get gec gac ttg ggt gga cca tgt act ccc cac 
Leu Thr Pro Gly Gly Ala Ala Asp Leu Gly Gly Pro Cys Thr Pro His 
10 15 20 



163 



tgt ctg acg caa ttc act ccc cag gec ttg gtt eta aca tgt gga ttg 211 

Cys Leu Thr Gin Phe Thr Pro Gin Ala Leu Val Leu Thr Cys Gly Leu 

25 30 35 

teg ggt gtc ggt gca act ggt att ggc tec gtt get tec gca att aac 259 

Ser Gly Val Gly Ala Thr Gly He Gly Ser Val Ala Ser Ala He Asn 

40 45 50 



atg etc acc acc ate etc tgc etc cgc gca cct ggt atg acc atg ttc 
Met Leu Thr Thr He Leu Cys Leu Arg Ala Pro Gly Met Thr Met Phe 
55 60 65 

cgt atg cct att ttc acc tgg aat ate ttc gtt gtt tec gtt ctt get 
Arg Met Pro He Phe Thr Trp Asn He Phe Val Val Ser Val Leu Ala 
70 75 80 85 

ctg ctg ate ttc cca ctg ctg etc get get gca ctg ggt gtt ctg tat 
Leu Leu He Phe Pro Leu Leu Leu Ala Ala Ala Leu Gly Val Leu Tyr 
90 95 100 

gac cgc aag ctt ggt gga cac ctg tac gat cca get aac ggc ggc tec 
Asp Arg Lys Leu Gly Gly His Leu Tyr Asp Pro Ala Asn Gly Gly Ser 
105 HO 115 

etc ctg tgg cag cac ctg ttc tgg ttc ttc gga cac cct gag gtt tac 
Leu Leu Trp Gin His Leu Phe Trp Phe Phe Gly His Pro Glu Val Tyr 
120 125 130 

gtt ctg gcg ctg ccg ttc ttc ggc att gtt tct gag ate att cct gtg 
Val Leu Ala Leu Pro Phe Phe Gly He Val Ser Glu He He Pro Val 
135 140 145 

ttc tec cgt aag cca atg ttc ggg tta cgt egg cct gat ctt cgc aac 
Phe Ser Arg Lys Pro Met Phe Gly Leu Arg Arg Pro Asp Leu Arg Asn 
150 155 160 165 

ctt gtc cat tgg tgc act gtc cat ggc tgt gtg ggc tea cca cat gtt 
Leu Val His Trp Cys Thr Val His Gly Cys Val Gly Ser Pro His Val 
170 175 180 

cgt tac tgg cgc agt ttt get tec gtt ctt etc ctt cat gac gtt cct 
Arg Tyr Trp Arg Ser Phe Ala Ser Val Leu Leu Leu His Asp Val Pro 
185 190 195 



307 



355 



403 



451 



499 



547 



595 



643 



691 



gat ttc ggt tec tac egg cgt taagttcttc aactgggttg gaa 735 
Asp Phe Gly Ser Tyr Arg Arg 
200 



<210> 660 
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<211> 204 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 660 

Met Leu Thr Gly Phe Leu Thr Pro Gly Gly Ala Ala Asp Leu Gly Gly 
15 10 15 

Pro Cys Thr Pro His Cys Leu Thr Gin Phe Thr Pro Gin Ala Leu Val 
20 25 30 

Leu Thr Cys Gly Leu Ser Gly Val Gly Ala Thr Gly He Gly Ser Val 
35 40 45 

Ala Ser Ala He Asn Met Leu Thr Thr He Leu Cys Leu Arg Ala Pro 
50 55 60 

Gly Met Thr Met Phe Arg Met Pro He Phe Thr Trp Asn He Phe Val 
65 70 75 80 

Val Ser Val Leu Ala Leu Leu He Phe Pro Leu Leu Leu Ala Ala Ala 
85 90 95 

Leu Gly Val Leu Tyr Asp Arg Lys Leu Gly Gly His Leu Tyr Asp Pro 
100 105 HO 

Ala Asn Gly Gly Ser Leu Leu Trp Gin His Leu Phe Trp Phe Phe Gly 
115 120 125 

His Pro Glu Val Tyr Val Leu Ala Leu Pro Phe Phe Gly He Val Ser 
130 135 140 

Glu He He Pro Val Phe Ser Arg Lys Pro Met Phe Gly Leu Arg Arg 
145 150 155 160 

Pro Asp Leu Arg Asn Leu Val His Trp Cys Thr Val His Gly Cys Val 
165 170 175 

Gly Ser Pro His Val Arg Tyr Trp Arg Ser Phe Ala Ser Val Leu Leu 
180 185 190 

Leu His Asp Val Pro Asp Phe Gly Ser Tyr Arg Arg 
195 200 



<210> 661 
<211> 1200 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1177) 
<223> RXA02140 

<400> 661 

aacacaagat atggaatcgg ctggcaaata 
aggtctctgg tttttgtgtg gacaggaagg 



ggctattctg cgaagataga aatgaccgta 60 

cagaacacac gtg gaa cag caa aat 115 
Val Glu Gin Gin Asn 
1 5 
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aag cgt ggt tta aag cgc aag gcc ctg ctt ggc ggt gtc ttg ggc tta 163 
Lys Arg Gly Leu Lys Arg Lys Ala Leu Leu Gly Gly Val Leu Gly Leu 
10 15 20 

ggt ggc etc gcc atg gca ggc tgt gaa gtc gcc cct cct ggc ggt gtg 211 
Gly Gly Leu Ala Met Ala Gly Cys Glu Val Ala Pro Pro Gly Gly Val 
25 30 35 



ctt gga gat ttc eta cgt atg ggt tgg cct gat ggc att acc cct gaa 
Leu Gly Asp Phe Leu Arg Met Gly Trp Pro Asp Gly lie Thr Pro Glu 
40 45 50 

gca gtg gcc atg ggt aac ttc tgg tea tgg gtc tgg gtt get gcc tgg 
Ala Val Ala Met Gly Asn Phe Trp Ser Trp Val Trp Val Ala Ala Trp 
55 60 65 



get tac cag tgg aac tgg aag ttc gga tac tec gaa att gat ggc tea 
Ala Tyr Gin Trp Asn Trp Lys Phe Gly Tyr Ser Glu lie Asp Gly Ser 
150 155 160 165 



gca get gcc gag get tec aag aag gat cct tct gga gat aac cca att 

Ala Ala Ala Glu Ala Ser Lys Lys Asp Pro Ser Gly Asp Asn Pro He 

185 190 195 

cac ggc aac tea aag tct gac gtt tct tac ctt gag ttc aac cga att 

His Gly Asn Ser Lys Ser Asp Val Ser Tyr Leu Glu Phe Asn Arg He 

200 205 210 

gaa acc etc gga acc act gat gaa ate cca gtg atg gtt ctt cct gtg 

Glu Thr Leu Gly Thr Thr Asp Glu He Pro Val Met Val Leu Pro Val 

215 220 225 

aac acc cca ate gag ttc aac etc gca tct get gac gtt gca cac tec 

Asn Thr Pro He Glu Phe Asn Leu Ala Ser Ala Asp Val Ala His Ser 

230 235 240 245 



259 



307 



ate ate ggc ate ate atg tgg ggt eta ttc etc acc gcc ate ttt gcc 355 
He He Gly He He Met Trp Gly Leu Phe Leu Thr Ala He Phe Ala 
70 75 80 85 

tgg ggc gca aag agg get gaa aag cgc ggc gag ggt gaa ttc cct aag 403 
Trp Gly Ala Lys Arg Ala Glu Lys Arg Gly Glu Gly Glu Phe Pro Lys 
90 95 100 

cag etc cag tac aac gtt cca ctt gag etc gtt ctg acg ate gtt ccg 451 
Gin Leu Gin Tyr Asn Val Pro Leu Glu Leu Val Leu Thr He Val Pro 
105 HO 115 

ate ate att gtt atg gtg ctg ttc ttc ttc acc gtt caa act cag gac 499 
He He He Val Met Val Leu Phe Phe Phe Thr Val Gin Thr Gin Asp 
120 125 130 

aag gtc acc get ctg gat aag aac cca gag gtt acc gtg gac gtc acc 547 
Lys Val Thr Ala Leu Asp Lys Asn Pro Glu Val Thr Val Asp Val Thr 
135 140 145 



595 



ctg gca cct ggt gga cag gat tac caa gga age gac ccg gag cgt cag 643 
Leu Ala Pro Gly Gly Gin Asp Tyr Gin Gly Ser Asp Pro Glu Arg Gin 
170 175 180 



691 



739 



787 



835 
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ttc tgg gtt cca gag ttc etc ttc aag cga gat get tac gca cac cct 883 
Phe Trp Val Pro Glu Phe Leu Phe Lys Arg Asp Ala Tyr Ala His Pro 
250 255 260 

gag gca aac aag tec cag cgt gtc ttc cag att gaa gag ate act gag 
Glu Ala Asn Lys Ser Gin Arg Val Phe Gin lie Glu Glu lie Thr Glu 
265 270 275 

gaa ggc gca ttc gtt ggt cgc tgt gca gaa atg tgc ggt act tac cac 
Glu Gly Ala Phe Val Gly Arg Cys Ala Glu Met Cys Gly Thr Tyr His 
280 285 290 

gca atg atg aac ttc gag ctt cgt gtc gtc gat cgc gat tec ttc get 
Ala Met Met Asn Phe Glu Leu Arg Val Val Asp Arg Asp Ser Phe Ala 
295 300 305 

gag tac ate age ttc cgt gac tec aac cca gac gca ace aac get cag 
Glu Tyr lie Ser Phe Arg Asp Ser Asn Pro Asp Ala Thr Asn Ala Gin 
310 315 320 325 

gca ctt gag cac att ggt caa get cct tac get act tec act age cca 
Ala Leu Glu His lie Gly Gin Ala Pro Tyr Ala Thr Ser Thr Ser Pro 
330 335 340 

ttc gtt tec gat cgc ace gca ace cgc gac ggc gaa aac act cag age 1171 
Phe Val Ser Asp Arg Thr Ala Thr Arg Asp Gly Glu Asn Thr Gin Ser 
345 350 355 

aac get taagaaggag tggcgaaaaa atg 1200 
Asn Ala 



931 



979 



1027 



1075 



1123 



<210> 662 
<211> 359 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 662 

Val Glu Gin Gin Asn Lys Arg Gly Leu Lys Arg Lys Ala Leu Leu Gly 
15 10 15 

Gly Val Leu Gly Leu Gly Gly Leu Ala Met Ala Gly Cys Glu Val Ala 
20 25 30 

Pro Pro Gly Gly Val Leu Gly Asp Phe Leu Arg Met Gly Trp Pro Asp 
35 40 45 

Gly He Thr Pro Glu Ala Val Ala Met Gly Asn Phe Trp Ser Trp Val 
50 55 60 

Trp Val Ala Ala Trp He He Gly lie He Met Trp Gly Leu Phe Leu 
65 70 75 80 

Thr Ala He Phe Ala Trp Gly Ala Lys Arg Ala Glu Lys Arg Gly Glu 
85 90 95 

Gly Glu Phe Pro Lys Gin Leu Gin Tyr Asn Val Pro Leu Glu Leu Val 
100 105 HO 

Leu Thr He Val Pro He He He Val Met Val Leu Phe Phe Phe Thr 
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115 120 125 

Val Gin Thr Gin Asp Lys Val Thr Ala Leu Asp Lys Asn Pro Glu Val 
130 135 140 

Thr Val Asp Val Thr Ala Tyr Gin Trp Asn Trp Lys Phe Gly Tyr Ser 
145 150 155 160 

Glu lie Asp Gly Ser Leu Ala Pro Gly Gly Gin Asp Tyr Gin Gly Ser 
165 170 175 

Asp Pro Glu Arg Gin Ala Ala Ala Glu Ala Ser Lys Lys Asp Pro Ser 
180 185 190 

Gly Asp Asn Pro lie His Gly Asn Ser Lys Ser Asp Val Ser Tyr Leu 
195 200 205 

Glu Phe Asn Arg He Glu Thr Leu Gly Thr Thr Asp Glu He Pro Val 
210 215 220 

Met Val Leu Pro Val Asn Thr Pro He Glu Phe Asn Leu Ala Ser Ala 
225 230 235 240 

Asp Val Ala His Ser Phe Trp Val Pro Glu Phe Leu Phe Lys Arg Asp 
245 250 255 

Ala Tyr Ala His Pro Glu Ala Asn Lys Ser Gin Arg Val Phe Gin He 
260 265 270 

Glu Glu He Thr Glu Glu Gly Ala Phe Val Gly Arg Cys Ala Glu Met 
275 280 285 

Cys Gly Thr Tyr His Ala Met Met Asn Phe Glu Leu Arg Val Val Asp 
290 295 300 

Arg Asp Ser Phe Ala Glu Tyr He Ser Phe Arg Asp Ser Asn Pro Asp 
305 310 315 320 

Ala Thr Asn Ala Gin Ala Leu Glu His He Gly Gin Ala Pro Tyr Ala 
325 330 335 

Thr Ser Thr Ser Pro Phe Val Ser Asp Arg Thr Ala Thr Arg Asp Gly 
340 345 350 



Glu Asn Thr Gin Ser Asn Ala 
355 



<210> 663 
<211> 774 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (751) 

<223> RXA02142 

<400> 663 

acgaaaagtt cccggaaggt cgattgaaaa gtttgcgaat tgggggaaaa ttcgcatcaa 
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aagccgagtt caaactttca attgaaacgg ggggcttgaa gtg act ttg gcc aac 115 

Val Thr Leu Ala Asn 
1 5 



caa aca gcc ata eta gat age gtg acg age gca gtt gga aat aca ggt 
Gin Thr Ala lie Leu Asp Ser Val Thr Ser Ala Val Gly Asn Thr Gly 
10 15 20 



163 



307 



355 



403 



atg gca gca cca caa cgt gtt gcg gca ctg aac cgt ccg aat atg gtc 211 
Met Ala Ala Pro Gin Arg Val Ala Ala Leu Asn Arg Pro Asn Met Val 
25 30 35 

agt gtc ggc acc att gtg ttc ctg tct cag gaa tta atg ttc ttc gcc 259 
Ser Val Gly Thr lie Val Phe Leu Ser Gin Glu Leu Met Phe Phe Ala 
40 45 50 

ggg eta ttc gcg atg tac ttc gtg tec cgt gcg aac gga ctg gca aat 
Gly Leu Phe Ala Met Tyr Phe Val Ser Arg Ala Asn Gly Leu Ala Asn 
55 60 65 

gga tea tgg gga gag cag aca gat cac etc aac gtg ccc tac gca ctg 
Gly Ser Trp Gly Glu Gin Thr Asp His Leu Asn Val Pro Tyr Ala Leu 
70 75 80 85 

ttg att acg gtc att ctg gtg tct tec tea gtg act tgc cag ttc gga 
Leu lie Thr Val lie Leu Val Ser Ser Ser Val Thr Cys Gin Phe Gly 
90 95 100 

gtt ttt gcg get gaa agg ggt gac gtt tac ggc etc cgc aag tgg ttc 451 
Val Phe Ala Ala Glu Arg Gly Asp Val Tyr Gly Leu Arg Lys Trp Phe 
105 HO 115 

ttg gtc acg att ate etc gga tea ate ttc gtg ate gga cag ggc tac 499 
Leu Val Thr He He Leu Gly Ser He Phe Val He Gly Gin Gly Tyr 
120 125 130 

gag tac ate act etc gta ggt cac gga ctt aca ate cag age agt gtc 
Glu Tyr He Thr Leu Val Gly His Gly Leu Thr He Gin Ser Ser Val 
135 140 145 

tac gga teg gca ttc ttt att aca acc ggt ttc cac gca ctg cac gtg 
Tyr Gly Ser Ala Phe Phe He Thr Thr Gly Phe His Ala Leu His Val 
150 155 160 165 

ate gcg ggt gtt atg gcc ttc gtt gtg gtt ctt atg aga ate cat aag 
He Ala Gly Val Met Ala Phe Val Val Val Leu Met Arg He His Lys 
170 175 180 

teg aag ttc act ccg gca cag gca acc gca gca atg gtt gtg tct tat 
Ser Lys Phe Thr Pro Ala Gin Ala Thr Ala Ala Met Val Val Ser Tyr 
185 190 195 

tac tgg cac ttc gtt gac gtg gtc tgg ate ggc etc ttc ate act att 
Tyr Trp His Phe Val Asp Val Val Trp He Gly Leu Phe He Thr He 
200 205 210 

tac ttc att cag taggcagtaa ggaatcctca acg 774 
Tyr Phe He Gin 
215 



547 



5 95 



643 



691 



739 
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<210> 664 
<211> 217 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 664 

Val Thr Leu Ala Asn Gin Thr Ala lie Leu Asp Ser Val Thr Ser Ala 
15 10 15 

Val Gly Asn Thr Gly Met Ala Ala Pro Gin Arg Val Ala Ala Leu Asn 
20 25 30 

Arg Pro Asn Met Val Ser Val Gly Thr lie Val Phe Leu Ser Gin Glu 
35 40 45 

Leu Met Phe Phe Ala Gly Leu Phe Ala Met Tyr Phe Val Ser Arg Ala 
50 55 60 

Asn Gly Leu Ala Asn Gly Ser Trp Gly Glu Gin Thr Asp His Leu Asn 
65 70 75 80 

Val Pro Tyr Ala Leu Leu lie Thr Val lie Leu Val Ser Ser Ser Val 
85 90 95 

Thr Cys Gin Phe Gly Val Phe Ala Ala Glu Arg Gly Asp Val Tyr Gly 
100 105 HO 

Leu Arg Lys Trp Phe Leu Val Thr He He Leu Gly Ser He Phe Val 
115 120 125 

He Gly Gin Gly Tyr Glu Tyr He Thr Leu Val Gly His Gly Leu Thr 
130 135 140 

He Gin Ser Ser Val Tyr Gly Ser Ala Phe Phe He Thr Thr Gly Phe 
145 150 155 160 

His Ala Leu His Val He Ala Gly Val Met Ala Phe Val Val Val Leu 
165 170 175 

Met Arg He His Lys Ser Lys Phe Thr Pro Ala Gin Ala Thr Ala Ala 
180 185 190 

Met Val Val Ser Tyr Tyr Trp His Phe Val Asp Val Val Trp He Gly 
195 200 205 

Leu Phe He Thr He Tyr Phe He Gin 
210 215 



<210> 665 
<211> 1347 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1324) 

<223> RXA02144 

<400> 665 

actcactcgg tagcttgggc ccagtggctg agggtctgtt catgtgggta ttcggcatct 
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tggtcctcgt ggccgccgct atgtggattg gatcacgttc atg agt aac aac aac 115 

Met Ser Asn Asn Asn 
1 5 



gac aaa cag tac aca acc caa gaa etc aac gcg atg age aat gag gat 
Asp Lys Gin Tyr Thr Thr Gin Glu Leu Asn Ala Met Ser Asn Glu Asp 
10 15 20 



cgt gca gtt act ttc tgg eta gtc etc ggc ate att ggt gga ctt ggg 
Arg Ala Val Thr Phe Trp Leu Val Leu Gly lie lie Gly Gly Leu Gly 
55 60 65 



163 



ctt gca cga ctt ggt aca gag ctg gac gac gtt acc att gca tac cgc 211 
Leu Ala Arg Leu Gly Thr Glu Leu Asp Asp Val Thr lie Ala Tyr Arg 
25 30 35 

aag gaa cgt ttc cca ate get aat gac cca get gag aag cgc get gca 259 
Lys Glu Arg Phe Pro lie Ala Asn Asp Pro Ala Glu Lys Arg Ala Ala 
40 45 50 



307 



ttc ctg get acc tac att ttc tgg cct tgg gag tac aag gca cac gga 355 

Phe Leu Ala Thr Tyr lie Phe Trp Pro Trp Glu Tyr Lys Ala His Gly 

70 75 80 85 

gat gaa ggt etc ctg gcg tac acc ttg tac acc cca atg ctg ggt att 403 

Asp Glu Gly Leu Leu Ala Tyr Thr Leu Tyr Thr Pro Met Leu Gly lie 
90 95 100 

act tec ggt ctt tgc ate ctg tec ctg gga ttt gca gtt gtc ctt tat 

Thr Ser Gly Leu Cys lie Leu Ser Leu Gly Phe Ala Val Val Leu Tyr 
105 110 115 

gtc aag aag ttc att cca gag gaa ate gca gta cag cgt cgc cac gac 

Val Lys Lys Phe lie Pro Glu Glu He Ala Val Gin Arg Arg His Asp 
120 125 130 

ggt cct tct gaa gaa gtt gac cgc cgc acc ate gtt gca ctt etc aat 547 
Gly Pro Ser Glu Glu Val Asp Arg Arg Thr He Val Ala Leu Leu Asn 
135 140 145 



451 



499 



gac tct tgg cag acc tct act ctt ggt cgt cgc aag ctg ate atg gga 595 
Asp Ser Trp Gin Thr Ser Thr Leu Gly Arg Arg Lys Leu He Met Gly 
150 155 160 165 

ctt gca ggt ggc gga gca gta ctg gee ggc ctg acc ate ate get cca 
Leu Ala Gly Gly Gly Ala Val Leu Ala Gly Leu Thr He He Ala Pro 
170 175 180 

atg ggc ggt atg ate aag aac cct tgg aat cct aag gaa ggc cca atg 
Met Gly Gly Met He Lys Asn Pro Trp Asn Pro Lys Glu Gly Pro Met 
185 190 195 

gac gtt cag ggt gac ggc acc ctg tgg act tec ggt tgg act etc gtt 
Asp Val Gin Gly Asp Gly Thr Leu Trp Thr Ser Gly Trp Thr Leu Val 
200 205 210 

gag aac gac gtc aag gtt tac etc ggc cgc gac act gca gca att gcg 787 
Glu Asn Asp Val Lys Val Tyr Leu Gly Arg Asp Thr Ala Ala He Ala 
215 220 225 



643 



691 



739 
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gag tec cac acc gat gca acc ggt gag cac tgg tea acc act ggt gtt 835 
Glu Ser His Thr Asp Ala Thr Gly Glu His Trp Ser Thr Thr Gly Val 
230 235 240 245 

tec cgc ctg gtt cgt atg cgc cca gaa gat ctg gca gca gca tec atg 883 
Ser Arg Leu Val Arg Met Arg Pro Glu Asp Leu Ala Ala Ala Ser Met 
250 255 260 

gaa act gtc ttc cca ctt cca get gaa atg gtg aac gac ggt get gaa 
Glu Thr Val Phe Pro Leu Pro Ala Glu Met Val Asn Asp Gly Ala Glu 
265 270 275 

tac gat cct gcg aag gac gtc tac gag cac caa atg cac teg gtg cac 
Tyr Asp Pro Ala Lys Asp Val Tyr Glu His Gin Met His Ser Val His 
280 285 290 

ggc cca cgc aac gca gtt atg ttg ate cgt etc cgt acc get gac get 
Gly Pro Arg Asn Ala Val Met Leu lie Arg Leu Arg Thr Ala Asp Ala 
295 300 305 

gaa aag gtt ate gaa cgc gaa ggc cag gag tec ttc cac tac ggt gac 
Glu Lys Val lie Glu Arg Glu Gly Gin Glu Ser Phe His Tyr Gly Asp 
310 315 320 325 

tac tac get tac tec aag att tgt aca cac att ggt tgc cca acc tea 
Tyr Tyr Ala Tyr Ser Lys lie Cys Thr His lie Gly Cys Pro Thr Ser 
330 335 340 



931 



979 



1027 



1075 



1123 



ctg tac gag get cag acc aat cgt att ctg tgc cca tgt cac cag teg 1171 
Leu Tyr Glu Ala Gin Thr Asn Arg lie Leu Cys Pro Cys His Gin Ser 
345 350 355 

cag ttt gac gca ttg cac tac gga aag cca gtc ttt gga cct get gee 1219 
Gin Phe Asp Ala Leu His Tyr Gly Lys Pro Val Phe Gly Pro Ala Ala 
360 365 370 

cgt gca ctg cca cag ctg cca att acc gtt gat gaa gag ggc tac etc 
Arg Ala Leu Pro Gin Leu Pro He Thr Val Asp Glu Glu Gly Tyr Leu 
375 380 385 

ate gec get ggt aac ttc att gag cca etc ggc cct gca ttc tgg gag 
He Ala Ala Gly Asn Phe He Glu Pro Leu Gly Pro Ala Phe Trp Glu 
390 395 400 405 

cgt aag tea tgagtctagc taccgtggga aac 1347 
Arg Lys Ser 



1267 



1315 



<210> 666 
<211> 408 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 666 

Met Ser Asn Asn Asn Asp Lys Gin Tyr Thr Thr Gin Glu Leu Asn Ala 
15 10 15 

Met Ser Asn Glu Asp Leu Ala Arg Leu Gly Thr Glu Leu Asp Asp Val 
20 25 30 
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Thr lie Ala Tyr 
35 

Glu Lys Arg Ala 
50 

lie Gly Gly Leu 
65 

Tyr Lys Ala His 



Pro Met Leu Gly 
100 

Ala Val Val Leu 
115 

Gin Arg Arg His 
130 

Val Ala Leu Leu 
145 

Lys Leu lie Met 



Thr lie lie Ala 
180 

Lys Glu Gly Pro 
195 

Gly Trp Thr Leu 
210 

Thr Ala Ala lie 
225 

Ser Thr Thr Gly 



Ala Ala Ala Ser 
260 

Asn Asp Gly Ala 
275 

Met His Ser Val 
290 

Arg Thr Ala Asp 
305 

Phe His Tyr Gly 



Gly Cys Pro Thr 
340 



Arg Lys Glu Arg 
40 

Ala Arg Ala Val 
55 

Gly Phe Leu Ala 
70 

Gly Asp Glu Gly 
85 

lie Thr Ser Gly 



Tyr Val Lys Lys 
120 

Asp Gly Pro Ser 
135 

Asn Asp Ser Trp 
150 

Gly Leu Ala Gly 
165 

Pro Met Gly Gly 



Met Asp Val Gin 
200 

Val Glu Asn Asp 
215 

Ala Glu Ser His 
230 

Val Ser Arg Leu 
245 

Met Glu Thr Val 



Glu Tyr Asp Pro 
280 

His Gly Pro Arg 
295 

Ala Glu Lys Val 
310 

Asp Tyr Tyr Ala 
325 

Ser Leu Tyr Glu 



Phe Pro lie Ala 



Thr Phe Trp Leu 
60 

Thr Tyr lie Phe 
75 

Leu Leu Ala Tyr 
90 

Leu Cys lie Leu 
105 

Phe He Pro Glu 



Glu Glu Val Asp 
140 

Gin Thr Ser Thr 
155 

Gly Gly Ala Val 
170 

Met He Lys Asn 
185 

Gly Asp Gly Thr 



Val Lys Val Tyr 
220 

Thr Asp Ala Thr 
235 

Val Arg Met Arg 
250 

Phe Pro Leu Pro 
265 

Ala Lys Asp Val 



Asn Ala Val Met 
300 

He Glu Arg Glu 
315 

Tyr Ser Lys He 
330 

Ala Gin Thr Asn 
345 



Asn Asp Pro Ala 
45 

Val Leu Gly He 



Trp Pro Trp Glu 
80 

Thr Leu Tyr Thr 
95 

Ser Leu Gly Phe 
110 

Glu He Ala Val 
125 

Arg Arg Thr He 



Leu Gly Arg Arg 
160 

Leu Ala Gly Leu 
175 

Pro Trp Asn Pro 
190 

Leu Trp Thr Ser 
205 

Leu Gly Arg Asp 



Gly Glu His Trp 
240 

Pro Glu Asp Leu 
255 

Ala Glu Met Val 
270 

Tyr Glu His Gin 
285 

Leu He Arg Leu 



Gly Gin Glu Ser 
320 

Cys Thr His He 
335 

Arg He Leu Cys 
350 



Pro Cys His Gin Ser Gin Phe Asp Ala Leu His Tyr Gly Lys Pro Val 
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355 

Phe Gly Pro Ala 
370 

Glu Glu Gly Tyr 
385 

Pro Ala Phe Trp 



360 

Ala Arg Ala Leu 
375 

Leu lie Ala Ala 
390 

Glu Arg Lys Ser 
405 



Pro Gin Leu Pro 
380 

Gly Asn Phe lie 
395 



365 

lie Thr Val Asp 

Glu Pro Leu Gly 
400 



<210> 667 
<211> 1053 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . {1030} 
<223> RXA02740 

<400> 667 

aacgcaaggt gcacactcac cgcagggata tttaaataat aaggactcac aacttaaata 60 

tatgagtgat ttgaaaatgc aacgttctgg aggagaaccc ttg gac acg ate aag 115 

Leu Asp Thr lie Lys 
1 5 



gec tat att gcg eta acg aag ccc agg gtt att gaa etc etc ctt gtc 
Ala Tyr lie Ala Leu Thr Lys Pro Arg Val lie Glu Leu Leu Leu Val 
10 15 20 



gac gec tec att ttt gcg tgg gtc ctg aca gtg gec age ttc ttg tgg 
Asp Ala Ser He Phe Ala Trp Val Leu Thr Val Ala Ser Phe Leu Trp 
90 95 100 

ctg tgg ctg ctg tgc gat teg atg etc gec ggc ate ttc gtg ttg ate 
Leu Trp Leu Leu Cys Asp Ser Met Leu Ala Gly He Phe Val Leu He 
105 HO 115 

acg att ttc ttc tac att ttt gtc tac acc aag tgg ctg aag cgc cgc 
Thr He Phe Phe Tyr He Phe Val Tyr Thr Lys Trp Leu Lys Arg Arg 
120 125 130 



163 



gec aca ate ccc aca atg ctt cag get gaa cgc ggt gag aac aac att 211 
Ala Thr He Pro Thr Met Leu Gin Ala Glu Arg Gly Glu Asn Asn He 
25 30 35 

gtg etc ate ttg ctg act gtg ttc ggt ggc tgg atg ggt gcg gec gec 259 
Val Leu He Leu Leu Thr Val Phe Gly Gly Trp Met Gly Ala Ala Ala 
40 45 50 

gec aac acc ttc aac atg gtg gca gac tec gat att gat cag cgc atg 
Ala Asn Thr Phe Asn Met Val Ala Asp Ser Asp He Asp Gin Arg Met 
55 60 65 

gga cgc act agg get cgc cct ttg gtg cgc cac acc gtg agt aat cgc 355 
Gly Arg Thr Arg Ala Arg Pro Leu Val Arg His Thr Val Ser Asn Arg 
70 75 80 85 



307 



403 



451 



499 
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acg cac atg aat ate gtg tgg ggc gga gec gca ggt tgt atg cca gtg 547 
Thr His Met Asn lie Val Trp Gly Gly Ala Ala Gly Cys Met Pro Val 
135 140 145 



etc gtc ggc tgg gca gtg ate gtt gat cag ttt gag cca ggc gtt cca 
Leu Val Gly Trp Ala Val He Val Asp Gin Phe Glu Pro Gly Val Pro 
150 155 160 165 

cag cag tgg tgg cag gca att gtc ctg ttc atg gtg att ttc ttc tgg 
Gin Gin Trp Trp Gin Ala He Val Leu Phe Met Val He Phe Phe Trp 
170 175 180 

acc cca cct cac acc tgg get ctg gec atg aag tac cgc gaa gac tac 
Thr Pro Pro His Thr Trp Ala Leu Ala Met Lys Tyr Arg Glu Asp Tyr 
185 190 195 



etc ggc ctt gag acc ate ggc gag atg etc ggc tgg acc acc acc ttc 
Leu Gly Leu Glu Thr He Gly Glu Met Leu Gly Trp Thr Thr Thr Phe 
295 300 305 



595 



643 



691 



aag gcg get ggc gtc cca atg ctt cct gtc gtg cgc acc cca gtc cag 739 
Lys Ala Ala Gly Val Pro Met Leu Pro Val Val Arg Thr Pro Val Gin 
200 205 210 

gtc acc gca caa ate gtg tgg tac tec gtg gca act gtg ctg acc acc 787 
Val Thr Ala Gin He Val Trp Tyr Ser Val Ala Thr Val Leu Thr Thr 
215 220 225 

ttc ttg etc ate cca gca act ggt tgg ate tac gca gcg ate gec gtc 
Phe Leu Leu He Pro Ala Thr Gly Trp He Tyr Ala Ala He Ala Val 
230 235 240 245 

att tec ggc gtc acc ttc ttg ttc atg gee ate aag ctg cac etc ggc 
He Ser Gly Val Thr Phe Leu Phe Met Ala He Lys Leu His Leu Gly 
250 255 260 

ate aaa aac ggt ggc aag gtc aag cct ctg aag ctg ttt att ttg tec 
He Lys Asn Gly Gly Lys Val Lys Pro Leu Lys Leu Phe He Leu Ser 
265 270 275 

aac aac tac ttg gca gtc etc ttc gtg gca ttg tec gtc gac gcg gtc 979 
Asn Asn Tyr Leu Ala Val Leu Phe Val Ala Leu Ser Val Asp Ala Val 
280 285 290 



835 



883 



931 



1027 



ttc taaaagcttg cttttcgacg aaa 1053 

Phe 

310 



<210> 668 
<211> 310 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 668 

Leu Asp Thr He Lys Ala Tyr He Ala Leu Thr Lys Pro Arg Val He 
15 10 15 

Glu Leu Leu Leu Val Ala Thr He Pro Thr Met Leu Gin Ala Glu Arg 
20 25 30 
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Gly Glu Asn Asm He Val Leu He Leu Leu Thr Val Phe Gly Gly Trp 
35 40 45 

Met Gly Ala Ala Ala Ala Asn Thr Phe Asn Met Val Ala Asp Ser Asp 
50 55 60 

He Asp Gin Arg Met Gly Arg Thr Arg Ala Arg Pro Leu Val Arg His 
65 70 75 80 

Thr Val Ser Asn Arg Asp Ala Ser He Phe Ala Trp Val Leu Thr Val 
85 90 95 

Ala Ser Phe Leu Trp Leu Trp Leu Leu Cys Asp Ser Met Leu Ala Gly 
100 105 HO 

He Phe Val Leu He Thr He Phe Phe Tyr He Phe Val Tyr Thr Lys 
115 120 125 

Trp Leu Lys Arg Arg Thr His Met Asn He Val Trp Gly Gly Ala Ala 
130 135 140 

Gly Cys Met Pro Val Leu Val Gly Trp Ala Val He Val Asp Gin Phe 
145 150 155 160 

Glu Pro Gly Val Pro Gin Gin Trp Trp Gin Ala He Val Leu Phe Met 
165 170 175 

Val He Phe Phe Trp Thr Pro Pro His Thr Trp Ala Leu Ala Met Lys 
180 185 190 

Tyr Arg Glu Asp Tyr Lys Ala Ala Gly Val Pro Met Leu Pro Val Val 
195 200 205 

Arg Thr Pro Val Gin Val Thr Ala Gin He Val Trp Tyr Ser Val Ala 
210 215 220 

Thr Val Leu Thr Thr Phe Leu Leu He Pro Ala Thr Gly Trp He Tyr 
225 230 235 240 

Ala Ala He Ala Val He Ser Gly Val Thr Phe Leu Phe Met Ala He 
245 250 255 

Lys Leu His Leu Gly He Lys Asn Gly Gly Lys Val Lys Pro Leu Lys 
260 265 270 

Leu Phe He Leu Ser Asn Asn Tyr Leu Ala Val Leu Phe Val Ala Leu 
275 280 285 

Ser Val Asp Ala Val Leu Gly Leu Glu Thr He Gly Glu Met Leu Gly 
290 295 300 

Trp Thr Thr Thr Phe Phe 
305 310 



<210> 669 
<211> 1161 
<212> DNA 

<213> Corynebacterium glutamicum 
<220> 
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<221> CDS 

<222> (101) . . (1138) 
<223> RXA02743 



<400> 669 

atatccttaa aagttcccgg gagtttcagt ggcaaatacc accacttcca taccgggaac 60 

aattgtataa aactagccat gacctgctag gatcagcgac gtg tct act tea gat 11 

Val Ser Thr Ser Asp 
1 5 



get ccc tea aat aat cca gtt gag ttg aag ccc att act ttc tgg gca 163 
Ala Pro Ser Asn Asn Pro Val Glu Leu Lys Pro lie Thr Phe Trp Ala 
10 15 20 

ccg acc ate aaa gtg cag cgc att etc gcg etc eta ctg ttg att ttc 211 
Pro Thr lie Lys Val Gin Arg lie Leu Ala Leu Leu Leu Leu lie Phe 
25 30 35 

cag gga ggc ate acc gtt acg ggc tct ate gtc cgt gtc aca ggc tec 259 
Gin Gly Gly He Thr Val Thr Gly Ser He Val Arg Val Thr Gly Ser 
40 45 50 



ggc etc ggt tgt gat acc tgg cca eta tgc cac gaa ggt tea eta gtc 
Gly Leu Gly Cys Asp Thr Trp Pro Leu Cys His Glu Gly Ser Leu Val 
55 60 65 



aac cgc atg etc act ttc gtg ctt get gee gca gcg ctt gcg ttg ttc 
Asn Arg Met Leu Thr Phe Val Leu Ala Ala Ala Ala Leu Ala Leu Phe 
90 95 100 



307 



cca gtc gca ggc gca gca cca tgg ate cac cag gca gtg gaa ttt ggt 355 
Pro Val Ala Gly Ala Ala Pro Trp He His Gin Ala Val Glu Phe Gly 
70 75 80 85 



403 



att gca gtt ctt ggc gca aaa cgc cgc cgc gag ate ctg gtc cat tec 451 
He Ala Val Leu Gly Ala Lys Arg Arg Arg Glu He Leu Val His Ser 
105 HO 115 

ttc ate cag ggt ttg ggc ate ate ttg cag get gtc ate ggt ggc ate 499 
Phe He Gin Gly Leu Gly He He Leu Gin Ala Val He Gly Gly He 
120 125 130 

acc gtg ctg gtt gat ttg cac tgg tac gee gtt get ttg cac ttc ctg 547 
Thr Val Leu Val Asp Leu His Trp Tyr Ala Val Ala Leu His Phe Leu 
135 140 145 

cca tec atg ate ctt gtt ttc atg gee gcg att ttg tac acc cgc ate 595 
Pro Ser Met He Leu Val Phe Met Ala Ala He Leu Tyr Thr Arg He 
150 155 160 165 

ggc gag ccc gat gac ggc gag att acc acc aca ttc ccc acg tgg ate 
Gly Glu Pro Asp Asp Gly Glu He Thr Thr Thr Phe Pro Thr Trp He 
170 175 180 

cgc aat gta get gtc att ggt gca gta gcg etc tec gta gta ctg ate 
Arg Asn Val Ala Val He Gly Ala Val Ala Leu Ser Val Val Leu He 
185 190 195 

acc ggc acc atg acc acc ggc get ggc gtt cac tct ggc gat gca tea 739 
Thr Gly Thr Met Thr Thr Gly Ala Gly Val His Ser Gly Asp Ala Ser 



643 



691 
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200 205 210 

ate acc atg gat gat cgc etc gat gtc age ate gac ttg atg gec cac 
He Thr Met Asp Asp Arg Leu Asp Val Ser He Asp Leu Met Ala His 
215 220 225 

ate cac ggc tac age atg tac ate tac etc ttc ttc acc etc ate gtg 
He His Gly Tyr Ser Met Tyr He Tyr Leu Phe Phe Thr Leu He Val 
230 235 240 245 

gtc gec ggt ctg tac aag gca aaa acc acc aag cac aac aag cag ctt 
Val Ala Gly Leu Tyr Lys Ala Lys Thr Thr Lys His Asn Lys Gin Leu 
250 255 260 

ggc etc atg ctg att ctg ttc att ctg att cag gca ggt ate ggc ate 
Gly Leu Met Leu He Leu Phe He Leu He Gin Ala Gly He Gly He 
265 270 275 

ttg cag tac cgc atg ggt gtg cca cgc tgg age ate cca ttc cac ate 
Leu Gin Tyr Arg Met Gly Val Pro Arg Trp Ser He Pro Phe His He 
280 285 290 

gca atg tct tct gtc gtt gtt gee ttc act tec ctt ctg tgg gcg cag 
Ala Met Ser Ser Val Val Val Ala Phe Thr Ser Leu Leu Trp Ala Gin 
295 300 305 

ggt cgt ata cgc gtc ggc ggt aaa gee acc gtt act ggt tct gtt gat 
Gly Arg He Arg Val Gly Gly Lys Ala Thr Val Thr Gly Ser Val Asp 
310 315 320 325 



787 



835 



883 



931 



979 



1027 



1075 



ggc gat att aag aac gag ate att acg aac ccc ttt gag aag aaa tea 1123 
Gly Asp He Lys Asn Glu He He Thr Asn Pro Phe Glu Lys Lys Ser 
330 335 340 

aag cag cct gtt aaa taacacgcaa ctgtatcggt aaa 1161 
Lys Gin Pro Val Lys 
345 



<210> 670 
<211> 346 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 670 

Val Ser Thr Ser Asp Ala Pro Ser Asn Asn Pro Val Glu Leu Lys Pro 
15 10 15 

He Thr Phe Trp Ala Pro Thr He Lys Val Gin Arg He Leu Ala Leu 
20 25 30 

Leu Leu Leu He Phe Gin Gly Gly He Thr Val Thr Gly Ser He Val 
35 40 45 

Arg Val Thr Gly Ser Gly Leu Gly Cys Asp Thr Trp Pro Leu Cys His 
50 55 60 

Glu Gly Ser Leu Val Pro Val Ala Gly Ala Ala Pro Trp He His Gin 
65 70 75 80 

Ala Val Glu Phe Gly Asn Arg Met Leu Thr Phe Val Leu Ala Ala Ala 
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85 90 95 

Ala Leu Ala Leu Phe He Ala Val Leu Gly Ala Lys Arg Arg Arg Glu 
100 105 HO 

He Leu Val His Ser Phe He Gin Gly Leu Gly He He Leu Gin Ala 
115 120 125 

Val He Gly Gly He Thr Val Leu Val Asp Leu His Trp Tyr Ala Val 
130 135 140 

Ala Leu His Phe Leu Pro Ser Met He Leu Val Phe Met Ala Ala He 
145 150 155 160 

Leu Tyr Thr Arg He Gly Glu Pro Asp Asp Gly Glu He Thr Thr Thr 
165 170 175 

Phe Pro Thr Trp He Arg Asn Val Ala Val He Gly Ala Val Ala Leu 
180 185 190 

Ser Val Val Leu He Thr Gly Thr Met Thr Thr Gly Ala Gly Val His 
195 200 205 

Ser Gly Asp Ala Ser He Thr Met Asp Asp Arg Leu Asp Val Ser He 
210 215 220 

Asp Leu Met Ala His He His Gly Tyr Ser Met Tyr He Tyr Leu Phe 
225 230 235 240 

Phe Thr Leu He Val Val Ala Gly Leu Tyr Lys Ala Lys Thr Thr Lys 
245 250 255 

His Asn Lys Gin Leu Gly Leu Met Leu He Leu Phe He Leu He Gin 
260 265 270 

Ala Gly He Gly He Leu Gin Tyr Arg Met Gly Val Pro Arg Trp Ser 
275 280 285 

He Pro Phe His He Ala Met Ser Ser Val Val Val Ala Phe Thr Ser 
290 295 300 

Leu Leu Trp Ala Gin Gly Arg He Arg Val Gly Gly Lys Ala Thr Val 
305 310 315 320 

Thr Gly Ser Val Asp Gly Asp He Lys Asn Glu He He Thr Asn Pro 
325 330 335 

Phe Glu Lys Lys Ser Lys Gin Pro Val Lys 
340 345 



<210> 671 
<211> 444 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (421) 

<223> RXA01227 
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<400> 671 

ggataatcga aaatatgtgc cccttggtga agggtcgggg agctaatagg atgacagtga 60 

acctattttc cacgtcttta tccgtagtat tggagatccg atg acc tac aca ate 115 

Met Thr Tyr Thr lie. 
1 5 

gec cag ccc tgc gtt gat gtc ctg gat cga gec tgc gtc gag gaa tgt 
Ala Gin Pro Cys Val Asp Val Leu Asp Arg Ala Cys Val Glu Glu Cys 
10 15 20 



gat gag tgc gtc gac tgc ggt gec tgc gag ccc gtc tgc ccg gtt gaa 
Asp Glu Cys Val Asp Cys Gly Ala Cys Glu Pro Val Cys Pro Val Glu 
40 45 50 

gec ate ttc tac gaa gat gat gtt ccc cac gaa tgg tgg gac tac acc 
Ala lie Phe Tyr Glu Asp Asp Val Pro His Glu Trp Trp Asp Tyr Thr 
55 60 65 

ggc get aac gec gee ttt ttc gac gac etc ggt teg cca ggc ggt gee 
Gly Ala Asn Ala Ala Phe Phe Asp Asp Leu Gly Ser Pro Gly Gly Ala 
70 75 80 85 

gec age ctg ggt ccg cag gac ttc gac gec cag etc gtc gcg gtg ctg 
Ala Ser Leu Gly Pro Gin Asp Phe Asp Ala Gin Leu Val Ala Val Leu 
90 95 100 

ccg cca cag aac cag aac taggacctga tatcggccct aaa 
Pro Pro Gin Asn Gin Asn 
105 



163 



ccc gtg gac tgc ate tac gag ggc aaa egg atg etc tac ate cac ccc 211 
Pro Val Asp Cys He Tyr Glu Gly Lys Arg Met Leu Tyr He His Pro 
25 30 35 



259 



307 



355 



403 



444 



<210> 672 
<211> 107 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 672 

Met Thr Tyr Thr He Ala Gin Pro Cys Val Asp Val Leu Asp Arg Ala 
15 10 15 

Cys Val Glu Glu Cys Pro Val Asp Cys He Tyr Glu Gly Lys Arg Met 
20 25 30 

Leu Tyr He His Pro Asp Glu Cys Val Asp Cys Gly Ala Cys Glu Pro 
35 40 45 

Val Cys Pro Val Glu Ala He Phe Tyr Glu Asp Asp Val Pro His Glu 
50 55 60 

Trp Trp Asp Tyr Thr Gly Ala Asn Ala Ala Phe Phe Asp Asp Leu Gly 
65 70 75 80 

Ser Pro Gly Gly Ala Ala Ser Leu Gly Pro Gin Asp Phe Asp Ala Gin 
85 90 95 

Leu Val Ala Val Leu Pro Pro Gin Asn Gin Asn 
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100 105 



<210> 673 
<211> 438 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (415) 

<223> RXA01865 

<400> 673 

ggtggaattt ggcctgcggt caaggggaag tagcataata agcctaaagc tttcccatat 60 

ttattagcct cttagagttc tcaggagaaa acgaaatccc atg aca tac aca ate 115 

Met Thr Tyr Thr lie 
1 5 



gca cag ccc tgc gtt gac gtc ttg gat cgt gec tgc gtt gaa gaa tgc 
Ala Gin Pro Cys Val Asp Val Leu Asp Arg Ala Cys Val Glu Glu Cys 
10 15 20 



gca ate ttc tac gag gac gat gtc cca gac gaa tgg ctt gac tac aac 
Ala lie Phe Tyr Glu Asp Asp Val Pro Asp Glu Trp Leu Asp Tyr Asn 
55 60 65 

gat gec aac get gca ttc ttc gat gat ctg ggc tec cca ggt ggt gcg 
Asp Ala Asn Ala Ala Phe Phe Asp Asp Leu Gly Ser Pro Gly Gly Ala 
70 75 80 85 

get aag ctt gga cca caa gat ttt gat cac cca atg ate get gcg ctg 
Ala Lys Leu Gly Pro Gin Asp Phe Asp His Pro Met lie Ala Ala Leu 
90 95 100 

ccg cct cag gca taatctaacg catgacctct cgc 
Pro Pro Gin Ala 
105 



<210> 674 
<211> 105 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 674 

Met Thr Tyr Thr lie Ala Gin Pro Cys Val Asp Val Leu Asp Arg Ala 
15 10 15 



163 



cca gta gat tgc ate tac gaa ggt aag cgc atg ctg tac ate cac ccg 211 
Pro Val Asp Cys lie Tyr Glu Gly Lys Arg Met Leu Tyr lie His Pro 
25 30 35 

gat gag tgc gtt gac tgt ggt gca tgt gag cct get tgc cca gtt gag 259 
Asp Glu Cys Val Asp Cys Gly Ala Cys Glu Pro Ala Cys Pro Val Glu 
40 45 50 



307 



355 



403 



438 



Cys Val Glu Glu Cys Pro Val Asp Cys lie Tyr Glu Gly Lys Arg Met 
20 25 30 
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Leu Tyr lie His Pro Asp Glu Cys 
35 40 

Ala Cys Pro Val Glu Ala lie Phe 
50 55 

Trp-Leu Asp Tyr Asn Asp Ala Asn 
65 70 

Ser Pro Gly Gly Ala Ala Lys Leu 
85 

Met lie Ala Ala Leu Pro Pro Gin 
100 



Val Asp Cys Gly Ala Cys Glu Pro 
45 

Tyr Glu Asp Asp Val Pro Asp Glu 
60 

Ala Ala Phe Phe Asp Asp Leu Gly 

75 80 

Gly Pro Gin Asp Phe Asp His Pro 
90 95 

Ala 
105 



<210> 675 
<211> 441 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (418} 

<223> RXA00680 

<400> 675 

ttcttgcatc cccagaagcc gaatacatca ctgggcaaac actcatcgtt gatggtggcc 60 

gacagttcat ctaagtacta aaagttctaa ggagaagatc atg tct act att cat 115 

Met Ser Thr lie His 

1 5 

ttc att gat cat get ggc aaa acc cgc acc ate gag gcg act gtt ggt 163 

Phe He Asp His Ala Gly Lys Thr Arg Thr He Glu Ala Thr Val Gly 

10 15 20 

gat tea gta atg gag acc gca gtc cga aac gga gtg cct gga att gtt 211 
Asp Ser Val Met Glu Thr Ala Val Arg Asn Gly Val Pro Gly He Val 
25 30 35 



get gaa tgc ggc ggt tec tta teg tgt gca acc tgc cat gtg ttt gtt 
Ala Glu Cys Gly Gly Ser Leu Ser Cys Ala Thr Cys His Val Phe Val 
40 45 50 

gac cct gca cag tat gat gcg ctt ccc cca atg gag gag atg gaa gat 
Asp Pro Ala Gin Tyr Asp Ala Leu Pro Pro Met Glu Glu Met Glu Asp 
55 60 65 

gaa atg ctg tgg ggt get gec gtg gac cgt gag gat tgc tec cgt ttg 
Glu Met Leu Trp Gly Ala Ala Val Asp Arg Glu Asp Cys Ser Arg Leu 
70 75 80 85 

tct tgc caa ate aag gtc acc gaa ggc atg gat ctt teg ttg acc acg 
Ser Cys Gin He Lys Val Thr Glu Gly Met Asp Leu Ser Leu Thr Thr 
90 95 100 



259 



307 



355 



403 



cca gaa acg caa gtg tgaggttgaa tcatgaatac ttc 441 
Pro Glu Thr Gin Val 
105 
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<210> 676 
<211> 106 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 676 

Met Ser Thr He His Phe He Asp His Ala Gly Lys Thr Arg Thr He 
15 10 15 

Glu Ala Thr Val Gly Asp Ser Val Met Glu Thr Ala Val Arg Asn Gly 
20 25 30 

Val Pro Gly He Val Ala Glu Cys Gly Gly Ser Leu Ser Cys Ala Thr 
35 40 45 

Cys His Val Phe Val Asp Pro Ala Gin Tyr Asp Ala Leu Pro Pro Met 
50 55 60 

Glu Glu Met Glu Asp Glu Met Leu Trp Gly Ala Ala Val Asp Arg Glu 
65 70 75 80 

Asp Cys Ser Arg Leu Ser Cys Gin He Lys Val Thr Glu Gly Met Asp 
85 90 95 



Leu Ser Leu Thr Thr Pro Glu Thr Gin Val 
100 105 



<210> 677 
<211> 1389 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 
<221> CDS 

<222> (101) . . (1366) 
<223> RXA0067 9 

<400> 677 

ggaccgtgag gattgctccc gtttgtcttg ccaaatcaag gtcaccgaag gcatggatct 60 

ttcgttgacc acgccagaaa cgcaagtgtg aggttgaatc atg aat act tea get 115 

Met Asn Thr Ser Ala 

1 5 

gaa act gga ate ttg ate ate ggt gca aac caa teg ggt gtg cag ctg 
Glu Thr Gly He Leu He He Gly Ala Asn Gin Ser Gly Val Gin Leu 
10 15 20 



ggc gag gag gat cac cgc ccc tac cag cgt ccc gee ttg tec aag gag 
Gly Glu Glu Asp His Arg Pro Tyr Gin Arg Pro Ala Leu Ser Lys Glu 
40 45 50 

ttc etc cag gac aag ate gac aaa gag cgt ctg att ttc cgt tec aat 
Phe Leu Gin Asp Lys He Asp Lys Glu Arg Leu He Phe Arg Ser Asn 
55 60 65 



163 



gcg att tec ctg egg gee acg ggt ttc ace gaa teg ate acg ctt eta 211 
Ala He Ser Leu Arg Ala Thr Gly Phe Thr Glu Ser He Thr Leu Leu 
25 30 35 



259 



307 
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gag tat tgg gaa gaa aat aat att cgc ctg gtc aag ggc gtg cgc ate 355 
Glu Tyr Trp Glu Glu Asn Asn lie Arg Leu Val Lys Gly Val Arg He 



70 



75 80 85 



eta gaa gat ggc aca gta att cct gec caa eta gtc att gtg ggc ate 
Leu Glu Asp Gly Thr Val He Pro Ala Gin Leu Val He Val Gly He 
230 235 240 245 

ggt gtc att ccg aac aca gaa ctt gee get gtt ctg ggc tta gac ate 
Gly Val He Pro Asn Thr Glu Leu Ala Ala Val Leu Gly Leu Asp He 
250 255 260 

aac aac ggc ate gtg gtg gat aaa cat gee gtc gcg tea gat ggc acc 
Asn Asn Gly He Val Val Asp Lys His Ala Val Ala Ser Asp Gly Thr 
265 270 275 

acc att gcg att ggc gat gtc gee aac att ccc aat cca ate cct ggt 
Thr He Ala He Gly Asp Val Ala Asn He Pro Asn Pro He Pro Gly 
280 285 290 

tec ccc get gat gaa cgc ate cga eta gaa age gtc aat aac gee ate 
Ser Pro Ala Asp Glu Arg He Arg Leu Glu Ser Val Asn Asn Ala He 
295 300 305 



403 



gaa cgc att gaa aag aac gac gac gga tea ggg gtc gec tac ggc gee 
Glu Arg He Glu Lys Asn Asp Asp Gly Ser Gly Val Ala Tyr Gly Ala 
90 95 100 

gga caa gaa ttc get ttt cga cgt etc get eta gcg gtt ggt gee cgc 
Gly Gin Glu Phe Ala Phe Arg Arg Leu Ala Leu Ala Val Gly Ala Arg 
105 HO 115 

cct cgc cac etc gac etc ccg ggc gee acc ttg gag ggt gtc acc tac 
Pro Arg His Leu Asp Leu Pro Gly Ala Thr Leu Glu Gly Val Thr Tyr 
120 125 130 

ctg cgc aac gcg gac gac gee ttg gcg etc aaa gcg atg att ggt tct 
Leu Arg Asn Ala Asp Asp Ala Leu Ala Leu Lys Ala Met He Gly Ser 
135 140 145 

gtc acc gat gee gtt gta gtc ggt ggt ggg ttc ate gga ttg gaa get 
Val Thr Asp Ala Val Val Val Gly Gly Gly Phe He Gly Leu Glu Ala 
150 155 160 165 

gcg tgt teg ctt cat gac etc ggc aaa aat gtc acc gtc ctg gaa tat 
Ala Cys Ser Leu His Asp Leu Gly Lys Asn Val Thr Val Leu Glu Tyr 
170 175 180 

ggt ccg cgt ctg att ggc cga gcg gtg ggt gaa gaa acc gca gca ttc 
Gly Pro Arg Leu He Gly Arg Ala Val Gly Glu Glu Thr Ala Ala Phe 
185 190 195 

ttc etc gaa caa cac cgt tec cgt ggc gta aat ate gtg ctt gat gee 739 
Phe Leu Glu Gin His Arg Ser Arg Gly Val Asn He Val Leu Asp Ala 
200 205 210 

cgc atg aaa cag ttt gtg ggc aag gat gga aag etc age ggc att gag 787 
Arg Met Lys Gin Phe Val Gly Lys Asp Gly Lys Leu Ser Gly He Glu 
215 220 225 



451 



499 



S4 7 



595 



643 



691 



835 



931 



979 



1027 
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gag cac gca aag ate get gca tac tea 
Glu His Ala Lys lie Ala Ala Tyr Ser 
310 315 

tac gec gga ate ccc tgg ttc tgg tec 
Tyr Ala Gly lie Pro Trp Phe Trp Ser 
330 

caa att gca gga ctt acc ctt ggt tat 
Gin lie Ala Gly Leu Thr Leu Gly Tyr 
345 350 

gat ccc gag aaa aag aag ttc tct gtc 
Asp Pro Glu Lys Lys Lys Phe Ser Val 
360 365 

ate ate gec gec gat tgt gtc aac get 
lie lie Ala Ala Asp Cys Val Asn Ala 
375 380 

cgc agt gca ctt tec agg aac caa aat 
Arg Ser Ala Leu Ser Arg Asn Gin Asn 
390 395 

gat att teg cag ccg ctg aaa aaa eta 
Asp lie Ser Gin Pro Leu Lys Lys Leu 
410 

cga tgactcgcag taatttaccc get 
Arg 



etc gtc ggc cag ccc gaa gee 1075 
Leu Val Gly Gin Pro Glu Ala 
320 325 

aac caa ggc gat etc aaa eta 1123 
Asn Gin Gly Asp Leu Lys Leu 
335 340 

gac age aca gta ate cga cag 1171 
Asp Ser Thr Val lie Arg Gin 
355 

ctt tat tac cgt ggc gac aac 1219 
Leu Tyr Tyr Arg Gly Asp Asn 
370 

cca ctg gat ttc atg get gtg 1267 
Pro Leu Asp Phe Met Ala Val 
385 

ate ccc gec gac ctt get gca 1315 
lie Pro Ala Asp Leu Ala Ala 
400 405 

gee gtt gac ctg gag gtt acc 1363 
Ala Val Asp Leu Glu Val Thr 
415 420 

1389 



<210> 678 
<211> 422 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 678 

Met Asn Thr Ser Ala Glu Thr Gly lie Leu lie lie Gly Ala Asn Gin 
15 10 15 

Ser Gly Val Gin Leu Ala He Ser Leu Arg Ala Thr Gly Phe Thr Glu 
20 25 30 

Ser He Thr Leu Leu Gly Glu Glu Asp His Arg Pro Tyr Gin Arg Pro 
35 40 45 

Ala Leu Ser Lys Glu Phe Leu Gin Asp Lys lie Asp Lys Glu Arg Leu 
50 55 60 

He Phe Arg Ser Asn Glu Tyr Trp Glu Glu Asn Asn He Arg Leu Val 
65 70 75 80 

Lys Gly Val Arg He Glu Arg He Glu Lys Asn Asp Asp Gly Ser Gly 
85 90 95 

Val Ala Tyr Gly Ala Gly Gin Glu Phe Ala Phe Arg Arg Leu Ala Leu 
100 105 HO 



Ala Val Gly Ala Arg Pro Arg His Leu Asp Leu Pro Gly Ala Thr Leu 
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115 120 125 

Glu Gly Val Thr Tyr Leu Arg Asn Ala Asp Asp Ala Leu Ala Leu Lys 
130 135 140 

Ala Met lie Gly Ser Val Thr Asp Ala Val Val Val Gly Gly Gly Phe 
145 150 155 160 

lie Gly Leu Glu Ala Ala Cys Ser Leu His Asp Leu Gly Lys Asn Val 
165 170 175 

Thr Val Leu Glu Tyr Gly Pro Arg Leu lie Gly Arg Ala Val Gly Glu 
180 185 190 

Glu Thr Ala Ala Phe Phe Leu Glu Gin His Arg Ser Arg Gly Val Asn 
195 200 205 

He Val Leu Asp Ala Arg Met Lys Gin Phe Val Gly Lys Asp Gly Lys 
210 215 220 

Leu Ser Gly He Glu Leu Glu Asp Gly Thr Val He Pro Ala Gin Leu 
225 230 235 240 

Val He Val Gly He Gly Val He Pro Asn Thr Glu Leu Ala Ala Val 
245 250 255 

Leu Gly Leu Asp He Asn Asn Gly He Val Val Asp Lys His Ala Val 
260 265 270 

Ala Ser Asp Gly Thr Thr He Ala He Gly Asp Val Ala Asn He Pro 
275 280 285 

Asn Pro He Pro Gly Ser Pro Ala Asp Glu Arg He Arg Leu Glu Ser 
290 295 300 

Val Asn Asn Ala He Glu His Ala Lys He Ala Ala Tyr Ser Leu Val 
305 310 315 320 

Gly Gin Pro Glu Ala Tyr Ala Gly He Pro Trp Phe Trp Ser Asn Gin 
325 330 335 

Gly Asp Leu Lys Leu Gin He Ala Gly Leu Thr Leu Gly Tyr Asp Ser 
340 345 350 

Thr Val He Arg Gin Asp Pro Glu Lys Lys Lys Phe Ser Val Leu Tyr 
355 360 365 

Tyr Arg Gly Asp Asn He He Ala Ala Asp Cys Val Asn Ala Pro Leu 
370 375 380 

Asp Phe Met Ala Val Arg Ser Ala Leu Ser Arg Asn Gin Asn lie Pro 
385 390 395 400 

Ala Asp Leu Ala Ala Asp He Ser Gin Pro Leu Lys Lys Leu Ala Val 
405 410 415 

Asp Leu Glu Val Thr Arg 
420 



<210> 679 
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<211> 1074 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 
<221> CDS 

<222> (101) . . (1051) 
<223> RXA00224 



<400> 679 

gtgatgtcat tggtgcatcg ggtgctgctg aaaagattgc tgagtacctc gcttcagaga 60 

acctcatcta gccactatct tcacaaagga gaacatttaa atg tct att tct tat 115 

Met Ser lie Ser Tyr 
1 5 

gtg ctg gtt gag cag eta gat ggc cgc cca gaa cca gtt acc ctt gaa 163 
Val Leu Val Glu Gin Leu Asp Gly Arg Pro Glu Pro Val Thr Leu Glu 
10 15 20 

ttg ate act get get cgc gca etc ggt gac gtc gtt gec gtt gtc gtt 
Leu He Thr Ala Ala Arg Ala Leu Gly Asp Val Val Ala Val Val Val 
25 30 35 

ggc gag cca ggt gec ggc gta aac ctt get get gag etc ggc aat tgg 
Gly Glu Pro Gly Ala Gly Val Asn Leu Ala Ala Glu Leu Gly Asn Trp 
40 45 50 

ggt gca gca cag gtt gtt tec get gaa ate tct ggc get tec aac cgt 
Gly Ala Ala Gin Val Val Ser Ala Glu He Ser Gly Ala Ser Asn Arg 
55 60 65 

ttg ate ttg cct get gtt gat gcg ctg cac att ttg get gcg aac aac 
Leu He Leu Pro Ala Val Asp Ala Leu His He Leu Ala Ala Asn Asn 
70 75 80 85 

cca ggt cca att gtt ate get gca act gca age ggt aat gag ate get 
Pro Gly Pro He Val He Ala Ala Thr Ala Ser Gly Asn Glu He Ala 
90 95 100 

ggt cgt ttg get gec cgt ttg get tct ggt gtg etc acc gat gtc gtc 451 
Gly Arg Leu Ala Ala Arg Leu Ala Ser Gly Val Leu Thr Asp Val Val 
105 HO H5 



gga ate aat gec gac cgc acc gca cag cag tec att ttc ggc gac acc 
Gly He Asn Ala Asp Arg Thr Ala Gin Gin Ser He Phe Gly Asp Thr 
120 125 130 



cgt cca ggt gec ctt gat ggc gtg gec gtt cct gca acc ggt gaa ttg 
Arg Pro Gly Ala Leu Asp Gly Val Ala Val Pro Ala Thr Gly Glu Leu 
150 155 160 165 

gca acc att gag ate cca ggc gca acc gec aag gat gtc acc ate acc 
Ala Thr He Glu He Pro Gly Ala Thr Ala Lys Asp Val Thr He Thr 
170 175 180 

tec ttc acg cca age acc cag age gat cgc cct gag ctg cca cag gca 



211 



259 



307 



355 



403 



4 99 



att cag gtg tec get gca gtt ggt ggc get tea ccg ctg tac acc ctg 547 
He Gin Val Ser Ala Ala Val Gly Gly Ala Ser Pro Leu Tyr Thr Leu 
135 140 145 



595 



643 



691 
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Ser Phe Thr Pro Ser Thr Gin Ser Asp Arg Pro Glu Leu Pro Gin Ala 
185 190 195 

aag gtc gtt ate gca ggt gga cgt ggt gtc gga age gaa gaa aac ttc 
Lys Val Val He Ala Gly Gly Arg Gly Val Gly Ser Glu Glu Asn Phe 
200 205 210 

cgc age ate gtt gaa cca ctg gca gat gca ttg ggc ggt gec gtt ggc 
Arg Ser He Val Glu Pro Leu Ala Asp Ala Leu Gly Gly Ala Val Gly 
215 220 225 

gca acc cgc gac gec gtt gat ctg ggc tac tac cca ggc gag tac cag 
Ala Thr Arg Asp Ala Val Asp Leu Gly Tyr Tyr Pro Gly Glu Tyr Gin 
230 235 240 245 

gtt ggt cag acc ggt gtc acc gtg tec cca gac etc tac ate ggc etc 
Val Gly Gin Thr Gly Val Thr Val Ser Pro Asp Leu Tyr He Gly Leu 
250 255 260 

ggc att tec ggt gca att cag cac act tct ggt atg cag acc gca aag 
Gly He Ser Gly Ala He Gin His Thr Ser Gly Met Gin Thr Ala Lys 
265 270 275 

aag gtt att gtg ate aac aac gat gag gac gcg ccg ate ttc cag att 
Lys Val He Val He Asn Asn Asp Glu Asp Ala Pro He Phe Gin He 
280 285 290 

gcg gac etc ggt gtc gtt ggc gac etc ttt gac ate gee cct gcg etc 
Ala Asp Leu Gly Val Val Gly Asp Leu Phe Asp He Ala Pro Ala Leu 
295 300 305 

ate gaa gag ate aac aag cgc aag taggagtttt gaacactttt tat 
He Glu Glu He Asn Lys Arg Lys 
310 315 



739 



787 



835 



931 



979 



1027 



1074 



<210> 680 
<211> 317 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 680 

Met Ser He Ser Tyr Val Leu Val Glu Gin Leu Asp Gly Arg Pro Glu 
15 10 15 

Pro Val Thr Leu Glu Leu He Thr Ala Ala Arg Ala Leu Gly Asp Val 
20 25 30 

Val Ala Val Val Val Gly Glu Pro Gly Ala Gly Val Asn Leu Ala Ala 
35 40 45 

Glu Leu Gly Asn Trp Gly Ala Ala Gin Val Val Ser Ala Glu He Ser 
50 55 60 

Gly Ala Ser Asn Arg Leu He Leu Pro Ala Val Asp Ala Leu His He 
65 70 75 80 

Leu Ala Ala Asn Asn Pro Gly Pro He Val He Ala Ala Thr Ala Ser 
85 90 95 

Gly Asn Glu He Ala Gly Arg Leu Ala Ala Arg Leu Ala Ser Gly Val 
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100 105 110 

Leu Thr Asp Val Val Gly He Asn Ala Asp Arg Thr Ala Gin Gin Ser 
115 120 125 

He Phe Gly Asp Thr He Gin Val Ser Ala Ala Val Gly Gly Ala Ser 
130 135 140 

Pro Leu Tyr Thr Leu Arg Pro Gly Ala Leu Asp Gly Val Ala Val Pro 
145 150 155 160 

Ala Thr Gly Glu Leu Ala Thr He Glu He Pro Gly Ala Thr Ala Lys 
165 170 175 

Asp Val Thr He Thr Ser Phe Thr Pro Ser Thr Gin Ser Asp Arg Pro 
180 185 190 

Glu Leu Pro Gin Ala Lys Val Val He Ala Gly Gly Arg Gly Val Gly 
195 200 205 

Ser Glu Glu Asn Phe Arg Ser He Val Glu Pro Leu Ala Asp Ala Leu 
210 215 220 

Gly Gly Ala Val Gly Ala Thr Arg Asp Ala Val Asp Leu Gly Tyr Tyr 
225 230 235 240 

Pro Gly Glu Tyr Gin Val Gly Gin Thr Gly Val Thr Val Ser Pro Asp 
245 250 255 

Leu Tyr He Gly Leu Gly He Ser Gly Ala He Gin His Thr Ser Gly 
260 265 270 

Met Gin Thr Ala Lys Lys Val He Val He Asn Asn Asp Glu Asp Ala 
275 280 285 

Pro He Phe Gin He Ala Asp Leu Gly Val Val Gly Asp Leu Phe Asp 
290 295 300 

He Ala Pro Ala Leu He Glu Glu He Asn Lys Arg Lys 
305 310 315 



<210> 681 
<211> 909 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 

<221> CDS 

<222> (101) . . (886) 

<223> RXA00225 

<400> 681 

gtaggcgtcg aaaagcaatg ggcgaagccc gcgtagtatg ggcgggcaac gctaaaagcg 60 

ccaaaaacgc caaaaatcgt gaattgaaag gtgagtgtgg atg tec aca ate gtg 11 

Met Ser Thr He Val 
1 5 

gtt ctg gtt aaa aat gtt cca gac acc tgg tct aag agg act ctg gaa 16 

Val Leu Val Lys Asn Val Pro Asp Thr Trp Ser Lys Arg Thr Leu Glu 
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10 15 20 

get gat ttc acc ctt gac cgt gag ggt gta gat cga gtc ttg gat gag 211 
Ala Asp Phe Thr Leu Asp Arg Glu Gly Val Asp Arg Val Leu Asp Glu 
25 30 35 

ate aat gag ttt get ctg gag cag gca ctg cgc ttg egg gag tec aac 259 
He Asn Glu Phe Ala Leu Glu Gin Ala Leu Arg Leu Arg Glu Ser Asn 
40 45 50 

ccg gat get ggt tac cgc gtt gtt gcg ctg age gec ggc cct gee ggt 307 
Pro Asp Ala Gly Tyr Arg Val Val Ala Leu Ser Ala Gly Pro Ala Gly 
55 60 65 

ggg gaa gag gcg ctg cgt aag gcg ctg tec atg ggt get gat gaa gca 355 
Gly Glu Glu Ala Leu Arg Lys Ala Leu Ser Met Gly Ala Asp Glu Ala 

75 80 85 



70 



get gca get gat cgt cct gag cgc tec caa ggt gat gtc att ggt gca 

Ala Ala Ala Asp Arg Pro Glu Arg Ser Gin Gly Asp Val He Gly Ala 

230 235 240 245 

teg ggt get get gaa aag att get gag tac etc get tea gag aac etc 

Ser Gly Ala Ala Glu Lys He Ala Glu Tyr Leu Ala Ser Glu Asn Leu 

250 255 260 



403 



ate cag etc agt gat gat gee ttg get ggt tct gat ctt ttg gga acc 
He Gin Leu Ser Asp Asp Ala Leu Ala Gly Ser Asp Leu Leu Gly Thr 
90 55 100 

get tgg gcg ctg aac aac get ate aac acc ate gcg ggt gtt get etc 
Ala Trp Ala Leu Asn Asn Ala He Asn Thr He Ala Gly Val Ala Leu 
105 HO H5 

ate gtg acg ggt teg get tct tec gat ggt tec atg ggt gcg ctt cct 
He Val Thr Gly Ser Ala Ser Ser Asp Gly Ser Met Gly Ala Leu Pro 
120 125 130 

ggc gtg tta get gag tac cgc cag gtc cca gcg ttg act aac ttg tct 
Gly Val Leu Ala Glu Tyr Arg Gin Val Pro Ala Leu Thr Asn Leu Ser 
135 140 145 

gcg ctg aag gtc gag ggt gca tct att act gee act cgc att gat aac 
Ala Leu Lys Val Glu Gly Ala Ser He Thr Ala Thr Arg He Asp Asn 
150 155 160 165 

cac ggc acc tat gag ttg cag get gca ctt cct gcg gtt gtg teg att 
His Gly Thr Tyr Glu Leu Gin Ala Ala Leu Pro Ala Val Val Ser He 
170 175 180 

tec gat aag get gac aag cca cgt ttc cct aac ttc aag ggc ate atg 
Ser Asp Lys Ala Asp Lys Pro Arg Phe Pro Asn Phe Lys Gly He Met 
185 190 1^5 

get get aag aag get gag ate aag aag ctt tec ttg get gaa ate ggc 739 
Ala Ala Lys Lys Ala Glu He Lys Lys Leu Ser Leu Ala Glu He Gly 
200 205 210 

gtg get cca gag cag gtt ggt ctg tct cac gcg gca act get gtt act 787 
Val Ala Pro Glu Gin Val Gly Leu Ser His Ala Ala Thr Ala Val Thr 
215 220 225 



451 



499 



547 



595 



643 



691 



835 



BGI-126CP 
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atc tagccactat cttcacaaag gag 
lie 



<210> 682 
<211> 262 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 682 

Met Ser Thr lie Val Val Leu Val Lys Asn Val Pro Asp Thr Trp Ser 
15 10 15 

Lys Arg Thr Leu Glu Ala Asp Phe Thr Leu Asp Arg Glu Gly Val Asp 
20 25 30 

Arg Val Leu Asp Glu lie Asn Glu Phe Ala Leu Glu Gin Ala Leu Arg 
35 40 45 

Leu Arg Glu Ser Asn Pro Asp Ala Gly Tyr Arg Val Val Ala Leu Ser 
50 55 60 

Ala Gly Pro Ala Gly Gly Glu Glu Ala Leu Arg Lys Ala Leu Ser Met 
65 70 75 80 

Gly Ala Asp Glu Ala lie Gin Leu Ser Asp Asp Ala Leu Ala Gly Ser 
85 90 95 

Asp Leu Leu Gly Thr Ala Trp Ala Leu Asn Asn Ala lie Asn Thr lie 
100 105 HO 

Ala Gly Val Ala Leu He Val Thr Gly Ser Ala Ser Ser Asp Gly Ser 
115 120 125 

Met Gly Ala Leu Pro Gly Val Leu Ala Glu Tyr Arg Gin Val Pro Ala 
130 135 140 

Leu Thr Asn Leu Ser Ala Leu Lys Val Glu Gly Ala Ser He Thr Ala 
145 150 155 160 

Thr Arg He Asp Asn His Gly Thr Tyr Glu Leu Gin Ala Ala Leu Pro 
165 170 175 

Ala Val Val Ser He Ser Asp Lys Ala Asp Lys Pro Arg Phe Pro Asn 
180 185 190 

Phe Lys Gly He Met Ala Ala Lys Lys Ala Glu He Lys Lys Leu Ser 
195 200 205 

Leu Ala Glu He Gly Val Ala Pro Glu Gin Val Gly Leu Ser His Ala 
210 215 220 

Ala Thr Ala Val Thr Ala Ala Ala Asp Arg Pro Glu Arg Ser Gin Gly 
225 230 235 240 

Asp Val He Gly Ala Ser Gly Ala Ala Glu Lys He Ala Glu Tyr Leu 
245 250 255 



909 



Ala Ser Glu Asn Leu He 
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260 



<210> 683 
<211> 2378 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (82) . . (2355) 

<223> RXN00606 



<400> 683 

tgcggtggcg attgctgcga cccaagctgg caccaccagc ctcgatggta ttttgcactc 60 

tgatttctgg cggagaagcc agtg etc acg ggt gtt att gcg gtg ctg att 111 

Val Leu Thr Gly Val lie Ala Val Leu lie 
15 10 



207 



255 



303 



gca atg tec gcg ttc act aag tec gca cag ttc ccg ttc cac ttc tgg 159 
Ala Met Ser Ala Phe Thr Lys Ser Ala Gin Phe Pro Phe His Phe Trp 
15 20 25 

ctg cct gag gcg atg get gcg gec ace cca gtg teg gcg ttc ctg cac 
Leu Pro Glu Ala Met Ala Ala Ala Thr Pro Val Ser Ala Phe Leu His 
30 35 40 

get gcg gec gtg gtc aag gcg ggt att tac ctg ttg ctg cgc ttt age 
Ala Ala Ala Val Val Lys Ala Gly He Tyr Leu Leu Leu Arg Phe Ser 
45 50 55 

att gtg ttc cat gat gtt gcg gtc tgg aat tgg ttg ctg att ate gtc 
He Val Phe His Asp Val Ala Val Trp Asn Trp Leu Leu He He Val 
60 65 70 

ggc atg ggt acg gec ate atg teg gcg tat ttc gcg gtg cag aag ace 351 
Gly Met Gly Thr Ala He Met Ser Ala Tyr Phe Ala Val Gin Lys Thr 
75 80 85 90 

gat ctg aag aag etc acg gca tat tec acg gtg teg cat ttg ggt tgg 
Asp Leu Lys Lys Leu Thr Ala Tyr Ser Thr Val Ser His Leu Gly Trp 
95 100 105 

ate gta gcg ace ate ggc gtg ggc act cct ttc gcg etc ggc get gec 
He Val Ala Thr He Gly Val Gly Thr Pro Phe Ala Leu Gly Ala Ala 
110 H5 120 

att gtg cac acg etc age cac gcg ctg ttt aag tec teg ttg ttc atg 
He Val His Thr Leu Ser His Ala Leu Phe Lys Ser Ser Leu Phe Met 
125 130 135 

etc att ggc gtg att gat cac cag act ggc acg cgc gat att cgt cgc 
Leu He Gly Val He Asp His Gin Thr Gly Thr Arg Asp He Arg Arg 
140 145 150 

etc ggt ttc ctg gtc aag aag atg ccg ttc acg ttt gtg tct gta tta 
Leu Gly Phe Leu Val Lys Lys Met Pro Phe Thr Phe Val Ser Val Leu 
155 160 165 170 

ata ggt gcg ttg teg atg gca teg gtt ccg ccg ttg etc ggc ttc gtg 



399 



447 



495 



543 



591 



639 



BGI-126CP 



-967- 



Ile Gly Ala Leu Ser Met Ala Ser Val Pro Pro Leu Leu Gly Phe Val 
175 180 185 

tec aaa gaa ggc atg ate aca gcg ttc atg gac gec ccc ate ggc aac 
Ser Lys Glu Gly Met He Thr Ala Phe Met Asp Ala Pro He Gly Asn 
190 195 200 



cca cgc gac atg tea cac gtc aag gaa gec ccc gtc tec etc tgg ctt 
Pro Arg Asp Met Ser His Val Lys Glu Ala Pro Val Ser Leu Trp Leu 
235 240 245 250 

ccg gee gee ctg cct gga ctt atg tct ctg cca eta gtc eta gta ctt 
Pro Ala Ala Leu Pro Gly Leu Met Ser Leu Pro Leu Val Leu Val Leu 
255 260 265 

teg ctt ttc gac gee ccc gtc tec gec gca gee ace tec gec gcg ggg 
Ser Leu Phe Asp Ala Pro Val Ser Ala Ala Ala Thr Ser Ala Ala Gly 
270 275 280 

gaa gcg gcg cac atg cac ctg gca ttg tgg cac ggc ate aac acc cca 
Glu Ala Ala His Met His Leu Ala Leu Trp His Gly He Asn Thr Pro 
285 290 295 

ctg ttg att tec ttg ggt gtg ctg gtg gee gga ate ctt ggt gtg ctg 
Leu Leu He Ser Leu Gly Val Leu Val Ala Gly He Leu Gly Val Leu 
300 305 310 

ttc cgc aaa gag ctg tgg aaa ate gee gag acc age cct ttc ccc ate 
Phe Arg Lys Glu Leu Trp Lys He Ala Glu Thr Ser Pro Phe Pro He 
315 320 325 330 



acc att cac ccc teg gtt cag ctt gca cca aag caa ccg gga att gat 
Thr He His Pro Ser Val Gin Leu Ala Pro Lys Gin Pro Gly He Asp 
380 385 390 

cgt tgg ate gac etc att ccg ctt gee ate ate gcg eta tct gtc ttc 
Arg Trp He Asp Leu He Pro Leu Ala He He Ala Leu Ser Val Phe 
395 400 405 410 

ggc ctg etc acc acc cga aac cgc etc age gca gee gtg ctt gtg ggt 
Gly Leu Leu Thr Thr Arg Asn Arg Leu Ser Ala Ala Val Leu Val Gly 



687 



tec tat gtt gta tta ctg ctg gtc ggc gca gca ate ggc gcg gtc eta 735 

Ser Tyr Val Val Leu Leu Leu Val Gly Ala Ala He Gly Ala Val Leu 

205 210 215 

acc ttc aca tac tec gcg aaa etc gtg etc ggc gca ttc gtc gac ggc 783 

Thr Phe Thr Tyr Ser Ala Lys Leu Val Leu Gly Ala Phe Val Asp Gly 
220 225 230 



831 



879 



927 



975 



1023 



1071 



gee aca ggc aac gac ate eta teg atg ctg gtt tac cga gee aac ttg 1119 
Ala Thr Gly Asn Asp He Leu Ser Met Leu Val Tyr Arg Ala Asn Leu 
335 340 345 

ctg ggt aaa ttc ttc ggt cgc atg get gat teg atg age cca cgc agg 1167 
Leu Gly Lys Phe Phe Gly Arg Met Ala Asp Ser Met Ser Pro Arg Arg 
350 355 360 

cac ttg gtc age etc ate gtg ctg etc tgg gcg ctg get get ttt gee 1215 
His Leu Val Ser Leu He Val Leu Leu Trp Ala Leu Ala Ala Phe Ala 
365 370 375 



1263 



1311 



1359 
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gcc aac gtg gtg aac acc ate etc gtg gaa ttc cgt gca ctg gat acg 
Ala Asn Val Val Asn Thr He Leu Val Glu Phe Arg Ala Leu Asp Thr 
525 530 535 



cgc ccc ttt ggc caa tea cag ttg aac tec att ccg ctg cgc atg ctg 
Arg Pro Phe Gly Gin Ser Gin Leu Asn Ser He Pro Leu Arg Met Leu 
575 580 585 

ctt aag gtg ctg gtt cca gcg eta tgc ttc ttg age ttc atg gtg ttc 
Leu Lys Val Leu Val Pro Ala Leu Cys Phe Leu Ser Phe Met Val Phe 
590 595 600 

atg cgt gga cac aat gat ccg gga ggc ggt ttc ate gca gec eta att 
Met Arg Gly His Asn Asp Pro Gly Gly Gly Phe He Ala Ala Leu He 
605 610 615 

gec ggt ggc gcg ctg atg etc ctg tac ctg tec aag gee aaa gat ggc 
Ala Gly Gly Ala Leu Met Leu Leu Tyr Leu Ser Lys Ala Lys Asp Gly 
620 625 630 

cgc att ttc egc ccg aat gtt cct ttc att etc act ggt gcg ggc ate 
Arg He Phe Arg Pro Asn Val Pro Phe He Leu Thr Gly Ala Gly He 
635 640 645 650 

ttg atg gca gtg ttc teg ggc gta ctg gga etc acc cac ggt tct ttc 
Leu Met Ala Val Phe Ser Gly Val Leu Gly Leu Thr His Gly Ser Phe 
655 660 665 



1407 



1455 



1503 



415 420 425 

acc gtt ggt gtg ggt gtt tec ttc cag atg eta ctt ctg ggc get ccc 
Thr Val Gly Val Gly Val Ser Phe Gin Met Leu Leu Leu Gly Ala Pro 
430 435 440 

gat gtt gca ctt acc cag ttc ctg gta gaa ggc etc gtc gtg gta ate 
Asp Val Ala Leu Thr Gin Phe Leu Val Glu Gly Leu Val Val Val He 
445 450 455 

ate atg atg gtt gtc egg cac cag cct gec aac ttc aag cgc ate aag 
He Met Met Val Val Arg His Gin Pro Ala Asn Phe Lys Arg He Lys 
460 465 470 

ccc age aga agg cgc age acc gtt ctt gtc gee gtc ctt get gec ttc 1551 
Pro Ser Arg Arg Arg Ser Thr Val Leu Val Ala Val Leu Ala Ala Phe 
475 480 485 490 

gec gca ttc atg gcg gtg tgg gga ttg ctt ggc cgt cac gaa cgt tct 1599 
Ala Ala Phe Met Ala Val Trp Gly Leu Leu Gly Arg His Glu Arg Ser 
495 500 505 

gag ctg gec atg tgg tac etc aac caa ggt cca gag ate acc tct ggc 1647 
Glu Leu Ala Met Trp Tyr Leu Asn Gin Gly Pro Glu He Thr Ser Gly 
510 515 520 



1695 



ttg ggc gag etc tec gtg ctt ggc atg gca get gtc gtc ate ggt gcg 1743 
Leu Gly Glu Leu Ser Val Leu Gly Met Ala Ala Val Val He Gly Ala 
540 545 550 

atg gtg get tec atg cct cgt cat ccg ttt gee aag ggc acc cac cct 1791 
Met Val Ala Ser Met Pro Arg His Pro Phe Ala Lys Gly Thr His Pro 
555 560 565 570 



1839 



1887 



1935 



1983 



2031 



2079 
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ctg tac gcc ate cac ttc aac ttc gta ggc cag cac tgg acc acc teg 
Leu Tyr Ala He His Phe Asn Phe Val Gly Gin His Trp Thr Thr Ser 
670 675 680 



2127 



atg ate ttc gac etc ggc gtg tac ctg gcc gtg ttg ggc atg gtg tec 2175 
Met He Phe Asp Leu Gly Val Tyr Leu Ala Val Leu Gly Met Val Ser 
685 690 695 

atg gca ate aac ggc ctg ggc gga tac ctg cgc cca ggt acc gac aat 2223 
Met Ala He Asn Gly Leu Gly Gly Tyr Leu Arg Pro Gly Thr Asp Asn 
700 705 710 

gca gat ctg gac tac gcc cgc cga agt ggc cca ctg cca gca acg cca 2271 
Ala Asp Leu Asp Tyr Ala Arg Arg Ser Gly Pro Leu Pro Ala Thr Pro 
715 720 725 730 

acg gtt gaa ccc gaa cca gaa ggc gat gaa gac tgg ccc gaa ccc ate 
Thr Val Glu Pro Glu Pro Giu Gly Asp Glu Asp Trp Pro Glu Pro He 
735 740 745 

aac ccc gca ggc gat aac aaa gag gag gca aac cga tgattctege 2365 
Asn Pro Ala Gly Asp Asn Lys Glu Glu Ala Asn Arg 
750 755 



2319 



actgacagtc gcg 



2378 



<210> 684 
<211> 758 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 684 

Val Leu Thr Gly Val He Ala Val Leu He Ala Met Ser Ala Phe Thr 
15 10 15 

Lys Ser Ala Gin Phe Pro Phe His Phe Trp Leu Pro Glu Ala Met Ala 
20 25 30 

Ala Ala Thr Pro Val Ser Ala Phe Leu His Ala Ala Ala Val Val Lys 
35 40 45 

Ala Gly He Tyr Leu Leu Leu Arg Phe Ser He Val Phe His Asp Val 
50 55 60 

Ala Val Trp Asn Trp Leu Leu He He Val Gly Met Gly Thr Ala He 
65 70 75 80 

Met Ser Ala Tyr Phe Ala Val Gin Lys Thr Asp Leu Lys Lys Leu Thr 
85 90 95 

Ala Tyr Ser Thr Val Ser His Leu Gly Trp He Val Ala Thr He Gly 
100 105 HO 

Val Gly Thr Pro Phe Ala Leu Gly Ala Ala He Val His Thr Leu Ser 
115 120 125 

His Ala Leu Phe Lys Ser Ser Leu Phe Met Leu He Gly Val He Asp 
130 135 140 
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His Gin Thr Gly 
145 

Lys Met Pro Phe 



Ala Ser Val Pro 
180 

Thr Ala Phe Met 
195 

Leu Val Gly Ala 
210 

Lys Leu Val Leu 
225 

Val Lys Glu Ala 



Leu Met Ser Leu 
260 

Val Ser Ala Ala 
275 

Leu Ala Leu Trp 
290 

Val Leu Val Ala 
305 

Lys lie Ala Glu 



Leu Ser Met Leu 
340 

Arg Met Ala Asp 
355 

Val Leu Leu Trp 
370 

Gin Leu Ala Pro 
385 

Pro Leu Ala lie 



Asn Arg Leu Ser 
420 

Ser Phe Gin Met 
435 

Phe Leu Val Glu 
450 

His Gin Pro Ala 



Thr Arg Asp lie 
150 

Thr Phe Val Ser 
165 

Pro Leu Leu Gly 



Asp Ala Pro lie 
200 

Ala He Gly Ala 
215 

Gly Ala Phe Val 
230 

Pro Val Ser Leu 
245 

Pro Leu Val Leu 



Ala Thr Ser Ala 
280 

His Gly He Asn 
295 

Gly He Leu Gly 
310 

Thr Ser Pro Phe 
325 

Val Tyr Arg Ala 



Ser Met Ser Pro 
360 

Ala Leu Ala Ala 
375 

Lys Gin Pro Gly 
390 

He Ala Leu Ser 
405 

Ala Ala Val Leu 



Leu Leu Leu Gly 
440 

Gly Leu Val Val 
455 

Asn Phe Lys Arg 



Arg Arg Leu Gly 
155 

Val Leu He Gly 
170 

Phe Val Ser Lys 
185 

Gly Asn Ser Tyr 



Val Leu Thr Phe 
220 

Asp Gly Pro Arg 
235 

Trp Leu Pro Ala 
250 

Val Leu Ser Leu 
265 

Ala Gly Glu Ala 



Thr Pro Leu Leu 
300 

Val Leu Phe Arg 
315 

Pro He Ala Thr 
330 

Asn Leu Leu Gly 
345 

Arg Arg His Leu 



Phe Ala Thr He 
380 

He Asp Arg Trp 
395 

Val Phe Gly Leu 
410 

Val Gly Thr Val 
425 

Ala Pro Asp Val 



Val He He Met 
460 

He Lys Pro Ser 



Phe Leu Val Lys 
160 

Ala Leu Ser Met 
175 

Glu Gly Met He 
190 

Val Val Leu Leu 
205 

Thr Tyr Ser Ala 



Asp Met Ser His 
240 

Ala Leu Pro Gly 
255 

Phe Asp Ala Pro 
270 

Ala His Met His 
285 

He Ser Leu Gly 



Lys Glu Leu Trp 
320 

Gly Asn Asp lie 
335 

Lys Phe Phe Gly 
350 

Val Ser Leu He 
365 

His Pro Ser Val 



He Asp Leu He 
400 

Leu Thr Thr Arg 
415 

Gly Val Gly Val 
430 

Ala Leu Thr Gin 
445 

Met Val Val Arg 



Arg Arg Arg Ser 
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465 



470 475 480 



Thr Val Leu Val Ala Val Leu Ala Ala Phe Ala Ala Phe Met Ala Val 
485 490 495 

Trp Gly Leu Leu Gly Arg His Glu Arg Ser Glu Leu Ala Met Trp Tyr 
500 505 510 

Leu Asn Gin Gly Pro Glu He Thr Ser Gly Ala Asn Val Val Asn Thr 
515 520 525 

He Leu Val Glu Phe Arg Ala Leu Asp Thr Leu Gly Glu Leu Ser Val 
530 535 540 

Leu Gly Met Ala Ala Val Val He Gly Ala Met Val Ala Ser Met Pro 
545 550 555 560 

Arg His Pro Phe Ala Lys Gly Thr His Pro Arg Pro Phe Gly Gin Ser 
565 570 575 

Gin Leu Asn Ser He Pro Leu Arg Met Leu Leu Lys Val Leu Val Pro 
580 585 590 

Ala Leu Cys Phe Leu Ser Phe Met Val Phe Met Arg Gly His Asn Asp 
595 600 605 

Pro Gly Gly Gly Phe He Ala Ala Leu He Ala Gly Gly Ala Leu Met 
610 615 620 

Leu Leu Tyr Leu Ser Lys Ala Lys Asp Gly Arg He Phe Arg Pro Asn 
625 630 635 640 

Val Pro Phe He Leu Thr Gly Ala Gly He Leu Met Ala Val Phe Ser 
645 650 655 

Gly Val Leu Gly Leu Thr His Gly Ser Phe Leu Tyr Ala He His Phe 
660 665 670 

Asn Phe Val Gly Gin His Trp Thr Thr Ser Met He Phe Asp Leu Gly 
675 680 685 

Val Tyr Leu Ala Val Leu Gly Met Val Ser Met Ala He Asn Gly Leu 
690 695 700 

Gly Gly Tyr Leu Arg Pro Gly Thr Asp Asn Ala Asp Leu Asp Tyr Ala 
705 710 715 720 

Arg Arg Ser Gly Pro Leu Pro Ala Thr Pro Thr Val Glu Pro Glu Pro 
725 730 735 

Glu Gly Asp Glu Asp Trp Pro Glu Pro He Asn Pro Ala Gly Asp Asn 
740 745 750 

Lys Glu Glu Ala Asn Arg 
755 



<210> 685 
<211> 1872 
<212> DNA 

<213> Corynebacterium glutamicum 
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<220> 
<221> CDS 

<222> (101) . . (1849) 
<223> FRXA00606 



<400> 685 

atggataacc agactggcac gcgcgatatt cgtcgcctcg gtttcctggt caagaaaaat 60 

gccgttcacg tttgtgtctg tattaatagg tgcgttgtcg atg gca teg gtt ccg 11 

Met Ala Ser Val Pro 
1 5 



ccg ttg etc ggc ttc gtg tec aaa gaa ggc atg ate aca gcg ttc atg 
Pro Leu Leu Gly Phe Val Ser Lys Glu Gly Met lie Thr Ala Phe Met 
10 15 20 



163 



gac gec ccc ate ggc aac tec tat gtt gta tta ctg ctg gtc ggc gca 211 
Asp Ala Pro lie Gly Asn Ser Tyr Val Val Leu Leu Leu Val Gly Ala 
25 30 35 



gca ate ggc gcg gtc eta ace ttc aca tac tec gcg aaa etc gtg etc 
Ala lie Gly Ala Val Leu Thr Phe Thr Tyr Ser Ala Lys Leu Val Leu 
40 45 50 

ggc gca ttc gtc gac ggc cca cgc gac atg tea cac gtc aag gaa gec 
Gly Ala Phe Val Asp Gly Pro Arg Asp Met Ser His Val Lys Glu Ala 
55 60 65 

ccc gtc tec etc tgg ctt ccg gee gec ctg cct gga ctt atg tct ctg 
Pro Val Ser Leu Trp Leu Pro Ala Ala Leu Pro Gly Leu Met Ser Leu 
70 75 80 85 

cca eta gtc eta gta ctt teg ctt ttc gac gee ccc gtc tec gec gca 
Pro Leu Val Leu Val Leu Ser Leu Phe Asp Ala Pro Val Ser Ala Ala 
90 95 100 

gee acc tec gee gcg ggg gaa gcg gcg cac atg cac ctg gca ttg tgg 
Ala Thr Ser Ala Ala Gly Glu Ala Ala His Met His Leu Ala Leu Trp 
105 HO 115 

cac ggc ate aac acc cca ctg ttg att tec ttg ggt gtg ctg gtg gee 
His Gly He Asn Thr Pro Leu Leu He Ser Leu Gly Val Leu Val Ala 
120 125 130 



gtt tac cga gec aac ttg ctg ggt aaa ttc ttc ggt cgc atg get gat 
Val Tyr Arg Ala Asn Leu Leu Gly Lys Phe Phe Gly Arg Met Ala Asp 
170 175 180 



259 



307 



355 



403 



451 



499 



gga ate ctt ggt gtg ctg ttc cgc aaa gag ctg tgg aaa ate gec gag 547 
Gly He Leu Gly Val Leu Phe Arg Lys Glu Leu Trp Lys lie Ala Glu 
135 140 145 

acc age cct ttc ccc ate gee aca ggc aac gac ate eta teg atg ctg 595 
Thr Ser Pro Phe Pro He Ala Thr Gly Asn Asp He Leu Ser Met Leu 
150 155 160 165 



643 



teg atg age cca cgc agg cac ttg gtc age etc ate gtg ctg etc tgg 
Ser Met Ser Pro Arg Arg His Leu Val Ser Leu He Val Leu Leu Trp 
185 190 195 



691 
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gcg ctg get get ttt gec acc att cac ccc teg gtt cag ctt gca cca 739 
Ala Leu Ala Ala Phe Ala Thr He His Pro Ser Val Gin Leu Ala Pro 
200 205 210 

aag caa ccg gga att gat cgt tgg ate gac etc att ccg ctt gee ate 
Lys Gin Pro Gly He Asp Arg Trp He Asp Leu He Pro Leu Ala He 
215 220 225 

ate gcg eta tct gtc ttc ggc ctg etc acc acc cga aac cgc etc age 
He Ala Leu Ser Val Phe Gly Leu Leu Thr Thr Arg Asn Arg Leu Ser 
230 235 240 245 

gca gec gtg ctt gtg ggt acc gtt ggt gtg ggt gtt tec ttc cag atg 
Ala Ala Val Leu Val Gly Thr Val Gly Val Gly Val Ser Phe Gin Met 
250 255 260 

eta ctt ctg ggc get ccc gat gtt gca ctt acc cag ttc ctg gta gaa 
Leu Leu Leu Gly Ala Pro Asp Val Ala Leu Thr Gin Phe Leu Val Glu 
265 270 275 

ggc etc gtc gtg gta ate ate atg atg gtt gtc egg cac cag cct gee 
Gly Leu Val Val Val He He Met Met Val Val Arg His Gin Pro Ala 
280 285 290 

aac ttc aag cgc ate aag ccc age aga agg cgc age acc gtt ctt gtc 
Asn Phe Lys Arg He Lys Pro Ser Arg Arg Arg Ser Thr Val Leu Val 
295 300 305 

gee gtc ctt get gec ttc gee gca ttc atg gcg gtg tgg gga ttg ctt 1075 
Ala Val Leu Ala Ala Phe Ala Ala Phe Met Ala Val Trp Gly Leu Leu 
310 315 320 325 

ggc cgt cac gaa cgt tct gag ctg gee atg tgg tac etc aac caa ggt 1123 
Gly Arg His Glu Arg Ser Glu Leu Ala Met Trp Tyr Leu Asn Gin Gly 
330 335 340 

cca gag ate acc tct ggc gee aac gtg gtg aac acc ate etc gtg gaa 1171 
Pro Glu He Thr Ser Gly Ala Asn Val Val Asn Thr He Leu Val Glu 
345 350 355 

ttc cgt gca ctg gat acg ttg ggc gag etc tec gtg ctt ggc atg gca 1219 
Phe Arg Ala Leu Asp Thr Leu Gly Glu Leu Ser Val Leu Gly Met Ala 
360 365 370 



get gtc gtc ate ggt gcg atg gtg get tec atg cct cgt cat ccg ttt 
Ala Val Val He Gly Ala Met Val Ala Ser Met Pro Arg His Pro Phe 
375 380 385 



att ccg ctg cgc atg ctg ctt aag gtg ctg gtt cca gcg eta tgc ttc 
He Pro Leu Arg Met Leu Leu Lys Val Leu Val Pro Ala Leu Cys Phe 
410 415 420 



787 



835 



883 



931 



979 



1027 



1267 



gee aag ggc acc cac cct cgc ccc ttt ggc caa tea cag ttg aac tec 1315 
Ala Lys Gly Thr His Pro Arg Pro Phe Gly Gin Ser Gin Leu Asn Ser 
390 395 400 405 



1363 



ttg age ttc atg gtg ttc atg cgt gga cac aat gat ccg gga ggc ggt 1411 
Leu Ser Phe Met Val Phe Met Arg Gly His Asn Asp Pro Gly Gly Gly 
425 430 435 



ttc ate gca gec eta att gee ggt ggc gcg ctg atg etc ctg tac ctg 



1459 
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Phe lie Ala Ala Leu He Ala Gly Gly Ala Leu Met Leu Leu Tyr Leu 
440 445 450 

tec aag gee aaa gat ggc cgc att ttc cgc ccg aat gtt cct ttc att 
Ser Lys Ala Lys Asp Gly Arg He Phe Arg Pro Asn Val Pro Phe He 
455 460 465 



gac tgg ccc gaa ccc ate aac ccc gca ggc gat aac aaa gag gag gca 
Asp Trp Pro Glu Pro He Asn Pro Ala Gly Asp Asn Lys Glu Glu Ala 
570 575 580 



1507 



etc act ggt gcg ggc ate ttg atg gca gtg ttc teg ggc gta ctg gga 1555 
Leu Thr Gly Ala Gly He Leu Met Ala Val Phe Ser Gly Val Leu Gly 
470 475 480 485 

etc acc cac ggt tct ttc ctg tac gee ate cac ttc aac ttc gta ggc 1603 
Leu Thr His Gly Ser Phe Leu Tyr Ala He His Phe Asn Phe Val Gly 
490 495 500 

cag cac tgg acc acc teg atg ate ttc gac etc ggc gtg tac ctg gee 
Gin His Trp Thr Thr Ser Met He Phe Asp Leu Gly Val Tyr Leu Ala 
505 510 515 

gtg ttg ggc atg gtg tec atg gca ate aac ggc ctg ggc gga tac ctg 
Val Leu Gly Met Val Ser Met Ala He Asn Gly Leu Gly Gly Tyr Leu 
520 525 530 

cgc cca ggt acc gac aat gca gat ctg gac tac gee cgc cga agt ggc 1747 
Arg Pro Gly Thr Asp Asn Ala Asp Leu Asp Tyr Ala Arg Arg Ser Gly 
535 540 545 

cca ctg cca gca acg cca acg gtt gaa ccc gaa cca gaa ggc gat gaa 17 95 
Pro Leu Pro Ala Thr Pro Thr Val Glu Pro Glu Pro Glu Gly Asp Glu 
550 555 560 565 



1651 



1699 



1843 



aac cga tgattctege actgacagtc gcg 1872 
Asn Arg 



<210> 686 
<211> 583 
<212> PRT 

<213> Corynebacterium glut ami cum 



<400> 686 
Met Ala Ser Val 
1 

He Thr Ala Phe 
20 

Leu Leu Val Gly 

35 

Ala Lys Leu Val 
50 

His Val Lys Glu 
65 



Pro Pro Leu Leu 

5 

Met Asp Ala Pro 

Ala Ala He Gly 
40 

Leu Gly Ala Phe 
55 

Ala Pro Val Ser 
70 



Gly Phe Val Ser 
10 

He Gly Asn Ser 
25 

Ala Val Leu Thr 



Val Asp Gly Pro 
60 

Leu Trp Leu Pro 
75 



Lys Glu Gly Met 
15 

Tyr Val Val Leu 
30 

Phe Thr Tyr Ser 
45 

Arg Asp Met Ser 



Ala Ala Leu Pro 
80 
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Gly Leu Met Ser 



Pro Val Ser Ala 
100 

His Leu Ala Leu 
115 

Gly Val Leu Val 
130 

Trp Lys lie Ala 
145 

lie Leu Ser Met 



Gly Arg Met Ala 
180 

lie Val Leu Leu 
195 

Val Gin Leu Ala 
210 

lie Pro Leu Ala 
225 

Arg Asn Arg Leu 



Val Ser Phe Gin 
260 

Gin Phe Leu Val 
275 

Arg His Gin Pro 
290 

Ser Thr Val Leu 
305 

Val Trp Gly Leu 



Tyr Leu Asn Gin 
340 

Thr lie Leu Val 
355 

Val Leu Gly Met 
370 

Pro Arg His Pro 
385 

Ser Gin Leu Asn 



Leu Pro Leu Val 
85 

Ala Ala Thr Ser 



Trp His Gly lie 
120 

Ala Gly lie Leu 
135 

Glu Thr Ser Pro 
150 

Leu Val Tyr Arg 
165 

Asp Ser Met Ser 



Trp Ala Leu Ala 
200 

Pro Lys Gin Pro 
215 

lie lie Ala Leu 
230 

Ser Ala Ala Val 
245 

Met Leu Leu Leu 



Glu Gly Leu Val 
280 

Ala Asn Phe Lys 
295 

Val Ala Val Leu 
310 

Leu Gly Arg His 
325 

Gly Pro Glu lie 



Glu Phe Arg Ala 
360 

Ala Ala Val Val 
375 

Phe Ala Lys Gly 
390 

Ser lie Pro Leu 



Leu Val Leu Ser 
90 

Ala Ala Gly Glu 
105 

Asn Thr Pro Leu 



Gly Val Leu Phe 
140 

Phe Pro lie Ala 
155 

Ala Asn Leu Leu 
170 

Pro Arg Arg His 
185 

Ala Phe Ala Thr 



Gly lie Asp Arg 
220 

Ser Val Phe Gly 
235 

Leu Val Gly Thr 
250 

Gly Ala Pro Asp 
265 

Val Val lie lie 



Arg lie Lys Pro 
300 

Ala Ala Phe Ala 
315 

Glu Arg Ser Glu 

330 

Thr Ser Gly Ala 
345 

Leu Asp Thr Leu 



lie Gly Ala Met 
380 

Thr His Pro Arg 
395 

Arg Met Leu Leu 



Leu Phe Asp Ala 
95 

Ala Ala His Met 
110 

Leu lie Ser Leu 
125 

Arg Lys Glu Leu 



Thr Gly Asn Asp 
160 

Gly Lys Phe Phe 
175 

Leu Val Ser Leu 
190 

lie His Pro Ser 
205 

Trp lie Asp Leu 



Leu Leu Thr Thr 
240 

Val Gly Val Gly 
255 

Val Ala Leu Thr 
270 

Met Met Val Val 
285 

Ser Arg Arg Arg 



Ala Phe Met Ala 
320 

Leu Ala Met Trp 
335 

Asn Val Val Asn 
350 

Gly Glu Leu Ser 
365 

Val Ala Ser Met 



Pro Phe Gly Gin 
400 

Lys Val Leu Val 
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405 410 415 

Pro Ala Leu Cys Phe Leu Ser Phe Met Val Phe Met Arg Gly His Asn 
420 425 430 

Asp Pro Gly Gly Gly Phe lie Ala Ala Leu lie Ala Gly Gly Ala Leu 
435 440 445 

Met Leu Leu Tyr Leu Ser Lys Ala Lys Asp Gly Arg He Phe Arg Pro 
450 455 460 

Asn Val Pro Phe He Leu Thr Gly Ala Gly He Leu Met Ala Val Phe 
465 470 475 480 

Ser Gly Val Leu Gly Leu Thr His Gly Ser Phe Leu Tyr Ala He His 
485 490 495 

Phe Asn Phe Val Gly Gin His Trp Thr Thr Ser Met He Phe Asp Leu 
500 505 510 

Gly Val Tyr Leu Ala Val Leu Gly Met Val Ser Met Ala He Asn Gly 
515 520 525 

Leu Gly Gly Tyr Leu Arg Pro Gly Thr Asp Asn Ala Asp Leu Asp Tyr 
530 535 540 

Ala Arg Arg Ser Gly Pro Leu Pro Ala Thr Pro Thr Val Glu Pro Glu 
545 550 555 560 

Pro Glu Gly Asp Glu Asp Trp Pro Glu Pro He Asn Pro Ala Gly Asp 
565 570 575 



Asn Lys Glu Glu Ala Asn Arg 
580 



<210> 687 
<211> 1653 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1630) 
<223> RXN00595 

<400> 687 

cgacgacacc cggtccatcg aaccagatga cgatcaatcg cctttgacta ctagcgctcg 60 

ttcagtcacc aacccaacag atcaggagga taaagcttaa atg gcc atg gat gtt 11 

Met Ala Met Asp Val 

1 5 

etc ctt cct att ttc gtt gca gtt ccc ctt get gcc tct gcc att gcg 16 

Leu Leu Pro He Phe Val Ala Val Pro Leu Ala Ala Ser Ala He Ala 

10 15 20 



gtg ctt ctg ccg tgg cgt etc ate cgc gat att ttg cac ate ate gtg 
Val Leu Leu Pro Trp Arg Leu He Arg Asp He Leu His He He Val 
25 30 35 



211 
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cct ttc gcg ggt att ttt get ggc ate tgg ttg ttt gca cac acc get 
Pro Phe Ala Gly He Phe Ala Gly He Trp Leu Phe Ala His Thr Ala 
40 45 50 



259 



gaa cac ggc ccg att get cac aac gtg ggc ctt tat gtc ggt ggc gtg 307 
Glu His Gly Pro He Ala His Asn Val Gly Leu Tyr Val Gly Gly Val 
55 60 65 

gca ate ccc ttt get gee gat acg ttc age gee ate atg ttg ate acc 355 
Ala He Pro Phe Ala Ala Asp Thr Phe Ser Ala He Met Leu He Thr 
70 75 80 85 

acc teg ate gtt gcg gtg get gec aac tgg ttt gec acc ate gtc ggt 
Thr Ser He Val Ala Val Ala Ala Asn Trp Phe Ala Thr He Val Gly 
90 95 100 

gaa acc cgc gcg cgt ttc tat cca gcg etc aca ttg atg ctg ate acg 
Glu Thr Arg Ala Arg Phe Tyr Pro Ala Leu Thr Leu Met Leu He Thr 
105 HO 115 

ggc gtc aac ggt get ctg ctg act gee gat ctg ttc aac ttc ttt gtg 
Gly Val Asn Gly Ala Leu Leu Thr Ala Asp Leu Phe Asn Phe Phe Val 
120 125 130 

ttc ate gaa gtg atg ctg ctg cct tec tat ggt ttg ate gec atg acc 
Phe He Glu Val Met Leu Leu Pro Ser Tyr Gly Leu He Ala Met Thr 
135 140 145 

gga acg tgg gcg cgc eta gec tct gga cga ate ttc gta eta gtc aat 595 
Gly Thr Trp Ala Arg Leu Ala Ser Gly Arg He Phe Val Leu Val Asn 
150 155 160 165 



etc tct gee tec aca ttg ctg gtt gca ggt gtg gga ate gtc tac ggt 
Leu Ser Ala Ser Thr Leu Leu Val Ala Gly Val Gly He Val Tyr Gly 
170 175 180 

gtc ata ggc tea gtc aac ate gca get ctg caa gat gtc gta gag ggc 
Val He Gly Ser Val Asn He Ala Ala Leu Gin Asp Val Val Glu Gly 
185 190 195 

aac ccc ctg gtt gee age gca atg ggc ate gtg gtt att gee ate gcg 
Asn Pro Leu Val Ala Ser Ala Met Gly He Val Val He Ala He Ala 
200 205 210 

gtt aaa gec ggt gta ttc cca gtg cac aca tgg ctg cca cgc acc tat 
Val Lys Ala Gly Val Phe Pro Val His Thr Trp Leu Pro Arg Thr Tyr 
215 220 225 

cct ggt aca tea gca get gtg atg ggg ttg ttc tec ggt ttg cac acc 
Pro Gly Thr Ser Ala Ala Val Met Gly Leu Phe Ser Gly Leu His Thr 
230 235 240 245 

aaa gtc gcg gta tac atg etc tat cgc att tgg gtc cac att ttt aac 
Lys Val Ala Val Tyr Met Leu Tyr Arg He Trp Val His He Phe Asn 
250 255 260 

atg gat ccc acg tgg aat tgg ctg att gtc gca ttc atg gtg ata tec 
Met Asp Pro Thr Trp Asn Trp Leu He Val Ala Phe Met Val He Ser 
265 270 275 

atg ctg gtc ggt ggc ttc get gga ctt get gaa aac tec ate cgt cgc 



403 



451 



499 



547 



643 



691 



739 



787 



835 



931 



979 
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Met Leu Val Gly Gly Phe Ala Gly Leu Ala Glu Asn Ser lie Arg Arg 
280 285 290 

gtc ctt gcc tac caa atg gtc aac ggc atg cca ttt att etc ate atg 
Val Leu Ala Tyr Gin Met Val Asn Gly Met Pro Phe He Leu He Met 
295 300 305 

atg gcg ttt acc tct gac gat cca cag cgc gca ctt gcc get ggt ctg 
Met Ala Phe Thr Ser Asp Asp Pro Gin Arg Ala Leu Ala Ala Gly Leu 
310 315 320 325 

ttg tac acc ctg cac cac atg ate acc ate gcc gca ttg gtg etc act 
Leu Tyr Thr Leu His His Met He Thr He Ala Ala Leu Val Leu Thr 
330 335 340 



cag cgc ggc gtc teg ccg cag ctg cgc ate age cca gca aaa ate gcc 

Gin Arg Gly Val Ser Pro Gin Leu Arg He Ser Pro Ala Lys He Ala 

440 445 450 

cca gcg etc age ctg ate att tta teg gta ggc atg ttc ate ttc gcg 

Pro Ala Leu Ser Leu He He Leu Ser Val Gly Met Phe He Phe Ala 

455 460 465 



acc gat gca tac caa cag get gtg etc ggt gaa aat gcc ate gga gtg 
Thr Asp Ala Tyr Gin Gin Ala Val Leu Gly Glu Asn Ala He Gly Val 
490 495 500 

cca age cct age tac cag gga gga aac taatgcttaa cgccctgaaa 
Pro Ser Pro Ser Tyr Gin Gly Gly Asn 
505 510 



1027 



1075 



1123 



tec ggc gca ate gaa gaa acc tac ggc acc ggt atg ttg tec aag ctg 1171 
Ser Gly Ala He Glu Glu Thr Tyr Gly Thr Gly Met Leu Ser Lys Leu 
345 350 355 

tct ggc ctt gca cgc cgc gaa ccc gtc gtc gca gca gtg ttc get gca 1219 
Ser Gly Leu Ala Arg Arg Glu Pro Val Val Ala Ala Val Phe Ala Ala 
360 365 370 

ggt gcc ttc tct gtt gtc ggt ttc cca ccg ttt tec ggt atg tgg ggc 1267 
Gly Ala Phe Ser Val Val Gly Phe Pro Pro Phe Ser Gly Met Trp Gly 
375 380 385 

aaa gcg etc ate ctg etc gag ate gcc cgc gtc ggc aat att gca gca 1315 
Lys Ala Leu He Leu Leu Glu He Ala Arg Val Gly Asn He Ala Ala 
390 395 400 405 

tgg ate gca ate gcc gcc ate ate ate gcc age ctg ggc gca ctg etc 1363 
Trp He Ala He Ala Ala He He He Ala Ser Leu Gly Ala Leu Leu 
410 415 420 

teg atg ate cgc gtg tgg cgt gaa gtc ttc tgg ggt ggc gca atg cac 1411 
Ser Met He Arg Val Trp Arg Glu Val Phe Trp Gly Gly Ala Met His 
425 430 435 



1459 



1507 



ggc ccg ctt ate gac gcg acc etc acc gcc acc gac ggc etc ttg aac 1555 
Gly Pro Leu He Asp Ala Thr Leu Thr Ala Thr Asp Gly Leu Leu Asn 
470 475 480 485 



1603 



1650 



ttc 1653 
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<210> 688 
<211> 510 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 688 

Met Ala Met Asp Val Leu Leu Pro lie Phe Val Ala Val Pro Leu Ala 
15 10 15 

Ala Ser Ala lie Ala Val Leu Leu Pro Trp Arg Leu lie Arg Asp lie 
20 25 30 

Leu His lie He Val Pro Phe Ala Gly He Phe Ala Gly He Trp Leu 
35 40 45 

Phe Ala His Thr Ala Glu His Gly Pro He Ala His Asn Val Gly Leu 
50 55 60 

Tyr Val Gly Gly Val Ala He Pro Phe Ala Ala Asp Thr Phe Ser Ala 
65 70 75 80 

He Met Leu He Thr Thr Ser He Val Ala Val Ala Ala Asn Trp Phe 
85 90 95 

Ala Thr He Val Gly Glu Thr Arg Ala Arg Phe Tyr Pro Ala Leu Thr 
100 105 HO 

Leu Met Leu He Thr Gly Val Asn Gly Ala Leu Leu Thr Ala Asp Leu 
115 120 125 

Phe Asn Phe Phe Val Phe He Glu Val Met Leu Leu Pro Ser Tyr Gly 
130 135 140 

Leu He Ala Met Thr Gly Thr Trp Ala Arg Leu Ala Ser Gly Arg He 
145 150 155 160 

Phe Val Leu Val Asn Leu Ser Ala Ser Thr Leu Leu Val Ala Gly Val 
165 170 175 

Gly He Val Tyr Gly Val He Gly Ser Val Asn He Ala Ala Leu Gin 
180 185 190 

Asp Val Val Glu Gly Asn Pro Leu Val Ala Ser Ala Met Gly He Val 
195 200 205 

Val He Ala lie Ala Val Lys Ala Gly Val Phe Pro Val His Thr Trp 
210 215 220 

Leu Pro Arg Thr Tyr Pro Gly Thr Ser Ala Ala Val Met Gly Leu Phe 
225 230 235 240 

Ser Gly Leu His Thr Lys Val Ala Val Tyr Met Leu Tyr Arg He Trp 
245 250 255 

Val His He Phe Asn Met Asp Pro Thr Trp Asn Trp Leu He Val Ala 
260 265 270 



Phe Met Val He Ser Met Leu Val Gly Gly Phe Ala Gly Leu Ala Glu 
275 280 285 
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Asn Ser He Arg 
290 

Phe He Leu He 
305 

Leu Ala Ala Gly 



Ala Leu Val Leu 
340 

Met Leu Ser Lys 
355 

Ala Val Phe Ala 

370 

Ser Gly Met Trp 
385 

Gly Asn He Ala 



Arg Val Leu Ala 
295 

Met Met Ala Phe 
310 

Leu Leu Tyr Thr 
325 

Thr Ser Gly Ala 



Leu Ser Gly Leu 
360 

Ala Gly Ala Phe 
375 

Gly Lys Ala Leu 
390 

Ala Trp He Ala 
405 



Tyr Gin Met Val 
300 

Thr Ser Asp Asp 
315 

Leu His His Met 
330 

He Glu Glu Thr 
345 

Ala Arg Arg Glu 



Ser Val Val Gly 
380 

He Leu Leu Glu 
395 

He Ala Ala He 
410 



Asn Gly Met Pro 



Pro Gin Arg Ala 
320 

He Thr He Ala 
335 

Tyr Gly Thr Gly 
350 

Pro Val Val Ala 
365 

Phe Pro Pro Phe 



He Ala Arg Val 
400 

He He Ala Ser 
415 



Leu Gly Ala Leu 
420 

Gly Gly Ala Met 
435 

Pro Ala Lys He 
450 

Met Phe He Phe 
465 

Asp Gly Leu Leu 



Asn Ala He Gly 
500 



Leu Ser Met He 



His Gin Arg Gly 
440 

Ala Pro Ala Leu 
455 

Ala Gly Pro Leu 
470 

Asn Thr Asp Ala 
485 

Val Pro Ser Pro 



Arg Val Trp Arg 
425 

Val Ser Pro Gin 



Ser Leu He He 
460 

He Asp Ala Thr 
475 

Tyr Gin Gin Ala 
490 

Ser Tyr Gin Gly 
505 



Glu Val Phe Trp 
430 

Leu Arg He Ser 
445 

Leu Ser Val Gly 



Leu Thr Ala Thr 
480 

Val Leu Gly Glu 
495 

Gly Asn 
510 



<210> 689 
<211> 865 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (865) 

<223> FRXA00608 



<400> 689 

cgacgacacc cggtccatcg aaccagatga cgatcaatcg cctttgacta ctagcgctcg 60 

ttcagtcacc aacccaacag atcaggagga taaagcttaa atg gcc atg gat gtt 11 

Met Ala Met Asp Val 
1 5 

etc ctt cct att ttc gtt gca gtt ccc ctt get gcc tct gcc att gcg 16 
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Leu Leu Pro lie Phe Val Ala Val Pro Leu Ala Ala Ser Ala lie Ala 
10 15 20 

gtg ctt ctg ccg tgg cgt etc ate cgc gat att ttg cac ate ate gtg 211 
Val Leu Leu Pro Trp Arg Leu lie Arg Asp He Leu His He He Val 
25 30 35 



cct ttc gcg ggt att ttt get ggc ate tgg ttg ttt gca cac ace get 
Pro Phe Ala Gly He Phe Ala Gly He Trp Leu Phe Ala His Thr Ala 
40 45 50 

gaa cac ggc ccg att get cac aac gtg ggc ctt tat gtc ggt ggc gtg 
Glu His Gly Pro He Ala His Asn Val Gly Leu Tyr Val Gly Gly Val 
55 60 65 

gca ate ccc ttt get gee gat acg ttc age gee ate atg ttg ate ace 
Ala He Pro Phe Ala Ala Asp Thr Phe Ser Ala He Met Leu He Thr 
70 75 80 85 

ace teg ate gtt gcg gtg get gee aac tgg ttt gee ace ate gtc ggt 
Thr Ser He Val Ala Val Ala Ala Asn Trp Phe Ala Thr He Val Gly 
90 95 100 



gaa ace cgc gcg cgt ttc tat cca gcg etc aca ttg atg ctg ate acg 
Glu Thr Arg Ala Arg Phe Tyr Pro Ala Leu Thr Leu Met Leu He Thr 
105 HO H5 



ggc gtc aac ggt get ctg ctg act gee gat ctg ttc aac ttc ttt gtg 
Gly Val Asn Gly Ala Leu Leu Thr Ala Asp Leu Phe Asn Phe Phe Val 
120 125 130 

ttc ate gaa gtg atg ctg ctg cct tec tat ggt ttg ate gee atg acc 
Phe He Glu Val Met Leu Leu Pro Ser Tyr Gly Leu He Ala Met Thr 
135 140 145 

gga acg tgg gcg cgc eta gec tct gga cga ate ttc gta eta gtc aat 
Gly Thr Trp Ala Arg Leu Ala Ser Gly Arg He Phe Val Leu Val Asn 
150 155 160 165 

etc tct gee tec aca ttg ctg gtt gca ggt gtg gga ate gtc tac ggt 
Leu Ser Ala Ser Thr Leu Leu Val Ala Gly Val Gly He Val Tyr Gly 
170 175 180 

gtc ata ggc tea gtc aac ate gca get ctg caa gat gtc gta gag ggc 
Val He Gly Ser Val Asn He Ala Ala Leu Gin Asp Val Val Glu Gly 
185 190 195 

aac ccc ctg gtt gee age gca atg ggc ate gtg gtt att gec ate gcg 
Asn Pro Leu Val Ala Ser Ala Met Gly He Val Val He Ala He Ala 
200 205 210 

gtt aaa gee ggt gta ttc cca gtg cac aca tgg ctg cca cgc acc tat 
Val Lys Ala Gly Val Phe Pro Val His Thr Trp Leu Pro Arg Thr Tyr 
215 220 225 

cct ggt aca tea gca get gtg atg ggg ttg ttc tec ggt ttg cac acc 
Pro Gly Thr Ser Ala Ala Val Met Gly Leu Phe Ser Gly Leu His Thr 
230 235 240 245 

aaa gtc gcg gta tac atg etc tat cgc att 
Lys Val Ala Val Tyr Met Leu Tyr Arg He 



259 



307 



355 



403 



451 



499 



547 



595 



643 



691 



739 



787 



835 



865 
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250 255 



<210> 690 
<211> 255 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 690 

Met Ala Met Asp Val Leu Leu Pro lie Phe Val Ala Val Pro Leu Ala 
15 10 15 

Ala Ser Ala He Ala Val Leu Leu Pro Trp Arg Leu He Arg Asp He 
20 25 30 

Leu His He He Val Pro Phe Ala Gly He Phe Ala Gly He Trp Leu 
35 40 45 

Phe Ala His Thr Ala Glu His Gly Pro He Ala His Asn Val Gly Leu 
50 55 60 

Tyr Val Gly Gly Val Ala He Pro Phe Ala Ala Asp Thr Phe Ser Ala 
65 70 75 80 

He Met Leu He Thr Thr Ser He Val Ala Val Ala Ala Asn Trp Phe 
85 90 95 

Ala Thr He Val Gly Glu Thr Arg Ala Arg Phe Tyr Pro Ala Leu Thr 
100 105 HO 

Leu Met Leu He Thr Gly Val Asn Gly Ala Leu Leu Thr Ala Asp Leu 
115 120 125 

Phe Asn Phe Phe Val Phe He Glu Val Met Leu Leu Pro Ser Tyr Gly 
130 135 140 

Leu He Ala Met Thr Gly Thr Trp Ala Arg Leu Ala Ser Gly Arg He 
145 150 155 160 

Phe Val Leu Val Asn Leu Ser Ala Ser Thr Leu Leu Val Ala Gly Val 
165 170 175 

Gly He Val Tyr Gly Val He Gly Ser Val Asn He Ala Ala Leu Gin 
180 185 190 

Asp Val Val Glu Gly Asn Pro Leu Val Ala Ser Ala Met Gly He Val 
195 200 205 

Val He Ala He Ala Val Lys Ala Gly Val Phe Pro Val His Thr Trp 
210 215 220 

Leu Pro Arg Thr Tyr Pro Gly Thr Ser Ala Ala Val Met Gly Leu Phe 
225 230 235 240 

Ser Gly Leu His Thr Lys Val Ala Val Tyr Met Leu Tyr Arg He 
245 250 255 



<210> 691 
<211> 2118 
<212> DNA 



BGI-126CP 



-983 - 



<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (2118) 
<223> RXA00913 

<400> 691 

att att tec gtg gtg ggc att ggt ace cgc gaa get ttg ctg gca ggt 

He He Ser Val Val Gly He Gly Thr Arg Glu Ala Leu Leu Ala Gly 
15 10 15 

ctt gca ctg acc gtt gcg cac tec ttg ttt aag gca aca ttg ttc atg 
Leu Ala Leu Thr Val Ala His Ser Leu Phe Lys Ala Thr Leu Phe Met 
20 25 30 



etc tec ggt ctg tgg cgt aaa caa ccg ate ctg ttc gec gtt get get 
Leu Ser Gly Leu Trp Arg Lys Gin Pro He Leu Phe Ala Val Ala Ala 
50 55 60 

gtt teg gcg gcg tec atg get ggt att ccg cca ctg ttt ggt ttt ate 
Val Ser Ala Ala Ser Met Ala Gly He Pro Pro Leu Phe Gly Phe He 
65 70 75 80 



gca atg cat ccg gtg aag ttt aag ctg tgg ate gca cct gtc ate ctg 
Ala Met His Pro Val Lys Phe Lys Leu Trp He Ala Pro Val He Leu 
145 150 155 160 

get att ttg acc gta gtg ttt ggt gtt ttc ccc aag cca gtg teg gaa 
Ala He Leu Thr Val Val Phe Gly Val Phe Pro Lys Pro Val Ser Glu 
165 170 175 

gca att gtc acg cat ctt gat aac gtc acg cca teg ctt gat gat gtc 
Ala He Val Thr His Leu Asp Asn Val Thr Pro Ser Leu Asp Asp Val 
180 185 190 

cac acc aaa ctg gec ttg tgg cat ggt ctg aat eta ccg ctg ctg ctg 
His Thr Lys Leu Ala Leu Trp His Gly Leu Asn Leu Pro Leu Leu Leu 
195 200 205 

tct gtg gtg ate ate att tec gga ttc ate ate ttc tgg gag cga gac 



48 



96 



aca gtt ggt gec att gac cac acc acc gga act cgt gat att cgt aaa 144 
Thr Val Gly Ala He Asp His Thr Thr Gly Thr Arg Asp He Arg Lys 
35 40 45 



192 



240 



288 



336 



gec aag gaa aca gcg ctg gat acc gtg ttg aat gag cag atg ttg cat 
Ala Lys Glu Thr Ala Leu Asp Thr Val Leu Asn Glu Gin Met Leu His 
85 90 95 

ggc atg cca ggt cga ttg atg ctg get ggc ate gtt ttg ggt tec ate 
Gly Met Pro Gly Arg Leu Met Leu Ala Gly He Val Leu Gly Ser He 
100 105 HO 

ttc acc atg gca tat tec tgc tac ttc ctg tac gaa gec ttt gec acg 384 
Phe Thr Met Ala Tyr Ser Cys Tyr Phe Leu Tyr Glu Ala Phe Ala Thr 
115 120 125 

aag cac tec aaa ttc cca gag gec aac ggt gtc tea cct gca gtg gag 432 
Lys His Ser Lys Phe Pro Glu Ala Asn Gly Val Ser Pro Ala Val Glu 
130 135 140 



480 



528 



576 



624 



672 
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Ser Val Val lie lie lie Ser Gly Phe He He Phe Trp Glu Arg Asp 
210 215 220 

acc gtc gaa cgt ttg cgc cct aac acc gca gcg ttt ggc agt gcc gat 
Thr Val Glu Arg Leu Arg Pro Asn Thr Ala Ala Phe Gly Ser Ala Asp 
225 230 235 240 

acc gcc tac gac gcc att ctt gat gca ctg cgt gtg etc tec cac cgc 
Thr Ala Tyr Asp Ala He Leu Asp Ala Leu Arg Val Leu Ser His Arg 
245 250 255 

ctg act gca tec acc cag cgt ggt tct ttg acc ctg aac gtc ggt gtg 
Leu Thr Ala Ser Thr Gin Arg Gly Ser Leu Thr Leu Asn Val Gly Val 
260 265 270 

ate ttc ttc gtc etc acg att gtt ccg ctg ate get ttg ate act ggc 
He Phe Phe Val Leu Thr He Val Pro Leu He Ala Leu He Thr Gly 
275 280 285 

gaa caa age gat gtc cgc atg gag ctg tgg gat age cct att cag ggc 
Glu Gin Ser Asp Val Arg Met Glu Leu Trp Asp Ser Pro He Gin Gly 
290 295 300 

ttc ate gcg gcc ate att ate gtc gtt gcg att gtg gca acc acc atg 
Phe He Ala Ala He He He Val Val Ala He Val Ala Thr Thr Met 
305 310 315 320 

gat aac cgt ttg tct gcg ctg att ttg gtg ggt gtg aca ggt tat ggc 
Asp Asn Arg Leu Ser Ala Leu He Leu Val Gly Val Thr Gly Tyr Gly 
325 330 335 

att gcc gtt ate ttc gcg eta cat ggc gca ccg gac ttg gcg eta acc 
He Ala Val He Phe Ala Leu His Gly Ala Pro Asp Leu Ala Leu Thr 
340 345 350 

cag gtg ctg gtg gag acc ate gtc atg gtg gta ttc atg ctg gtg ctg 
Gin Val Leu Val Glu Thr He Val Met Val Val Phe Met Leu Val Leu 
355 360 365 

cgt aaa atg ccg aca gaa gtt gcg tgg aag gca gaa cct aaa cag tct 1152 
Arg Lys Met Pro Thr Glu Val Ala Trp Lys Ala Glu Pro Lys Gin Ser 
370 375 380 



cgc gtg cga gcg tgg ctt get ggc gcc acc gga ttg tec gtt gtt att 
Arg Val Arg Ala Trp Leu Ala Gly Ala Thr Gly Leu Ser Val Val He 
385 390 395 400 

gtc acc att ttt gcc atg aat get cgc acc act gaa ccg ate tct gta 
Val Thr He Phe Ala Met Asn Ala Arg Thr Thr Glu Pro He Ser Val 
405 410 415 

tac atg cag gat ctg gcc tat gag ate gga cat ggc gca aac acc gtc 
Tyr Met Gin Asp Leu Ala Tyr Glu He Gly His Gly Ala Asn Thr Val 
420 425 430 

aac gta ctg etc gta gac ctg cgt ggt ttt gat acc ttc ggt gaa att 
Asn Val Leu Leu Val Asp Leu Arg Gly Phe Asp Thr Phe Gly Glu He 
435 440 445 

tec gtc ctt gtg ate gcg gca acc ggt ate gcc tec ctg gtc tac cga 
Ser Val Leu Val He Ala Ala Thr Gly He Ala Ser Leu Val Tyr Arg 



720 



768 



816 



864 



912 



960 



1008 



1056 



1104 



1200 



1248 



1296 



1344 



1392 
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450 455 460 

aac cgc age ttc cgc aag gat tct cgc aga cca acc ctg get acc act 
Asn Arg Ser Phe Arg Lys Asp Ser Arg Arg Pro Thr Leu Ala Thr Thr 
465 470 475 480 

ggt cgc cgt tgg ttg get get get gtt gat acc gaa agg gcg cag aac 
Gly Arg Arg Trp Leu Ala Ala Ala Val Asp Thr Glu Arg Ala Gin Asn 
485 490 495 



ate atg ttg tct gtg tac ttc ttc ttc gec gga cac aac gcg ccg ggc 
He Met Leu Ser Val Tyr Phe Phe Phe Ala Gly His Asn Ala Pro Gly 
515 520 525 



cgt cga gaa gca gca acc gtc ggc gca cgc agg teg aac gag aaa teg 
Arg Arg Glu Ala Ala Thr Val Gly Ala Arg Arg Ser Asn Glu Lys Ser 
660 665 670 

aca cgc caa atg ccg acg att egg cct cca ggg gca gac aca gaa teg 
Thr Arg Gin Met Pro Thr He Arg Pro Pro Gly Ala Asp Thr Glu Ser 
675 680 685 



1440 



1488 



cgc teg ctg atg gtt gat gtg gca acg cgc ate etc ttc cct gec atg 1536 
Arg Ser Leu Met Val Asp Val Ala Thr Arg He Leu Phe Pro Ala Met 
500 505 510 



1584 



1728 



ggc gga ttc gee ggc ggc ctt gtt gec tec ttg gcg ttc gee ttg cgc 1632 
Gly Gly Phe Ala Gly Gly Leu Val Ala Ser Leu Ala Phe Ala Leu Arg 
530 535 540 

tac ctt gec ggt gga cgt gaa gaa ctt gaa gaa gcg ttg cct ate gac 1680 
Tyr Leu Ala Gly Gly Arg Glu Glu Leu Glu Glu Ala Leu Pro He Asp 
545 550 555 560 

gec ggc cgt ate ttg gga act gga eta ttt gtt tct gca act gca gtg 
Ala Gly Arg He Leu Gly Thr Gly Leu Phe Val Ser Ala Thr Ala Val 
565 570 575 

ctg tgg ccc atg gtt ctt ctt ggt gaa cca ccg ctg acc tec cat att 1776 
Leu Trp Pro Met Val Leu Leu Gly Glu Pro Pro Leu Thr Ser His He 
580 585 590 

tgg gat etc aca ctg cca ctt ate ggt gag att cac att gca tec gcg 1824 
Trp Asp Leu Thr Leu Pro Leu He Gly Glu He His He Ala Ser Ala 
595 600 605 

ctg etc ttt gac ctt ggt gtc tac ctg ate gtc ate ggt ttg acc atg 
Leu Leu Phe Asp Leu Gly Val Tyr Leu He Val He Gly Leu Thr Met 
610 615 620 

cac att etc aac agt ttg ggc ggc cag etc gac cgc gat gag gaa atg 
His He Leu Asn Ser Leu Gly Gly Gin Leu Asp Arg Asp Glu Glu Met 
625 630 635 640 

cgt aag cag cgt gcg cgc gac cga get cga cgc ttg gcg cgc aac cag 1968 
Arg Lys Gin Arg Ala Arg Asp Arg Ala Arg Arg Leu Ala Arg Asn Gin 
645 650 655 



1872 



1920 



2016 



2064 



gtg gag cag aac ggt gag aac cag acg teg ata age aca aag cgt tta 2112 
Val Glu Gin Asn Gly Glu Asn Gin Thr Ser He Ser Thr Lys Arg Leu 
690 695 700 
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aag cag 
Lys Gin 
705 



211E 



<210> 692 
<211> 706 
<212> PRT 

<213> Corynebacteriurn glutamicum 
<400> 692 

He He Ser Val Val Gly He Gly Thr Arg Glu Ala Leu Leu Ala Gly 
15 10 15 

Leu Ala Leu Thr Val Ala His Ser Leu Phe Lys Ala Thr Leu Phe Met 
20 25 30 

Thr Val Gly Ala He Asp His Thr Thr Gly Thr Arg Asp He Arg Lys 
35 40 45 

Leu Ser Gly Leu Trp Arg Lys Gin Pro He Leu Phe Ala Val Ala Ala 
50 55 60 

Val Ser Ala Ala Ser Met Ala Gly He Pro Pro Leu Phe Gly Phe He 
65 70 75 80 

Ala Lys Glu Thr Ala Leu Asp Thr Val Leu Asn Glu Gin Met Leu His 
85 90 95 

Gly Met Pro Gly Arg Leu Met Leu Ala Gly He Val Leu Gly Ser He 
100 105 HO 

Phe Thr Met Ala Tyr Ser Cys Tyr Phe Leu Tyr Glu Ala Phe Ala Thr 
115 120 125 

Lys His Ser Lys Phe Pro Glu Ala Asn Gly Val Ser Pro Ala Val Glu 
130 135 140 

Ala Met His Pro Val Lys Phe Lys Leu Trp He Ala Pro Val He Leu 
145 150 155 160 

Ala He Leu Thr Val Val Phe Gly Val Phe Pro Lys Pro Val Ser Glu 
165 170 175 

Ala He Val Thr His Leu Asp Asn Val Thr Pro Ser Leu Asp Asp Val 
180 185 190 

His Thr Lys Leu Ala Leu Trp His Gly Leu Asn Leu Pro Leu Leu Leu 
195 200 205 

Ser Val Val He He He Ser Gly Phe He He Phe Trp Glu Arg Asp 
210 215 220 

Thr Val Glu Arg Leu Arg Pro Asn Thr Ala Ala Phe Gly Ser Ala Asp 
225 230 235 240 

Thr Ala Tyr Asp Ala He Leu Asp Ala Leu Arg Val Leu Ser His Arg 
245 250 255 



Leu Thr Ala Ser Thr Gin Arg Gly Ser Leu Thr Leu Asn Val Gly Val 
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260 265 270 

lie Phe Phe Val Leu Thr lie Val Pro Leu He Ala Leu He Thr Gly 
275 280 285 

Glu Gin Ser Asp Val Arg Met Glu Leu Trp Asp Ser Pro He Gin Gly 
290 295 300 

Phe He Ala Ala He He He Val Val Ala He Val Ala Thr Thr Met 
305 310 315 320 

Asp Asn Arg Leu Ser Ala Leu He Leu Val Gly Val Thr Gly Tyr Gly 
325 330 335 

He Ala Val He Phe Ala Leu His Gly Ala Pro Asp Leu Ala Leu Thr 
340 345 350 

Gin Val Leu Val Glu Thr He Val Met Val Val Phe Met Leu Val Leu 
355 360 365 

Arg Lys Met Pro Thr Glu Val Ala Trp Lys Ala Glu Pro Lys Gin Ser 
370 375 380 

Arg Val Arg Ala Trp Leu Ala Gly Ala Thr Gly Leu Ser Val Val He 
385 390 395 400 

Val Thr He Phe Ala Met Asn Ala Arg Thr Thr Glu Pro He Ser Val 
405 410 415 

Tyr Met Gin Asp Leu Ala Tyr Glu He Gly His Gly Ala Asn Thr Val 
420 425 430 

Asn Val Leu Leu Val Asp Leu Arg Gly Phe Asp Thr Phe Gly Glu He 
435 440 445 

Ser Val Leu Val He Ala Ala Thr Gly He Ala Ser Leu Val Tyr Arg 
450 455 460 

Asn Arg Ser Phe Arg Lys Asp Ser Arg Arg Pro Thr Leu Ala Thr Thr 
465 470 475 480 

Gly Arg Arg Trp Leu Ala Ala Ala Val Asp Thr Glu Arg Ala Gin Asn 
485 490 495 

Arg Ser Leu Met Val Asp Val Ala Thr Arg He Leu Phe Pro Ala Met 
500 505 510 

He Met Leu Ser Val Tyr Phe Phe Phe Ala Gly His Asn Ala Pro Gly 
515 520 525 

Gly Gly Phe Ala Gly Gly Leu Val Ala Ser Leu Ala Phe Ala Leu Arg 
530 535 540 

Tyr Leu Ala Gly Gly Arg Glu Glu Leu Glu Glu Ala Leu Pro He Asp 
545 550 555 560 

Ala Gly Arg He Leu Gly Thr Gly Leu Phe Val Ser Ala Thr Ala Val 
565 570 575 

Leu Trp Pro Met Val Leu Leu Gly Glu Pro Pro Leu Thr Ser His He 
580 585 590 
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Trp Asp Leu Thr 
595 

Leu Leu Phe Asp 
610 

His lie Leu Asn 
625 

Arg Lys Gin Arg 



Arg Arg Glu Ala 
660 

Thr Arg Gin Met 
675 

Val Glu Gin Asn 
690 

Lys Gin 

705 



Leu Pro Leu lie 
600 

Leu Gly Val Tyr 
615 

Ser Leu Gly Gly 
630 

Ala Arg Asp Arg 
645 

Ala Thr Val Gly 



Pro Thr lie Arg 
680 

Gly Glu Asn Gin 
695 



Gly Glu lie His 



Leu lie Val lie 
620 

Gin Leu Asp Arg 
635 

Ala Arg Arg Leu 
650 

Ala Arg Arg Ser 
665 

Pro Pro Gly Ala 



Thr Ser lie Ser 
700 



lie Ala Ser Ala 
605 

Gly Leu Thr Met 



Asp Glu Glu Met 
640 

Ala Arg Asn Gin 
655 

Asn Glu Lys Ser 
670 

Asp Thr Glu Ser 
685 

Thr Lys Arg Leu 



<210> 693 
<211> 955 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (955) 

<223> RXA00909 

<400> 693 

tcgatgtgtg ttgctaactg ggggtggcac gcacgttggc gttgttgttt ggtgtggctc 



5 



etc gcg etc act gca gec gca gta gtc gec ccc ate ctg ate cga act 
Leu Ala Leu Thr Ala Ala Ala Val Val Ala Pro He Leu He Arg Thr 
10 15 20 



ttt ttc tgg gtg ctt teg gag ttc ate aaa ggc act ttc aag gat gga 
Phe Phe Trp Val Leu Ser Glu Phe He Lys Gly Thr Phe Lys Asp Gly 
40 45 50 

ggt gaa etc etc etc cac tat gee tgg atg cct teg get cac etc aat 
Gly Glu Leu Leu Leu His Tyr Ala Trp Met Pro Ser Ala His Leu Asn 
55 60 65 



60 



cagagtaatc cacaacgcgc aaaggggaac tggagaacac gtg etc att ctt ttt 115 

Val Leu He Leu Phe 



163 



etc ggt cga cca get ttt ggt ctg ctg gcg ctt gta cct ggc att ggt 211 
Leu Gly Arg Pro Ala Phe Gly Leu Leu Ala Leu Val Pro Gly He Gly 
25 30 35 



259 



307 



ate gat ttc cgt atg gat tec etc gcg gcg ctg ttc tea etc ate gtc 
He Asp Phe Arg Met Asp Ser Leu Ala Ala Leu Phe Ser Leu He Val 



355 
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70 75 80 85 

tta ggc gtg ggc gcc eta gtg ctg ctg tac tgc tgg gga tat ttt gat 

Leu Gly Val Gly Ala Leu Val Leu Leu Tyr Cys Trp Gly Tyr Phe Asp 

90 95 100 



gcc atg gcg atg ttt ggt ctt gtc att tea gac aac ate ctg ctg atg 
Ala Met Ala Met Phe Gly Leu Val He Ser Asp Asn He Leu Leu Met 
120 125 130 



tat tac ggc gaa cgc gca tct tea cgt cgc tct gca ggt caa gcc ttg 
Tyr Tyr Gly Glu Arg Ala Ser Ser Arg Arg Ser Ala Gly Gin Ala Leu 
150 155 160 165 

atg gtg acc acc ctg ggt gga ttg gcc atg ctg gtg ggc ate att ttg 
Met Val Thr Thr Leu Gly Gly Leu Ala Met Leu Val Gly He He Leu 
170 175 180 

atg ggt acc caa act ggc gtg tgg cga ttc tct gag ate cct gcc tac 
Met Gly Thr Gin Thr Gly Val Trp Arg Phe Ser Glu He Pro Ala Tyr 
185 190 195 

tea age tec tgg gca gat gtg ccg tat att tec get get get gcc ctt 
Ser Ser Ser Trp Ala Asp Val Pro Tyr He Ser Ala Ala Ala Ala Leu 
200 205 210 

ate ttg get ggc gca eta tec aaa teg get ate gca cca acc cac ttc 
He Leu Ala Gly Ala Leu Ser Lys Ser Ala He Ala Pro Thr His Phe 
215 220 225 

tgg ctt ccc ggc gcg atg gcc gca cca acg ccg gtg tct get tac ctg 
Trp Leu Pro Gly Ala Met Ala Ala Pro Thr Pro Val Ser Ala Tyr Leu 
230 235 240 245 

cac tec gca gcg atg gtg aag gcg ggt att tac ctt gtg get cgc etc 
His Ser Ala Ala Met Val Lys Ala Gly He Tyr Leu Val Ala Arg Leu 
250 255 260 

tct cca gac etc aac gta gtt ggt teg tgg tac ctg ate ate ate ccg 
Ser Pro Asp Leu Asn Val Val Gly Ser Trp Tyr Leu He He He Pro 
265 270 275 



403 



tec aac gcg ggt cgc etc agt gcc ttt ggt get gaa ctg gtg gcc ttc 451 
Ser Asn Ala Gly Arg Leu Ser Ala Phe Gly Ala Glu Leu Val Ala Phe 
105 HO 115 



499 



tac gtc ttc tgg gaa ate acc tec gtt tta tec ttc etc ctg gtt ggt 547 
Tyr Val Phe Trp Glu He Thr Ser Val Leu Ser Phe Leu Leu Val Gly 
135 140 145 



595 



643 



691 



739 



787 



835 



883 



931 



ttg ggc atg ttg acc atg etc atg 955 
Leu Gly Met Leu Thr Met Leu Met 
280 285 



<210> 694 
<211> 285 
<212> PRT 

<213> Corynebacterium glut ami cum 



<400> 694 
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Val Leu lie Leu Phe Leu Ala Leu Thr Ala Ala Ala Val Val Ala Pro 
15 10 15 

lie Leu lie Arg Thr Leu Gly Arg Pro Ala Phe Gly Leu Leu Ala Leu 
20 25 30 

Val Pro Gly lie Gly Phe Phe Trp Val Leu Ser Glu Phe He Lys Gly 
35 40 45 

Thr Phe Lys Asp Gly Gly Glu Leu Leu Leu His Tyr Ala Trp Met Pro 
50 55 60 

Ser Ala His Leu Asn He Asp Phe Arg Met Asp Ser Leu Ala Ala Leu 
65 70 75 80 

Phe Ser Leu He Val Leu Gly Val Gly Ala Leu Val Leu Leu Tyr Cys 
85 90 95 

Trp Gly Tyr Phe Asp Ser Asn Ala Gly Arg Leu Ser Ala Phe Gly Ala 
100 105 HO 

Glu Leu Val Ala Phe Ala Met Ala Met Phe Gly Leu Val He Ser Asp 
115 120 125 

Asn He Leu Leu Met Tyr Val Phe Trp Glu He Thr Ser Val Leu Ser 
130 135 140 

Phe Leu Leu Val Gly Tyr Tyr Gly Glu Arg Ala Ser Ser Arg Arg Ser 
145 150 155 160 

Ala Gly Gin Ala Leu Met Val Thr Thr Leu Gly Gly Leu Ala Met Leu 
165 170 175 

Val Gly He He Leu Met Gly Thr Gin Thr Gly Val Trp Arg Phe Ser 
180 185 190 

Glu He Pro Ala Tyr Ser Ser Ser Trp Ala Asp Val Pro Tyr He Ser 
195 200 205 

Ala Ala Ala Ala Leu He Leu Ala Gly Ala Leu Ser Lys Ser Ala He 
210 215 220 

Ala Pro Thr His Phe Trp Leu Pro Gly Ala Met Ala Ala Pro Thr Pro 
225 230 235 240 

Val Ser Ala Tyr Leu His Ser Ala Ala Met Val Lys Ala Gly He Tyr 
245 250 255 

Leu Val Ala Arg Leu Ser Pro Asp Leu Asn Val Val Gly Ser Trp Tyr 
260 265 270 

Leu He He He Pro Leu Gly Met Leu Thr Met Leu Met 
275 280 285 



<210> 695 
<211> 927 
<212> DNA 

<213> Corynebacterium glutamicum 
<220> 
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<221> CDS 

<222> (101) . . (904) 

<223> RXA00700 



<400> 695 

acgccccaca agtcgcaaaa atcaccgccg gcatccaaga ggaatcacac tggctcacag 60 

tctcggccgt gaaagctgcg ctagggcatg gtgaaatctc atg ate aac gec ate 115 

Met lie Asn Ala lie 



5 



aca etc aag ccc aaa acc ttc etc acc tta age ttc ctt gcg gtt ttg 
Thr Leu Lys Pro Lys Thr Phe Leu Thr Leu Ser Phe Leu Ala Val Leu 
10 15 20 



ctg tec gac aaa gee caa gcg ccc etc tac ate gcg ate gtc att ccc 
Leu Ser Asp Lys Ala Gin Ala Pro Leu Tyr He Ala He Val He Pro 
40 45 50 

etc gtg ctg gee get gtc ate gec gaa ate agt gaa aac gga ttc gac 
Leu Val Leu Ala Ala Val He Ala Glu He Ser Glu Asn Gly Phe Asp 
55 60 65 

gtt aaa gee gta gec atg etc ggc gtc etc acc gee atg gtt gee gta 
Val Lys Ala Val Ala Met Leu Gly Val Leu Thr Ala Met Val Ala Val 
70 75 80 85 

gtc cga cca ttc ggt gec ggc gca gca ggc ttt gaa gca gtc ttc ttt 
Val Arg Pro Phe Gly Ala Gly Ala Ala Gly Phe Glu Ala Val Phe Phe 
90 95 100 



etc ggc aac acc gga ctg ttc gca tec gcg ctg etc acc gca gga ate 
Leu Gly Asn Thr Gly Leu Phe Ala Ser Ala Leu Leu Thr Ala Gly He 
120 125 130 

gga ccg tgg etc ccc tac caa atg etc gca gee gec tgg gtc age ttc 
Gly Pro Trp Leu Pro Tyr Gin Met Leu Ala Ala Ala Trp Val Ser Phe 
135 140 145 

ggc gec ggc eta etc ccc caa gta cgc ggc aaa aag gaa atg etc ate 
Gly Ala Gly Leu Leu Pro Gin Val Arg Gly Lys Lys Glu Met Leu He 
150 155 160 165 

ate gtc eta tac gee ate gtc tct tea etc ggc tac gga acc atg atg 
He Val Leu Tyr Ala He Val Ser Ser Leu Gly Tyr Gly Thr Met Met 
170 175 180 

aac atg age ttc tgg ccc tac gee ate ggt gtc acc age ggg ctt tec 
Asn Met Ser Phe Trp Pro Tyr Ala He Gly Val Thr Ser Gly Leu Ser 
185 190 195 

ttc aca ccc ggc gcg ccc gtc ctg gaa aac etc cac acc ttc atg ctg 
Phe Thr Pro Gly Ala Pro Val Leu Glu Asn Leu His Thr Phe Met Leu 



163 



age ate gtg att ttc ttc tgg ccg ctg ate gtc aac ccg gaa tec ttc 211 
Ser He Val He Phe Phe Trp Pro Leu He Val Asn Pro Glu Ser Phe 
25 30 35 



259 



307 



355 



403 



gtc etc ate etc ggc gga cga gec ttc gga ccc ggc ttc gga ttc ate 451 
Val Leu He Leu Gly Gly Arg Ala Phe Gly Pro Gly Phe Gly Phe He 
105 HO H5 



499 



547 



595 



643 



691 



739 
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200 205 210 

ttc tgc etc acc aca tec atg ggt tgg gat etc ggc cgc gee ttc ttc 
Phe Cys Leu Thr Thr Ser Met Gly Trp Asp Leu Gly Arg Ala Phe Phe 
215 220 225 

acc tea gtg eta tta ctg etc aca gee aaa ccc gtt tta ggt get tta 
Thr Ser Val Leu Leu Leu Leu Thr Ala Lys Pro Val Leu Gly Ala Leu 
230 235 240 245 

cga cgc gee age cgc cgc gee get ttc ggc gtc gag cgt gac ttc ggg 
Arg Arg Ala Ser Arg Arg Ala Ala Phe Gly Val Glu Arg Asp Phe Gly 
250 255 260 



787 



835 



883 



gag gec ggg gtg cct egg gtc taaagatttt gttggcttgc ttc 927 
Glu Ala Gly Val Pro Arg Val 
265 



<210> 696 
<211> 268 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 696 

Met lie Asn Ala lie Thr Leu Lys Pro Lys Thr Phe Leu Thr Leu Ser 
15 10 15 

Phe Leu Ala Val Leu Ser lie Val He Phe Phe Trp Pro Leu He Val 
20 25 30 

Asn Pro Glu Ser Phe Leu Ser Asp Lys Ala Gin Ala Pro Leu Tyr He 
35 40 45 

Ala He Val He Pro Leu Val Leu Ala Ala Val He Ala Glu He Ser 
50 55 60 

Glu Asn Gly Phe Asp Val Lys Ala Val Ala Met Leu Gly Val Leu Thr 
65 70 75 80 

Ala Met Val Ala Val Val Arg Pro Phe Gly Ala Gly Ala Ala Gly Phe 
85 90 95 

Glu Ala Val Phe Phe Val Leu He Leu Gly Gly Arg Ala Phe Gly Pro 
100 105 HO 

Gly Phe Gly Phe He Leu Gly Asn Thr Gly Leu Phe Ala Ser Ala Leu 
115 120 125 

Leu Thr Ala Gly He Gly Pro Trp Leu Pro Tyr Gin Met Leu Ala Ala 
130 135 140 

Ala Trp Val Ser Phe Gly Ala Gly Leu Leu Pro Gin Val Arg Gly Lys 
145 150 155 160 

Lys Glu Met Leu He He Val Leu Tyr Ala He Val Ser Ser Leu Gly 
165 170 175 



Tyr Gly Thr Met Met Asn Met Ser Phe Trp Pro Tyr Ala He Gly Val 
180 185 190 
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Thr Ser Gly Leu Ser Phe Thr Pro Gly Ala Pro Val Leu Glu Asn Leu 
195 200 205 

His Thr Phe Met Leu Phe Cys Leu Thr Thr Ser Met Gly Trp Asp Leu 
210 215 220 

Gly Arg Ala Phe Phe Thr Ser Val Leu Leu Leu Leu Thr Ala Lys Pro 
225 230 235 240 

Val Leu Gly Ala Leu Arg Arg Ala Ser Arg Arg Ala Ala Phe Gly Val 
245 250 255 

Glu Arg Asp Phe Gly Glu Ala Gly Val Pro Arg Val 
260 265 



<210> 697 
<211> 1587 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1564) 
<223> RXN00483 

<400> 697 

agacccaaga gtaaaatccc aggatttgct tatacttgcg ctcatggata atcaacttcg 60 

tcccactttg cattatcaag ctcaaaaccc gcaccggcga gtg ctg gtc acc ggt 115 

Val Leu Val Thr Gly 
1 5 



gcg aca ggc tac att ggc ggc agg ttg att act gag tta ctt get gec 
Ala Thr Gly Tyr lie Gly Gly Arg Leu lie Thr Glu Leu Leu Ala Ala 
10 15 20 



gcg act gag tta gat acg tta ttt aag gat gta gac gtt gtt tac tat 
Ala Thr Glu Leu Asp Thr Leu Phe Lys Asp Val Asp Val Val Tyr Tyr 
55 60 65 



163 



211 



ggt ttc caa gtt egg gec acc teg agg aaa aaa aca agt ctt cag cgc 
Gly Phe Gin Val Arg Ala Thr Ser Arg Lys Lys Thr Ser Leu Gin Arg 
25 30 35 

ttt gac tgg tac gag gac gtc gag gca gtg gaa gcg gat ctg act gac 259 
Phe Asp Trp Tyr Glu Asp Val Glu Ala Val Glu Ala Asp Leu Thr Asp 
40 45 50 



307 



eta gtg cat tec atg gga ggt aag aat gtt gat ttt gaa gag caa gag 355 
Leu Val His Ser Met Gly Gly Lys Asn Val Asp Phe Glu Glu Gin Glu 
70 75 80 85 

caa cgc act get gaa aat gta att caa get get gat caa gee ggg ata 
Gin Arg Thr Ala Glu Asn Val lie Gin Ala Ala Asp Gin Ala Gly lie 
90 95 100 

aaa cag att gtc tac ctt tec ggc tta cac ccg cgt aat cga aaa ata 
Lys Gin lie Val Tyr Leu Ser Gly Leu His Pro Arg Asn Arg Lys He 
105 HO H5 



403 



451 
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gaa gaa eta tct aag cac atg cgc tea egg gaa aag gtc gee cag att 
Glu Glu Leu Ser Lys His Met Arg Ser Arg Glu Lys Val Ala Gin lie 
120 125 130 

ttg ctg gca ggc cag aca cca get tta att tta agg get gee aca att 
Leu Leu Ala Gly Gin Thr Pro Ala Leu He Leu Arg Ala Ala Thr He 
135 140 145 

att ggt tec ggc tct gca tea ttt gaa ata ate cgt cat etc acg gag 
He Gly Ser Gly Ser Ala Ser Phe Glu He He Arg His Leu Thr Glu 
150 155 160 165 

cgt ttg cct aga atg ata gcg cct cag tgg att act aat cag att gag 
Arg Leu Pro Arg Met He Ala Pro Gin Trp He Thr Asn Gin He Glu 
170 175 180 

cct tta gca ata egg gat gtt ttg cat tac eta ate teg gcg get gat 
Pro Leu Ala He Arg Asp Val Leu His Tyr Leu He Ser Ala Ala Asp 
185 190 195 



cca acg tea tgg gat cga age tgg act gta caa caa ccg tgg get ggc 
Pro Thr Ser Trp Asp Arg Ser Trp Thr Val Gin Gin Pro Trp Ala Gly 
310 315 320 325 



499 



547 



595 



64 3 



691 



tta aag gat cca gtc aac cgc tec tgc gat att ggg tgt gga aag teg 739 
Leu Lys Asp Pro Val Asn Arg Ser Cys Asp He Gly Cys Gly Lys Ser 
200 205 210 

tat gaa ttt gcg gat eta ttg cgt ate tat gec gat gtt egg gga ctg 787 
Tyr Glu Phe Ala Asp Leu Leu Arg He Tyr Ala Asp Val Arg Gly Leu 
215 220 225 

aaa cgt cat gta aat tec gta cct etc aat ttg ccc atg gac aag eta 835 
Lys Arg His Val Asn Ser Val Pro Leu Asn Leu Pro Met Asp Lys Leu 
230 235 240 245 

tec ggt ctt tgg att agt eta gtg aca cct gtt cca ttt caa ttg tct 
Ser Gly Leu Trp He Ser Leu Val Thr Pro Val Pro Phe Gin Leu Ser 
250 255 260 

ttc cct tta get caa tea atg get gag gat gec gtc act gaa gag cac 
Phe Pro Leu Ala Gin Ser Met Ala Glu Asp Ala Val Thr Glu Glu His 
265 270 275 

age att aaa gat att att tea gat cca ccc gat ggt ttt att gag tat 
Ser He Lys Asp He He Ser Asp Pro Pro Asp Gly Phe He Glu Tyr 
280 285 290 

egg gaa gca gtg gag ctg gca tta get gca gaa ttt gat cgt gga gtt 1027 
Arg Glu Ala Val Glu Leu Ala Leu Ala Ala Glu Phe Asp Arg Gly Val 
295 300 305 



883 



931 



97 9 



1075 



cag cct ace gat cca gag tgg gcg ggc aaa get gta tat gaa gac gtc 1123 
Gin Pro Thr Asp Pro Glu Trp Ala Gly Lys Ala Val Tyr Glu Asp Val 
330 335 340 

cgc aca gaa gat act gat etc cga gca gcg cag gtc tgg ccg ate att 1171 
Arg Thr Glu Asp Thr Asp Leu Arg Ala Ala Gin Val Trp Pro He He 
345 350 355 



gaa ggt ttg ggt ggc gtg aac ggc tgg tat tct gca cca ctg eta tgg 



1219 
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Glu Gly Leu Gly Gly Val 
360 

cga ttg egg ggt ate get 
Arg Leu Arg Gly lie Ala 
375 

gga egg egg gat ccc cgt 
Gly Arg Arg Asp Pro Arg 
390 395 

tgg egg gtt act gag ate 
Trp Arg Val Thr Glu lie 
410 

gag atg aaa gta gat ggt 
Glu Met Lys Val Asp Gly 
425 

aag gaa aat ggc gga tgt 
Lys Glu Asn Gly Gly Cys 
440 

aag ggt ttg ccc ggt tat 
Lys Gly Leu Pro Gly Tyr 
455 

gcg att att ttt cct tat 
Ala lie lie Phe Pro Tyr 
470 475 

aaa etc act taategcaga 
Lys Leu Thr 



Asn Gly Trp Tyr Ser Ala 
365 

gac aga etc ate ggc ggt 

Asp Arg Leu lie Gly Gly 

380 385 

cat ttg aaa ctt ggg gat 
His Leu Lys Leu Gly Asp 
400 

gat cca cca cat aga tta 
Asp Pro Pro His Arg Leu 
415 

ggc get tgg ctg ate ctg 
Gly Ala Trp Leu lie Leu 
430 

act tat acc cag cgc gca 
Thr Tyr Thr Gin Arg Ala 
445 

etc tat tgg tgg gtt gtt 
Leu Tyr Trp Trp Val Val 
460 465 

atg cgt teg aat att tta 
Met Arg Ser Asn lie Leu 
480 

gtaggegtet aaa 



Pro Leu Leu Trp 
370 

cca ggt ttg ggc 1267 
Pro Gly Leu Gly 



cgc att gat tgg 1315 
Arg lie Asp Trp 
405 

gtg etc acc gca 1363 
Val Leu Thr Ala 
420 

gaa gtt gcg gac 1411 
Glu Val Ala Asp 
435 

ata ttt gag ccg 1459 

lie Phe Glu Pro 

450 

tea ccg ttc cat 1507 
Ser Pro Phe His 



aaa get gcg cgt 1555 
Lys Ala Ala Arg 
485 

1587 



<210> 698 
<211> 488 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 698 

Val Leu Val Thr Gly Ala Thr Gly Tyr He Gly Gly Arg Leu He Thr 
15 10 15 

Glu Leu Leu Ala Ala Gly Phe Gin Val Arg Ala Thr Ser Arg Lys Lys 
20 25 30 

Thr Ser Leu Gin Arg Phe Asp Trp Tyr Glu Asp Val Glu Ala Val Glu 
35 40 45 

Ala Asp Leu Thr Asp Ala Thr Glu Leu Asp Thr Leu Phe Lys Asp Val 
50 55 60 

Asp Val Val Tyr Tyr Leu Val His Ser Met Gly Gly Lys Asn Val Asp 
65 70 75 80 

Phe Glu Glu Gin Glu Gin Arg Thr Ala Glu Asn Val He Gin Ala Ala 
85 90 95 

Asp Gin Ala Gly He Lys Gin He Val Tyr Leu Ser Gly Leu His Pro 
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100 105 HO 

Arg Asn Arg Lys lie Glu Glu Leu Ser Lys His Met Arg Ser Arg Glu 
115 120 125 

Lys Val Ala Gin lie Leu Leu Ala Gly Gin Thr Pro Ala Leu lie Leu 
130 135 140 

Arg Ala Ala Thr lie lie Gly Ser Gly Ser Ala Ser Phe Glu lie lie 
145 150 155 160 

Arg His Leu Thr Glu Arg Leu Pro Arg Met lie Ala Pro Gin Trp He 
165 170 175 

Thr Asn Gin He Glu Pro Leu Ala He Arg Asp Val Leu His Tyr Leu 
180 185 190 

He Ser Ala Ala Asp Leu Lys Asp Pro Val Asn Arg Ser Cys Asp He 
195 200 205 

Gly Cys Gly Lys Ser Tyr Glu Phe Ala Asp Leu Leu Arg He Tyr Ala 
210 215 220 

Asp Val Arg Gly Leu Lys Arg His Val Asn Ser Val Pro Leu Asn Leu 
225 230 235 240 

Pro Met Asp Lys Leu Ser Gly Leu Trp He Ser Leu Val Thr Pro Val 
245 250 255 

Pro Phe Gin Leu Ser Phe Pro Leu Ala Gin Ser Met Ala Glu Asp Ala 
260 265 270 

Val Thr Glu Glu His Ser He Lys Asp He He Ser Asp Pro Pro Asp 
275 280 285 

Gly Phe He Glu Tyr Arg Glu Ala Val Glu Leu Ala Leu Ala Ala Glu 
290 295 300 

Phe Asp Arg Gly Val Pro Thr Ser Trp Asp Arg Ser Trp Thr Val Gin 
305 310 315 320 

Gin Pro Trp Ala Gly Gin Pro Thr Asp Pro Glu Trp Ala Gly Lys Ala 
325 330 335 

Val Tyr Glu Asp Val Arg Thr Glu Asp Thr Asp Leu Arg Ala Ala Gin 
340 345 350 

Val Trp Pro He He Glu Gly Leu Gly Gly Val Asn Gly Trp Tyr Ser 
355 360 365 

Ala Pro Leu Leu Trp Arg Leu Arg Gly He Ala Asp Arg Leu He Gly 
370 375 380 

Gly Pro Gly Leu Gly Gly Arg Arg Asp Pro Arg His Leu Lys Leu Gly 
385 390 395 400 

Asp Arg He Asp Trp Trp Arg Val Thr Glu He Asp Pro Pro His Arg 
405 410 415 

Leu Val Leu Thr Ala Glu Met Lys Val Asp Gly Gly Ala Trp Leu He 
420 425 430 
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Leu Glu Val Ala 
435 

Ala lie Phe Glu 
450 

Val Ser Pro Phe 
465 

Leu Lys Ala Ala 



Asp Lys Glu Asn 
440 

Pro Lys Gly Leu 
455 

His Ala lie lie 
470 

Arg Lys Leu Thr 
485 



Gly Gly Cys Thr 



Pro Gly Tyr Leu 
460 

Phe Pro Tyr Met 
475 



Tyr Thr Gin Arg 
445 

Tyr Trp Trp Val 



Arg Ser Asn lie 
480 



<210> 699 
<211> 1587 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1564) 
<223> FRXA00483 

<400> 699 

agacccaaga gtaaaatccc aggatttgct tatacttgcg ctcatggata atcaacttcg 60 

tcccactttg cattatcaag ctcaaaaccc gcaccggcga gtg ctg gtc acc ggt 115 

Val Leu Val Thr Gly 
1 5 

gcg aca ggc tac att ggc ggc agg ttg att act gag tta ctt get gec 
Ala Thr Gly Tyr lie Gly Gly Arg Leu lie Thr Glu Leu Leu Ala Ala 
10 15 20 



ttt gac tgg tac gag gac gtc gag gca gtg gaa gcg gat ctg act gac 

Phe Asp Trp Tyr Glu Asp Val Glu Ala Val Glu Ala Asp Leu Thr Asp 
40 45 50 

gcg act gag tta gat acg tta ttt aag gat gta gac gtt gtt tac tat 

Ala Thr Glu Leu Asp Thr Leu Phe Lys Asp Val Asp Val Val Tyr Tyr 
55 60 65 



caa cgc act get gaa aat gta att caa get get gat caa gec ggg ata 
Gin Arg Thr Ala Glu Asn Val lie Gin Ala Ala Asp Gin Ala Gly lie 
90 95 100 

aaa cag att gtc tac ctt tec ggc tta cac ccg cgt aat cga aaa ata 
Lys Gin lie Val Tyr Leu Ser Gly Leu His Pro Arg Asn Arg Lys He 
105 HO 115 



163 



ggt ttc caa gtt egg gec acc teg agg aaa aaa aca agt ctt cag cgc 211 
Gly Phe Gin Val Arg Ala Thr Ser Arg Lys Lys Thr Ser Leu Gin Arg 
25 30 35 



259 



307 



eta gtg cat tec atg gga ggt aag aat gtt gat ttt gaa gag caa gag 355 
Leu Val His Ser Met Gly Gly Lys Asn Val Asp Phe Glu Glu Gin Glu 
70 75 80 85 



403 



451 



gaa gaa eta tct aag cac atg cgc tea egg gaa aag gtc gee cag att 
Glu Glu Leu Ser Lys His Met Arg Ser Arg Glu Lys Val Ala Gin He 



499 
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120 125 130 

ttg ctg gca ggc cag aca cca get tta att tta agg get gec aca att 

Leu Leu Ala Gly Gin Thr Pro Ala Leu lie Leu Arg Ala Ala Thr He 
135 140 145 

att ggt tec ggc tct gca tea ttt gaa ata ate cgt cat etc acg gag 

He Gly Ser Gly Ser Ala Ser Phe Glu He He Arg His Leu Thr Glu 

150 155 160 165 

cgt ttg cct aga atg ata gcg cct cag tgg att act aat cag att gag 

Arg Leu Pro Arg Met He Ala Pro Gin Trp He Thr Asn Gin He Glu 

170 175 180 

cct tta gca ata egg gat gtt ttg cat tac eta ate teg gcg get gat 

Pro Leu Ala He Arg Asp Val Leu His Tyr Leu He Ser Ala Ala Asp 
185 190 195 



aaa cgt cat gta aat tec gta cct etc aat ttg ccc atg gac aag eta 
Lys Arg His Val Asn Ser Val Pro Leu Asn Leu Pro Met Asp Lys Leu 
230 235 240 245 



cca acg tea tgg gat cga age tgg act gta caa caa ccg tgg get ggc 
Pro Thr Ser Trp Asp Arg Ser Trp Thr Val Gin Gin Pro Trp Ala Gly 
310 315 320 325 

cag cct ace gat cca gag tgg gcg ggc aaa get gta tat gaa gac gtc 
Gin Pro Thr Asp Pro Glu Trp Ala Gly Lys Ala Val Tyr Glu Asp Val 
330 335 340 



547 



595 



643 



691 



tta aag gat cca gtc aac cgc tec tgc gat att ggg tgt gga aag teg 739 
Leu Lys Asp Pro Val Asn Arg Ser Cys Asp He Gly Cys Gly Lys Ser 
200 205 210 

tat gaa ttt gcg gat eta ttg cgt ate tat gee gat gtt egg gga ctg 787 
Tyr Glu Phe Ala Asp Leu Leu Arg He Tyr Ala Asp Val Arg Gly Leu 
215 220 225 



835 



883 



tec ggt ctt tgg att agt eta gtg aca cct gtt cca ttt caa ttg tct 

Ser Gly Leu Trp He Ser Leu Val Thr Pro Val Pro Phe Gin Leu Ser 

250 255 260 

ttc cct tta get caa tea atg get gag gat gee gtc act gaa gag cac 

Phe Pro Leu Ala Gin Ser Met Ala Glu Asp Ala Val Thr Glu Glu His 
265 270 275 

age att aaa gat att att tea gat cca ccc gat ggt ttt att gag tat 

Ser He Lys Asp He He Ser Asp Pro Pro Asp Gly Phe He Glu Tyr 

280 285 290 

egg gaa gca gtg gag ctg gca tta get gca gaa ttt gat cgt gga gtt 1027 

Arg Glu Ala Val Glu Leu Ala Leu Ala Ala Glu Phe Asp Arg Gly Val 
295 300 305 



931 



979 



1075 



1123 



cgc aca gaa gat act gat etc cga gca gcg cag gtc tgg ccg ate att 1171 

Arg Thr Glu Asp Thr Asp Leu Arg Ala Ala Gin Val Trp Pro He He 
345 350 355 

gaa ggt ttg ggt ggc gtg aac ggc tgg tat tct gca cca ctg eta tgg 1219 

Glu Gly Leu Gly Gly Val Asn Gly Trp Tyr Ser Ala Pro Leu Leu Trp 
360 365 370 
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cga ttg egg ggt ate get gac aga etc ate ggc ggt cca ggt ttg ggc 
Arg Leu Arg Gly lie Ala Asp Arg Leu He Gly Gly Pro Gly Leu Gly 
375 380 385 



1267 



gga egg egg gat ccc cgt cat ttg aaa ctt ggg gat cgc att gat tgg 1315 
Gly Arg Arg Asp Pro Arg His Leu Lys Leu Gly Asp Arg He Asp Trp 
390 395 400 405 

tgg egg gtt act gag ate gat cca cca cat aga tta gtg etc acc gca 1363 
Trp Arg Val Thr Glu He Asp Pro Pro His Arg Leu Val Leu Thr Ala 
410 415 420 

gag atg aaa gta gat ggt ggc get tgg ctg ate ctg gaa gtt gcg gac 1411 
Glu Met Lys Val Asp Gly Gly Ala Trp Leu He Leu Glu Val Ala Asp 
425 430 435 

aag gaa aat ggc gga tgt act tat acc cag cgc gca ata ttt gag ccg 1459 
Lys Glu Asn Gly Gly Cys Thr Tyr Thr Gin Arg Ala He Phe Glu Pro 
440 445 450 

aag ggt ttg ccc ggt tat etc tat tgg tgg gtt gtt tea ccg ttc cat 
Lys Gly Leu Pro Gly Tyr Leu Tyr Trp Trp Val Val Ser Pro Phe His 
455 460 465 

gcg att att ttt cct tat atg cgt teg aat att tta aaa get gcg cgt 
Ala He He Phe Pro Tyr Met Arg Ser Asn He Leu Lys Ala Ala Arg 
470 475 480 485 

aaa etc act taategcaga gtaggegtet aaa 1587 
Lys Leu Thr 



1507 



1555 



<210> 700 
<211> 488 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 700 

Val Leu Val Thr Gly Ala Thr Gly Tyr He Gly Gly Arg Leu He Thr 
15 10 15 

Glu Leu Leu Ala Ala Gly Phe Gin Val Arg Ala Thr Ser Arg Lys Lys 
20 25 30 

Thr Ser Leu Gin Arg Phe Asp Trp Tyr Glu Asp Val Glu Ala Val Glu 
35 40 45 

Ala Asp Leu Thr Asp Ala Thr Glu Leu Asp Thr Leu Phe Lys Asp Val 
50 55 60 

Asp Val Val Tyr Tyr Leu Val His Ser Met Gly Gly Lys Asn Val Asp 
65 70 75 80 

Phe Glu Glu Gin Glu Gin Arg Thr Ala Glu Asn Val He Gin Ala Ala 
85 90 95 



Asp Gin Ala Gly He Lys Gin He Val Tyr Leu Ser Gly Leu His Pro 
100 105 HO 



BGI-126CP 



- 1000- 



Arg Asn Arg Lys 
115 

Lys Val Ala Gin 
130 

Arg Ala Ala Thr 
145 

Arg His Leu Thr 



Thr Asn Gin lie 

180 

lie Ser Ala Ala 
195 

Gly Cys Gly Lys 
210 

Asp Val Arg Gly 
225 

Pro Met Asp Lys 



Pro Phe Gin Leu 
260 

Val Thr Glu Glu 
275 

Gly Phe lie Glu 
290 

Phe Asp Arg Gly 
305 

Gin Pro Trp Ala 



Val Tyr Glu Asp 
340 

Val Trp Pro lie 
355 

Ala Pro Leu Leu 
370 

Gly Pro Gly Leu 
385 

Asp Arg lie Asp 



Leu Val Leu Thr 
420 

Leu Glu Val Ala 



lie Glu Glu Leu 
120 

lie Leu Leu Ala 
135 

lie lie Gly Ser 
150 

Glu Arg Leu Pro 
165 

Glu Pro Leu Ala 



Asp Leu Lys Asp 
200 

Ser Tyr Glu Phe 

215 

Leu Lys Arg His 
230 

Leu Ser Gly Leu 
245 

Ser Phe Pro Leu 



His Ser lie Lys 
280 

Tyr Arg Glu Ala 
295 

Val Pro Thr Ser 
310 

Gly Gin Pro Thr 
325 

Val Arg Thr Glu 



lie Glu Gly Leu 
360 

Trp Arg Leu Arg 
375 

Gly Gly Arg Arg 
390 

Trp Trp Arg Val 
405 

Ala Glu Met Lys 



Asp Lys Glu Asn 



Ser Lys His Met 



Gly Gin Thr Pro 
140 

Gly Ser Ala Ser 
155 

Arg Met lie Ala 
170 

lie Arg Asp Val 
185 

Pro Val Asn Arg 



Ala Asp Leu Leu 
220 

Val Asn Ser Val 
235 

Trp lie Ser Leu 
250 

Ala Gin Ser Met 
265 

Asp lie lie Ser 



Val Glu Leu Ala 
300 

Trp Asp Arg Ser 

315 

Asp Pro Glu Trp 
330 

Asp Thr Asp Leu 
345 

Gly Gly Val Asn 



Gly lie Ala Asp 
380 

Asp Pro Arg His 
395 

Thr Glu lie Asp 
410 

Val Asp Gly Gly 
425 

Gly Gly Cys Thr 



Arg Ser Arg Glu 
125 

Ala Leu lie Leu 



Phe Glu lie lie 
160 

Pro Gin Trp lie 
175 

Leu His Tyr Leu 
190 

Ser Cys Asp lie 
205 

Arg lie Tyr Ala 



Pro Leu Asn Leu 
240 

Val Thr Pro Val 
255 

Ala Glu Asp Ala 
270 

Asp Pro Pro Asp 
285 

Leu Ala Ala Glu 



Trp Thr Val Gin 
320 

Ala Gly Lys Ala 
335 

Arg Ala Ala Gin 
350 

Gly Trp Tyr Ser 
365 

Arg Leu lie Gly 



Leu Lys Leu Gly 
400 

Pro Pro His Arg 
415 

Ala Trp Leu lie 
430 

Tyr Thr Gin Arg 
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435 440 445 

Ala He Phe Glu Pro Lys Gly Leu Pro Gly Tyr Leu Tyr Trp Trp Val 
450 455 460 

Val Ser Pro Phe His Ala He He Phe Pro Tyr Met Arg Ser Asn He 
465 470 475 480 

Leu Lys Ala Ala Arg Lys Leu Thr 
485 



<210> 701 
<211> 612 
<212> DNA 

<213> Corynebacterium glut ami cum 



<220> 

<221> CDS 

<222> (101) . . (589) 

<223> RXA01534 



<400> 701 

attgctctca tcggttcgat atagactgaa ttgtctaggt taatatccaa tatggaagaa 60 

aaactagaca gttaagtaga ctgaatggcc tactaggtgc atg act tea gca ate 11 

Met Thr Ser Ala He 
1 5 



acc acc gca act gat ctt cgc tec gta ctg cga aac gta cca acc cca 
Thr Thr Ala Thr Asp Leu Arg Ser Val Leu Arg Asn Val Pro Thr Pro 
10 15 20 



163 



att age ttc att gca acc cac acc gat cag cct ctg ggc atg ate gtt 211 
He Ser Phe He Ala Thr His Thr Asp Gin Pro Leu Gly Met He Val 
25 30 35 



ggt tea ttc gtc age att age gee gaa cca cca ttg gta ggc ate ttc 
Gly Ser Phe Val Ser He Ser Ala Glu Pro Pro Leu Val Gly He Phe 
40 45 50 

ttg cag aag age tct tct tea tgg cca get ate gag cag gca tta gtt 
Leu Gin Lys Ser Ser Ser Ser Trp Pro Ala He Glu Gin Ala Leu Val 
55 60 65 



cat gtg cgt aag ctt tct ggc cca tec gac cag cgc ttt gaa aac ctt 
His Val Arg Lys Leu Ser Gly Pro Ser Asp Gin Arg Phe Glu Asn Leu 
90 95 100 



gca caa eta acc acg aaa ctt cat gat etc cag gaa ate ggc gat cac 
Ala Gin Leu Thr Thr Lys Leu His Asp Leu Gin Glu He Gly Asp His 
120 125 130 



259 



307 



acc ggc caa gag eta ggc att tct ate etc ggc ggg gca cac gca gac 355 
Thr Gly Gin Glu Leu Gly He Ser He Leu Gly Gly Ala His Ala Asp 
70 75 80 85 



403 



ggg tgg gca tec acc gaa aac ggt gcg att cac ctt gaa ggc get gat 451 
Gly Trp Ala Ser Thr Glu Asn Gly Ala He His Leu Glu Gly Ala Asp 
105 HO H5 



499 



BGM26CP 



- 1002- 



ttc ttt gca gtt eta gaa gtt att gac 
Phe Phe Ala Val Leu Glu Val He Asp 
135 140 

age tea gcg ctg gtg tac cac cgc tea 
Ser Ser Ala Leu Val Tyr His Arg Ser 
150 155 

taggacacta aattttaaga ggg 



get tec get gac caa gac ttc 547 
Ala Ser Ala Asp Gin Asp Phe 
145 

cag gtg tec teg ctg 589 
Gin Val Ser Ser Leu 
160 

612 



<210> 702 
<211> 163 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 702 
Met Thr Ser Ala 
1 

Asn Val Pro Thr 
20 

Leu Gly Met He 
35 

Leu Val Gly He 
50 

Glu Gin Ala Leu 
65 

Gly Ala His Ala 



Arg Phe Glu Asn 
100 

Leu Glu Gly Ala 
115 

Glu He Gly Asp 
130 

Ala Asp Gin Asp 
145 



He Thr Thr Ala 
5 

Pro He Ser Phe 



Val Gly Ser Phe 

40 

Phe Leu Gin Lys 
55 

Val Thr Gly Gin 
70 

Asp His Val Arg 
85 

Leu Gly Trp Ala 



Asp Ala Gin Leu 
120 

His Phe Phe Ala 
135 

Phe Ser Ser Ala 
150 



Thr Asp Leu Arg 

10 

He Ala Thr His 
25 

Val Ser He Ser 



Ser Ser Ser Ser 
60 

Glu Leu Gly He 
75 

Lys Leu Ser Gly 
90 

Ser Thr Glu Asn 
105 

Thr Thr Lys Leu 



Val Leu Glu Val 
140 

Leu Val Tyr His 
155 



Ser Val Leu Arg 
15 

Thr Asp Gin Pro 
30 

Ala Glu Pro Pro 
45 

Trp Pro Ala He 



Ser He Leu Gly 
80 

Pro Ser Asp Gin 
95 

Gly Ala He His 
110 

His Asp Leu Gin 

125 

He Asp Ala Ser 



Arg Ser Gin Val 
160 



Ser Ser Leu 



<210> 703 
<211> 1134 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (HID 
<223> RXA00288 
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<400> 703 

ggcgtgctaa aaaagcacgt caaatacaga atcggcagat tacatcgctg agcagagaaa 60 

acacgggcat gaaacgtacc caagggctaa catcgggggc atg age gcg caa atg 11 

Met Ser Ala Gin Met 
1 5 



gat acc cct gat ccc act atg tct get gtt gca atg tta gat tec ate 
Asp Thr Pro Asp Pro Thr Met Ser Ala Val Ala Met Leu Asp Ser lie 
10 15 20 



163 



cct tct gat caa cca gat ttc ctg ate gat gta gaa gta gat cga cca 211 
Pro Ser Asp Gin Pro Asp Phe Leu lie Asp Val Glu Val Asp Arg Pro 
25 30 35 



act ccc gga cca cat gat ctg eta gtc cac att gag gcg gtc tea att 
Thr Pro Gly Pro His Asp Leu Leu Val His lie Glu Ala Val Ser lie 
40 45 50 

aac cct gtt gat acc aag gta cgc atg egg gee ggg aag caa aag cat 
Asn Pro Val Asp Thr Lys Val Arg Met Arg Ala Gly Lys Gin Lys His 
55 60 65 



70 75 

teg cag gtc acg etc ttc aat gtt ggt gac aaa gtg ttc tac gca gga 

Ser Gin Val Thr Leu Phe Asn Val Gly Asp Lys Val Phe Tyr Ala Gly 
90 95 100 



egg ctg gtg ggt cac gca cca caa age ttg ggg gca cac gac gee get 

Arg Leu Val Gly His Ala Pro Gin Ser Leu Gly Ala His Asp Ala Ala 

120 125 130 

get etc cca ctt gtc gcg etc act gca tgg gag tea ctt ttt gac cga 

Ala Leu Pro Leu Val Ala Leu Thr Ala Trp Glu Ser Leu Phe Asp Arg 
135 140 145 

ttg gga gta act cag tea act act gga aca ctg ttg gtc ttg ggc ggt 

Leu Gly Val Thr Gin Ser Thr Thr Gly Thr Leu Leu Val Leu Gly Gly 

150 155 160 165 

tea gga ggt gtg cct tea get ctt att caa ctt get cga get etc act 

Ser Gly Gly Val Pro Ser Ala Leu He Gin Leu Ala Arg Ala Leu Thr 

170 175 180 

ggt ctg aaa gta gtg gca aca get tct cgc cct gaa tea caa gaa tgg 
Gly Leu Lys Val Val Ala Thr Ala Ser Arg Pro Glu Ser Gin Glu Trp 

185 190 195 



259 



307 



cct aaa att tta ggt ttt gat get gca ggt gag gtg gtg get gtt gga 355 
Pro Lys He Leu Gly Phe Asp Ala Ala Gly Glu Val Val Ala Val Gly 

80 85 



403 



tec aat cag cgt cca gga agt aac gca gag tac cag gtg gtg gat gaa 451 
Ser Asn Gin Arg Pro Gly Ser Asn Ala Glu Tyr Gin Val Val Asp Glu 
105 HO H5 



499 



547 



595 



643 



691 



gtg aca aag etc ggt get cat gag gtg att gat cac tec aag gat ttg 739 
Val Thr Lys Leu Gly Ala His Glu Val He Asp His Ser Lys Asp Leu 
200 205 210 

agt gag caa ate tec gac gtg gat ttt gtt ttc age teg tgg act act 787 
Ser Glu Gin He Ser Asp Val Asp Phe Val Phe Ser Ser Trp Thr Thr 
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215 220 225 

ggg cgt gaa gta gag etc gec acg ttg atg aaa ccc cag tec cac eta 
Gly Arg Glu Val Glu Leu Ala Thr Leu Met Lys Pro Gin Ser His Leu 
230 235 240 245 

gtg etc ate gat gat cca gtg gat ccc aat ttg ggc get ttt aag caa 
Val Leu lie Asp Asp Pro Val Asp Pro Asn Leu Gly Ala Phe Lys Gin 
250 255 260 

aaa gcg ate get ttg cac tgg gag ttc atg ttt acc cgc get atg ttc 
Lys Ala He Ala Leu His Trp Glu Phe Met Phe Thr Arg Ala Met Phe 
265 270 275 

aac act cct gat atg ggt gaa caa ggg aaa att ctg aat aag ate gec 
Asn Thr Pro Asp Met Gly Glu Gin Gly Lys He Leu Asn Lys He Ala 
280 285 290 

gac atg gtt gat egg ggt cag ttt gag tec gtg aca gca acg gtg ctg 
Asp Met Val Asp Arg Gly Gin Phe Glu Ser Val Thr Ala Thr Val Leu 
295 300 305 

gat ggg etc aac get gca aac ate atg gag ggg cac egg etc gtt gag 
Asp Gly Leu Asn Ala Ala Asn He Met Glu Gly His Arg Leu Val Glu 
310 315 320 325 

cag ggt aaa acc tea gga aaa att gtt gtg agg gta taaagaggac 
Gin Gly Lys Thr Ser Gly Lys He Val Val Arg Val 
330 335 

ttgaaaaatg cac 



835 



883 



931 



97 9 



1027 



1075 



1121 



1134 



<210> 704 
<211> 337 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 704 

Met Ser Ala Gin Met Asp Thr Pro Asp Pro Thr Met Ser Ala Val Ala 
15 10 15 

Met Leu Asp Ser He Pro Ser Asp Gin Pro Asp Phe Leu He Asp Val 
20 25 30 

Glu Val Asp Arg Pro Thr Pro Gly Pro His Asp Leu Leu Val His He 
35 40 45 

Glu Ala Val Ser He Asn Pro Val Asp Thr Lys Val Arg Met Arg Ala 
50 55 60 

Gly Lys Gin Lys His Pro Lys He Leu Gly Phe Asp Ala Ala Gly Glu 
65 70 75 80 

Val Val Ala Val Gly Ser Gin Val Thr Leu Phe Asn Val Gly Asp Lys 
85 90 95 

Val Phe Tyr Ala Gly Ser Asn Gin Arg Pro Gly Ser Asn Ala Glu Tyr 
100 105 HO 

Gin Val Val Asp Glu Arg Leu Val Gly His Ala Pro Gin Ser Leu Gly 
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115 120 125 

Ala His Asp Ala Ala Ala Leu Pro Leu Val Ala Leu Thr Ala Trp Glu 
130 135 140 

Ser Leu Phe Asp Arg Leu Gly Val Thr Gin Ser Thr Thr Gly Thr Leu 
145 150 155 160 

Leu Val Leu Gly Gly Ser Gly Gly Val Pro Ser Ala Leu He Gin Leu 
165 170 175 

Ala Arg Ala Leu Thr Gly Leu Lys Val Val Ala Thr Ala Ser Arg Pro 
180 185 190 

Glu Ser Gin Glu Trp Val Thr Lys Leu Gly Ala His Glu Val He Asp 
195 200 205 

His Ser Lys Asp Leu Ser Glu Gin He Ser Asp Val Asp Phe Val Phe 
210 215 220 

Ser Ser Trp Thr Thr Gly Arg Glu Val Glu Leu Ala Thr Leu Met Lys 
225 230 235 240 

Pro Gin Ser His Leu Val Leu He Asp Asp Pro Val Asp Pro Asn Leu 
245 250 255 

Gly Ala Phe Lys Gin Lys Ala He Ala Leu His Trp Glu Phe Met Phe 
260 265 270 

Thr Arg Ala Met Phe Asn Thr Pro Asp Met Gly Glu Gin Gly Lys He 
275 280 285 

Leu Asn Lys He Ala Asp Met Val Asp Arg Gly Gin Phe Glu Ser Val 
290 295 300 

Thr Ala Thr Val Leu Asp Gly Leu Asn Ala Ala Asn He Met Glu Gly 
305 310 315 320 

His Arg Leu Val Glu Gin Gly Lys Thr Ser Gly Lys He Val Val Arg 
325 330 335 

Val 



<210> 705 
<211> 1089 
<212> DNA 

<213> Corynebacterium glutamicurrt 

<220> 
<221> CDS 

<222> (101) . . (1066) 
<223> RXA02741 

<400> 705 

actggtcacc tggtttggtc tgcactctga 
ttcccaacct tgtctttcag tcatggttag 



ctcccctcaa aagggcacaa tttggtcaat 60 

tgtgggaacc atg aag gca ate tta 115 
Met Lys Ala He Leu 
1 5 
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gtt tec cgc acc ggc gga cca gag gtg ttg gag ttc acc gac act gac 
Val Ser Arg Thr Gly Gly Pro Glu Val Leu Glu Phe Thr Asp Thr Asp 
10 15 20 



163 



gec cca aag ccc act gat gat cag gtt tta gtt gaa gtt gat atg get 211 
Ala Pro Lys Pro Thr Asp Asp Gin Val Leu Val Glu Val Asp Met Ala 
25 30 35 

ggc gtc aac ttt att gat act tac tat cgc cag ggt gaa tat cac get 259 
Gly Val Asn Phe He Asp Thr Tyr Tyr Arg Gin Gly Glu Tyr His Ala 
40 45 50 



cgc ctg ccg ttt ate cca ggt ttt gaa ggc act ggt egg gtg ttg gag 
Arg Leu Pro Phe He Pro Gly Phe Glu Gly Thr Gly Arg Val Leu Glu 
55 60 65 



gtg gtg tec acg gat gaa aaa get gag ctt get ttg gat gec ggt get 

Val Val Ser Thr Asp Glu Lys Ala Glu Leu Ala Leu Asp Ala Gly Ala 

170 175 180 

tat gag gtg ttt cgt tat tec gat aat ttg gcg gag cag gtt cgt egg 

Tyr Glu Val Phe Arg Tyr Ser Asp Asn Leu Ala Glu Gin Val Arg Arg 

185 190 195 



tgt ttg ttt ggt gcg gcg teg ggt cct gtg gag cct ttt gat ccg cag 
Cys Leu Phe Gly Ala Ala Ser Gly Pro Val Glu Pro Phe Asp Pro Gin 
230 235 240 245 



307 



gat ccg cag ggg ttg att gcg gcg ggt acc aag gtg gcg tgg tgt gat 355 
Asp Pro Gin Gly Leu He Ala Ala Gly Thr Lys Val Ala Trp Cys Asp 
70 75 80 85 

gec atg ggt teg tat get cag cag gtg tgt gtg ccg egg gat cgc ttg 403 
Ala Met Gly Ser Tyr Ala Gin Gin Val Cys Val Pro Arg Asp Arg Leu 
90 95 100 

gtg gcg gtt ccc gag ggc gtg agt teg gaa gtg get gcg teg atg ttg 451 
Val Ala Val Pro Glu Gly Val Ser Ser Glu Val Ala Ala Ser Met Leu 
105 HO H5 

atg cag gga ate act gcg cat tat eta acc aat ggt gtg tat gag ctt 
Met Gin Gly He Thr Ala His Tyr Leu Thr Asn Gly Val Tyr Glu Leu 
120 125 130 

gaa gag ggc gat tct tgc etc ate act get ggc gcg ggt ggt gtt gga 
Glu Glu Gly Asp Ser Cys Leu He Thr Ala Gly Ala Gly Gly Val Gly 
135 140 145 



499 



547 



ttg ttg get acg cag atg gcg gcg gec aag gga gtg cgc gtg tac age 595 
Leu Leu Ala Thr Gin Met Ala Ala Ala Lys Gly Val Arg Val Tyr Ser 
150 155 160 165 



643 



691 



cac aac ggg ggt cgc gga gtt gat gtg gtg tat gac ggt gtc ggc cag 739 
His Asn Gly Gly Arg Gly Val Asp Val Val Tyr Asp Gly Val Gly Gin 
200 205 210 

tec acg ttc aat gag tec tta gag get gtt cgt ccg cgc ggc act gtg 787 
Ser Thr Phe Asn Glu Ser Leu Glu Ala Val Arg Pro Arg Gly Thr Val 
215 220 225 



835 
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ctg ttg aac act cac ggt teg ate ttc ttg acc cgc cca age att ggc 
Leu Leu Asn Thr His Gly Ser He Phe Leu Thr Arg Pro Ser He Gly 
250 255 260 

gcg tgg acg tct gag gag ggc gaa ttt gec aag cgt gca cag gcg gtc 
Ala Trp Thr Ser Glu Glu Gly Glu Phe Ala Lys Arg Ala Gin Ala Val 
265 270 275 

acg cag gec ate gtc gaa ggc acc ttg egg gtt cgc gtt act ggc aca 
Thr Gin Ala He Val Glu Gly Thr Leu Arg Val Arg Val Thr Gly Thr 
280 285 290 

tat teg ctt gec gac gee tac ate gee cac cgc gac ctt cag gcg cgt 
Tyr Ser Leu Ala Asp Ala Tyr He Ala His Arg Asp Leu Gin Ala Arg 
295 300 305 

age acg age ggt tct ttg gtc ttg gaa ate ccg aag gac taaacacgea 
Ser Thr Ser Gly Ser Leu Val Leu Glu He Pro Lys Asp 
310 315 320 



883 



931 



979 



1027 



1076 



taaaaagatc ctg 



1089 



<210> 706 
<211> 322 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 706 

Met Lys Ala He Leu Val Ser Arg Thr Gly Gly Pro Glu Val Leu Glu 
15 10 15 

Phe Thr Asp Thr Asp Ala Pro Lys Pro Thr Asp Asp Gin Val Leu Val 
20 25 30 

Glu Val Asp Met Ala Gly Val Asn Phe He Asp Thr Tyr Tyr Arg Gin 
35 40 45 

Gly Glu Tyr His Ala Arg Leu Pro Phe He Pro Gly Phe Glu Gly Thr 
50 55 60 

Gly Arg Val Leu Glu Asp Pro Gin Gly Leu He Ala Ala Gly Thr Lys 
65 70 75 80 

Val Ala Trp Cys Asp Ala Met Gly Ser Tyr Ala Gin Gin Val Cys Val 
85 90 95 

Pro Arg Asp Arg Leu Val Ala Val Pro Glu Gly Val Ser Ser Glu Val 
100 105 HO 

Ala Ala Ser Met Leu Met Gin Gly He Thr Ala His Tyr Leu Thr Asn 
115 120 125 

Gly Val Tyr Glu Leu Glu Glu Gly Asp Ser Cys Leu He Thr Ala Gly 
130 135 140 

Ala Gly Gly Val Gly Leu Leu Ala Thr Gin Met Ala Ala Ala Lys Gly 
145 150 155 160 

Val Arg Val Tyr Ser Val Val Ser Thr Asp Glu Lys Ala Glu Leu Ala 
165 170 175 
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Leu Asp Ala Gly 
180 

Glu Gin Val Arg 
195 

Asp Gly Val Gly 
210 

Pro Arg Gly Thr 
225 

Pro Phe Asp Pro 



Arg Pro Ser lie 
260 

Arg Ala Gin Ala 
275 

Arg Val Thr Gly 
290 

Asp Leu Gin Ala 
305 

Lys Asp 



Ala Tyr Glu Val 



Arg His Asn Gly 
200 

Gin Ser Thr Phe 
215 

Val Cys Leu Phe 
230 

Gin Leu Leu Asn 
245 

Gly Ala Trp Thr 



Val Thr Gin Ala 
280 

Thr Tyr Ser Leu 
295 

Arg Ser Thr Ser 
310 



Phe Arg Tyr Ser 
185 

Gly Arg Gly Val 



Asn Glu Ser Leu 
220 

Gly Ala Ala Ser 
235 

Thr His Gly Ser 
250 

Ser Glu Glu Gly 
265 

He Val Glu Gly 



Ala Asp Ala Tyr 
300 

Gly Ser Leu Val 
315 



Asp Asn Leu Ala 
190 

Asp Val Val Tyr 
205 

Glu Ala Val Arg 



Gly Pro Val Glu 
240 

He Phe Leu Thr 
255 

Glu Phe Ala Lys 
270 

Thr Leu Arg Val 
285 

He Ala His Arg 



Leu Glu He Pro 
32 0 



<210> 707 
<211> 990 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (967) 

<223> RXN02560 

<400> 707 

ttggggcaag ccagctaacg catttcttgt ggaaaccgca gacattgagg ccgcccacgc 60 

ggaacttcta agagcagtgg aatgaaataa tccggtgctg atg cag ggc aac teg 115 

Met Gin Gly Asn Ser 
1 5 



ctt aat ctg gca gac aac age gag aga aag aag ccc atg ccg tea cca 
Leu Asn Leu Ala Asp Asn Ser Glu Arg Lys Lys Pro Met Pro Ser Pro 
10 15 20 

gga gaa ctt tta gee gec cgc tac gga caa cct gca acc tgg acg cca 
Gly Glu Leu Leu Ala Ala Arg Tyr Gly Gin Pro Ala Thr Trp Thr Pro 
25 30 35 

ccg cag tgg aat gag acg ctt gat gtc att cac cag cat cga tea gtt 
Pro Gin Trp Asn Glu Thr Leu Asp Val He His Gin His Arg Ser Val 
40 45 50 



163 



211 



259 
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cgc agg tgg ttg gat aaa ccg gtt gat gat gac acc ate cgc acc att 
Arg Arg Trp Leu Asp Lys Pro Val Asp Asp Asp Thr He Arg Thr He 
55 60 65 

att tec gec gca caa teg get gga acc tct tec aat aag cag gtc att 
He Ser Ala Ala Gin Ser Ala Gly Thr Ser Ser Asn Lys Gin Val He 
70 75 80 85 



ttc etc gac gec gga ate gca get caa aac get gca att get gcg gag 
Phe Leu Asp Ala Gly He Ala Ala Gin Asn Ala Ala He Ala Ala Glu 
150 155 160 165 

tea ctt gga ttg gga acg etc tat ttg ggt teg gtg cgc aac gat gcg 
Ser Leu Gly Leu Gly Thr Leu Tyr Leu Gly Ser Val Arg Asn Asp Ala 
170 175 180 

gaa gec gtg cac aaa ttg ctt ggc ctt cca cct gag ate gtg cct gtc 
Glu Ala Val His Lys Leu Leu Gly Leu Pro Pro Glu He Val Pro Val 



1 



35 190 195 



aaa cct ccc ctg cca caa gaa gee att gtt cac tgg gat acc tac acc 
Lys Pro Pro Leu Pro Gin Glu Ala He Val His Trp Asp Thr Tyr Thr 
215 220 225 

gag aaa aac etc gaa ctt ate gat tec tac gac cgc gec etc gac act 
Glu Lys Asn Leu Glu Leu He Asp Ser Tyr Asp Arg Ala Leu Asp Thr 
230 235 240 245 



307 



355 



403 



tct gtc ate gtg gtt aaa gat cct gag ctg agg aaa ggc etc gcg ggg 
Ser Val He Val Val Lys Asp Pro Glu Leu Arg Lys Gly Leu Ala Gly 
90 95 100 

ate act cgc cag atg ttt ccg cac ctt gag cag gtt ccc gcg gtg ctg 
He Thr Arg Gin Met Phe Pro His Leu Glu Gin Val Pro Ala Val Leu 
105 HO H5 

att tgg ttg att gat tat tec cga ate agt gcg gtg gca gee aga gaa 
He Trp Leu He Asp Tyr Ser Arg He Ser Ala Val Ala Ala Arg Glu 
120 125 130 

gat etc cca aca ggg get ctt gat tat etc gat gag gec gcg tgg ggg 547 
Asp Leu Pro Thr Gly Ala Leu Asp Tyr Leu Asp Glu Ala Ala Trp Gly 
135 140 145 



451 



4 99 



595 



643 



691 



gtg ggc ttg gaa atg ggg cat gcg gat ccg cct gaa cct gec gga att 739 
Val Gly Leu Glu Met Gly His Ala Asp Pro Pro Glu Pro Ala Gly He 
200 205 210 



787 



835 



883 



931 



tac tat tct cgc tac ggc cag cac cag etc tgg teg aag cag acg gcg 
Tvr Tyr Ser Arg Tyr Gly Gin His Gin Leu Trp Ser Lys Gin Thr Ala 
250 255 260 

cat agg gcg gcg teg aaa age ttt tea aaa acc aac agg cag ttc ctt 
His Arg Ala Ala Ser Lys Ser Phe Ser Lys Thr Asn Arg Gin Phe Leu 
265 270 275 

agg ggc gtg ttt gag cgc gee ggg ttt ggg ctg aga taaaagcatg 977 
Arg Gly Val Phe Glu Arg Ala Gly Phe Gly Leu Arg 
280 285 

q on 

attatggacg cct 
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<210> 708 
<211> 289 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 708 

Met Gin Gly Asn Ser Leu Asn Leu Ala Asp Asn Ser Glu Arg Lys Lys 
15 10 15 

Pro Met Pro Ser Pro Gly Glu Leu Leu Ala Ala Arg Tyr Gly Gin Pro 
20 25 30 

Ala Thr Trp Thr Pro Pro Gin Trp Asn Glu Thr Leu Asp Val lie His 
35 40 45 

Gin His Arg Ser Val Arg Arg Trp Leu Asp Lys Pro Val Asp Asp Asp 
50 55 60 

Thr lie Arg Thr He He Ser Ala Ala Gin Ser Ala Gly Thr Ser Ser 
65 70 75 80 

Asn Lys Gin Val He Ser Val He Val Val Lys Asp Pro Glu Leu Arg 
85 90 95 

Lys Gly Leu Ala Gly He Thr Arg Gin Met Phe Pro His Leu Glu Gin 
100 105 HO 

Val Pro Ala Val Leu He Trp Leu He Asp Tyr Ser Arg He Ser Ala 
115 120 125 

Val Ala Ala Arg Glu Asp Leu Pro Thr Gly Ala Leu Asp Tyr Leu Asp 
130 135 140 

Glu Ala Ala Trp Gly Phe Leu Asp Ala Gly He Ala Ala Gin Asn Ala 
145 150 155 160 

Ala He Ala Ala Glu Ser Leu Gly Leu Gly Thr Leu Tyr Leu Gly Ser 
165 170 175 

Val Arg Asn Asp Ala Glu Ala Val His Lys Leu Leu Gly Leu Pro Pro 
180 185 190 

Glu He Val Pro Val Val Gly Leu Glu Met Gly His Ala Asp Pro Pro 
195 200 205 

Glu Pro Ala Gly He Lys Pro Pro Leu Pro Gin Glu Ala He Val His 
210 215 220 

Trp Asp Thr Tyr Thr Glu Lys Asn Leu Glu Leu He Asp Ser Tyr Asp 
225 230 235 240 

Arg Ala Leu Asp Thr Tyr Tyr Ser Arg Tyr Gly Gin His Gin Leu Trp 
245 250 255 

Ser Lys Gin Thr Ala His Arg Ala Ala Ser Lys Ser Phe Ser Lys Thr 
260 265 270 

Asn Arg Gin Phe Leu Arg Gly Val Phe Glu Arg Ala Gly Phe Gly Leu 
275 280 285 
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Arg 



<210> 709 
<211> 922 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (922) 

<223> FRXA02560 

<400> 709 

ttggggcaag ccagctaacg catttcttgt ggaaaccgca gacattgagg ccgcccacgc 60 

ggaacttcta agagcagtgg aatgaaataa tccggtgctg atg cag ggc aac teg 115 

Met Gin Gly Asn Ser 
1 5 

ctt aat ctg gca gac aac age gag aga aag aag ccc atg ccg tea cca 
Leu Asn Leu Ala Asp Asn Ser Glu Arg Lys Lys Pro Met Pro Ser Pro 
10 15 20 

gga gaa ctt tta gec gec cgc tac gga caa cct gca acc tgg acg cca 
Gly Glu Leu Leu Ala Ala Arg Tyr Gly Gin Pro Ala- Thr Trp Thr Pro 
25 30 35 

ccg cag tgg aat gag acg ctt gat gtc att cac cag cat cga tea gtt 
Pro Gin Trp Asn Glu Thr Leu Asp Val He His Gin His Arg Ser Val 
40 45 50 

cgc agg tgg ttg gat aaa ccg gtt gat gat gac acc ate cgc acc att 
Arg Arg Trp Leu Asp Lys Pro Val Asp Asp Asp Thr He Arg Thr He 
55 60 65 

att tec gec gca caa teg get gga acc tct tec aat aag cag gtc att 
He Ser Ala Ala Gin Ser Ala Gly Thr Ser Ser Asn Lys Gin Val He 
70 75 80 85 

tct gtc ate gtg gtt aaa gat cct gag ctg agg aaa ggc etc gcg ggg 
Ser Val He Val Val Lys Asp Pro Glu Leu Arg Lys Gly Leu Ala Gly 
90 95 100 

ate act cgc cag atg ttt ccg cac ctt gag cag gtt ccc gcg gtg ctg 451 
He Thr Arg Gin Met Phe Pro His Leu Glu Gin Val Pro Ala Val Leu 
105 HO H5 

att tgg ttg att gat tat tec cga ate agt gcg gtg gca gec aga gaa 4 99 
He Trp Leu He Asp Tyr Ser Arg He Ser Ala Val Ala Ala Arg Glu 
120 125 130 

gat etc cca aca ggg get ctt gat tat etc gat gag gee gcg tgg ggg 547 
Asp Leu Pro Thr Gly Ala Leu Asp Tyr Leu Asp Glu Ala Ala Trp Gly 
135 140 145 



163 



211 



259 



307 



355 



403 



ttc etc gac gec gga ate gca get caa aac get gca att get gcg gag 
Phe Leu Asp Ala Gly He Ala Ala Gin Asn Ala Ala He Ala Ala Glu 
150 155 160 165 



595 
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tca ctt gga ttg gga acg etc tat ttg ggt teg gtg cgc aac gat gcg 
Ser Leu Gly Leu Gly Thr Leu Tyr Leu Gly Ser Val Arg Asn Asp Ala 
170 175 180 

gaa gec gtg cac aaa ttg ctt ggc ctt cca cct gag ate gtg cct gtc 
Glu Ala Val His Lys Leu Leu Gly Leu Pro Pro Glu He Val Pro Val 
185 190 195 

gtg ggc ttg gaa atg ggg cat gcg gat ccg cct gaa cct gec gga att 
Val Gly Leu Glu Met Gly His Ala Asp Pro Pro Glu Pro Ala Gly He 



200 



205 210 



aaa cct ccc ctg cca caa gaa gec att gtt cac tgg gat acc tac acc 
Lys Pro Pro Leu Pro Gin Glu Ala He Val His Trp Asp Thr Tyr Thr 
215 220 225 

gag aaa aac etc gaa ctt ate gat tec tac gac cgc gec etc gac act 
Glu Lys Asn Leu Glu Leu He Asp Ser Tyr Asp Arg Ala Leu Asp Thr 
230 235 240 245 

tac tat tct cgc tac ggc cag cac cag etc tgg teg aag cag acg gcg 
Tyr Tyr Ser Arg Tyr Gly Gin His Gin Leu Trp Ser Lys Gin Thr Ala 
250 255 260 

cat agg gcg gcg tct aaa cgc tgt tac aag aac caa gaa 
His Arg Ala Ala Ser Lys Arg Cys Tyr Lys Asn Gin Glu 
265 270 



643 



691 



739 



787 



835 



883 



922 



<210> 710 
<211> 274 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 710 

Met Gin Gly Asn Ser Leu Asn Leu Ala Asp Asn Ser Glu Arg Lys Lys 
15 10 i5 

Pro Met Pro Ser Pro Gly Glu Leu Leu Ala Ala Arg Tyr Gly Gin Pro 
20 25 30 

Ala Thr Trp Thr Pro Pro Gin Trp Asn Glu Thr Leu Asp Val He His 
35 40 45 

Gin His Arg Ser Val Arg Arg Trp Leu Asp Lys Pro Val Asp Asp Asp 
50 55 60 

Thr He Arg Thr He He Ser Ala Ala Gin Ser Ala Gly Thr Ser Ser 
65 70 75 80 

Asn Lys Gin Val He Ser Val He Val Val Lys Asp Pro Glu Leu Arg 
85 90 95 

Lys Gly Leu Ala Gly He Thr Arg Gin Met Phe Pro His Leu Glu Gin 
100 105 HO 

Val Pro Ala Val Leu He Trp Leu He Asp Tyr Ser Arg He Ser Ala 
115 120 125 

Val Ala Ala Arg Glu Asp Leu Pro Thr Gly Ala Leu Asp Tyr Leu Asp 
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130 135 140 

Glu Ala Ala Trp Gly Phe Leu Asp Ala Gly lie Ala Ala Gin Asn Ala 
145 150 155 160 

Ala He Ala Ala Glu Ser Leu Gly Leu Gly Thr Leu Tyr Leu Gly Ser 
165 170 175 

Val Arg Asn Asp Ala Glu Ala Val His Lys Leu Leu Gly Leu Pro Pro 
180 185 190 

Glu He Val Pro Val Val Gly Leu Glu Met Gly His Ala Asp Pro Pro 
195 200 205 

Glu Pro Ala Gly He Lys Pro Pro Leu Pro Gin Glu Ala He Val His 
210 215 220 

Trp Asp Thr Tyr Thr Glu Lys Asn Leu Glu Leu He Asp Ser Tyr Asp 
225 230 235 240 

Arg Ala Leu Asp Thr Tyr Tyr Ser Arg Tyr Gly Gin His Gin Leu Trp 
245 250 255 

Ser Lys Gin Thr Ala His Arg Ala Ala Ser Lys Arg Cys Tyr Lys Asn 
260 265 270 



Gin Glu 



<210> 711 
<211> 870 
<212> DNA 

<213> Corynebacterium glutamicum 



<220> 

<221> CDS 

<222> (101) . . (847) 

<223> RXA01311 



<400> 711 

tcgtctccgc atgggaacca ggcgagaatg gaaccttcgt ctgccacgca gaaccactgt 60 

tcttcgaatc tgtcccactg cagacaagga actacaagta atg aaa ctt aca ctt 11. 

Met Lys Leu Thr Leu 
1 5 



gag ate tgg cgt caa gca ggc cca act gcg gaa ggc aag ttc gaa acc 163 
Glu He Trp Arg Gin Ala Gly Pro Thr Ala Glu Gly Lys Phe Glu Thr 
10 15 20 

gtc cag gtt gac gac gec gtc gcg cag atg tec ate ctg gag ctg ctt 211 
Val Gin Val Asp Asp Ala Val Ala Gin Met Ser He Leu Glu Leu Leu 
25 30 35 



gac cac gta aac aac aag ttc ate gaa gaa ggc aaa gaa cca ttc gcg 
Asp His Val Asn Asn Lys Phe He Glu Glu Gly Lys Glu Pro Phe Ala 
40 45 50 



259 



ttc gec tct gac tgc cgc gaa ggc att tgt ggt acc tgt ggt etc etc 
Phe Ala Ser Asp Cys Arg Glu Gly He Cys Gly Thr Cys Gly Leu Leu 



307 
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55 60 65 

gtg aac ggt cgc cct cac ggc gcc gac cag aac aag cct gcc tgt gcg 
Val Asn Gly Arg Pro His Gly Ala Asp Gin Asn Lys Pro Ala Cys Ala 
70 75 80 85 

cag cgc ctg gtc age tac aag gaa ggc gac acc etc aag ate gaa cca 
Gin Arg Leu Val Ser Tyr Lys Glu Gly Asp Thr Leu Lys He Glu Pro 
90 95 100 

ctg cgt tec gcc gca tac cca gtg ate aag gac atg gtc gtc gac cgc 
Leu Arg Ser Ala Ala Tyr Pro Val He Lys Asp Met Val Val Asp Arg 
105 HO II 5 

tec gca ctg gac cgt gtc atg gaa cag ggt ggc tac gtg acc ate aac 
Ser Ala Leu Asp Arg Val Met Glu Gin Gly Gly Tyr Val Thr He Asn 
120 125 130 

gca ggt acc gca cct gac get gat acc etc cac gtc aac cac gaa acc 
Ala Gly Thr Ala Pro Asp Ala Asp Thr Leu His Val Asn His Glu Thr 
135 140 145 

gca gaa etc gca ctt gac cac gca gcc tgc ate ggc tgt ggc gca tgt 595 
Ala Glu Leu Ala Leu Asp His Ala Ala Cys He Gly Cys Gly Ala Cys 
150 155 160 165 

gtt get gcc tgc cct aac ggc gca gca cac ctg ttc acc ggc gca aag 643 
Val Ala Ala Cys Pro Asn Gly Ala Ala His Leu Phe Thr Gly Ala Lys 
170 175 180 

ctt gtt cac etc tec etc etc cca ctg ggt aag gaa gag cgc gga ctg 691 
Leu Val His Leu Ser Leu Leu Pro Leu Gly Lys Glu Glu Arg Gly Leu 
185 190 195 

cgt gca cgt aag atg gtt gat gaa atg gaa acc aac ttc gga cac tgc 739 
Arg Ala Arg Lys Met Val Asp Glu Met Glu Thr Asn Phe Gly His Cys 
200 205 210 



tec etc tac ggc gag tgc gca gat gtc tgc ccc gca ggc ate cca ctg 
Ser Leu Tyr Gly Glu Cys Ala Asp Val Cys Pro Ala Gly He Pro Leu 
215 220 225 

acc get gtg gca get gtc acc aag gaa cgt gcg cgt gca get ttc cga 
Thr Ala Val Ala Ala Val Thr Lys Glu Arg Ala Arg Ala Ala Phe Arg 
230 235 240 245 

ggc aaa gac gac tagtctttaa tccaagtaag tac 
Gly Lys Asp Asp 



355 



403 



451 



499 



547 



787 



835 



870 



<210> 712 
<211> 249 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 712 

Met Lys Leu Thr Leu Glu He Trp Arg Gin Ala Gly Pro Thr Ala Glu 
15 10 15 



Gly Lys Phe Glu Thr Val Gin Val Asp Asp Ala Val Ala Gin Met Ser 
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20 25 30 

lie Leu Glu Leu Leu Asp His Val Asn Asn Lys Phe lie Glu Glu Gly 
35 40 45 

Lys Glu Pro Phe Ala Phe Ala Ser Asp Cys Arg Glu Gly lie Cys Gly 
50 55 60 

Thr Cys Gly Leu Leu Val Asn Gly Arg Pro His Gly Ala Asp Gin Asn 
65 70 75 80 

Lys Pro Ala Cys Ala Gin Arg Leu Val Ser Tyr Lys Glu Gly Asp Thr 
85 90 95 

Leu Lys lie Glu Pro Leu Arg Ser Ala Ala Tyr Pro Val He Lys Asp 
100 105 HO 

Met Val Val Asp Arg Ser Ala Leu Asp Arg Val Met Glu Gin Gly Gly 
115 120 125 

Tyr Val Thr He Asn Ala Gly Thr Ala Pro Asp Ala Asp Thr Leu His 
130 135 140 

Val Asn His Glu Thr Ala Glu Leu Ala Leu Asp His Ala Ala Cys He 
145 150 155 160 

Gly Cys Gly Ala Cys Val Ala Ala Cys Pro Asn Gly Ala Ala His Leu 
165 170 175 

Phe Thr Gly Ala Lys Leu Val His Leu Ser Leu Leu Pro Leu Gly Lys 
180 185 190 

Glu Glu Arg Gly Leu Arg Ala Arg Lys Met Val Asp Glu Met Glu Thr 
195 200 205 

Asn Phe Gly His Cys Ser Leu Tyr Gly Glu Cys Ala Asp Val Cys Pro 
210 215 220 

Ala Gly He Pro Leu Thr Ala Val Ala Ala Val Thr Lys Glu Arg Ala 
225 230 235 240 

Arg Ala Ala Phe Arg Gly Lys Asp Asp 
245 



<210> 713 
<211> 929 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
<222> (1) . . (906) 
<223> RXN03014 

<400> 713 

tac gtt ggt ttc gaa gtg ctg ctg 
Tyr Val Gly Phe Glu Val Leu Leu 
1 5 

ttg ggt gca teg ccg gca cgt gta 



gtg gcg tea tac gtg ctg etc acc 48 
Val Ala Ser Tyr Val Leu Leu Thr 
10 15 

cgt tec ggc gtg ggt tac gtg atg 96 
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Leu Gly Ala Ser Pro Ala Arg Val Arg Ser Gly Val Gly Tyr Val Met 
20 25 30 

gtg tec atg gcg tea teg atg gtg ttc ctg ttt gga etc gca atg gtt 
Val Ser Met Ala Ser Ser Met Val Phe Leu Phe Gly Leu Ala Met Val 
35 40 45 

tac gee tea gtg ggc acg ttg aac atg get cac gtt ggc eta cgc atg 
Tyr Ala Ser Val Gly Thr Leu Asn Met Ala His Val Gly Leu Arg Met 
50 55 60 

gaa gat gtt ccg tct gga act cgc tec gcg ate ttc gca gtg ttg etc 
Glu Asp Val Pro Ser Gly Thr Arg Ser Ala He Phe Ala Val Leu Leu 
65 70 75 80 

gtg gca ttc ggt att aaa get gee gtg ttc ccc eta gat tec tgg ctg 
Val Ala Phe Gly He Lys Ala Ala Val Phe Pro Leu Asp Ser Trp Leu 
85 90 95 

ccg gac tec tac ccc ace gcg cca teg ctg gtc acc gcg gtg ttc gca 
Pro Asp Ser Tyr Pro Thr Ala Pro Ser Leu Val Thr Ala Val Phe Ala 
100 105 HO 

ggt ctg ttg acc aag gtg ggt gtg tat tec ate att cga gca cgc teg 
Gly Leu Leu Thr Lys Val Gly Val Tyr Ser He He Arg Ala Arg Ser 
115 120 125 

att att ttc acc gat gga tec ctt gac acc atg ctg atg tgg gtg gca 
He He Phe Thr Asp Gly Ser Leu Asp Thr Met Leu Met Trp Val Ala 
130 135 140 

etc gee acc atg etc att ggt att ttg ggc gcg atg gcg caa aac gat 
Leu Ala Thr Met Leu He Gly He Leu Gly Ala Met Ala Gin Asn Asp 
145 150 155 160 

ate aaa cgt ttg ttg tea ttt act ctg gtc age cac ate ggc tac atg 
He Lys Arg Leu Leu Ser Phe Thr Leu Val Ser His He Gly Tyr Met 
165 170 175 

ate ttc ggc gta gec ctt gga tct gca cag ggt ttg tct ggt gcg ate 
He Phe Gly Val Ala Leu Gly Ser Ala Gin Gly Leu Ser Gly Ala He 
180 185 190 

ttc tac gca ate cac cac att ctg gtt cag act tec ctg ttc ctg gtg 
Phe Tyr Ala He His His He Leu Val Gin Thr Ser Leu Phe Leu Val 
195 200 205 

gtc ggt ctg gtg gaa cgc caa gec gga tec tec teg ctg cga cgc ctt 
Val Gly Leu Val Glu Arg Gin Ala Gly Ser Ser Ser Leu Arg Arg Leu 
210 215 220 

gga tec ctg gca tat ate tec cca ctt ctt gcg att ttg tac ttc ate 
Gly Ser Leu Ala Tyr He Ser Pro Leu Leu Ala He Leu Tyr Phe He 
225 230 235 240 

ccc gee ate aac ctg ggt ggt ate cca ccg ttc tec ggc ttc ctg ggc 
Pro Ala He Asn Leu Gly Gly He Pro Pro Phe Ser Gly Phe Leu Gly 
245 250 255 

aag ate atg etc ate gaa gee ggc gec cga aga tgg cag ttg get ggc 816 
Lys He Met Leu He Glu Ala Gly Ala Arg Arg Trp Gin Leu Ala Gly 



144 



192 



240 



288 



336 



384 



432 



480 



528 



576 



624 



672 



720 



768 
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260 265 270 

atg ggt cct tat cgc agg cgc cgt tgt cac etc act get cac ctt gta 864 

Met Gly Pro Tyr Arg Arg Arg Arg Cys His Leu Thr Ala His Leu Val 
275 280 285 



cac cat ggt tct ggt ctg gtc caa ggc ctt ctg gcg cga ccg 
His His Gly Ser Gly Leu Val Gin Gly Leu Leu Ala Arg Pro 
290 295 300 

taaagacgee cccgatggag caa 



<210> 714 
<211> 302 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 714 

Tyr Val Gly Phe Glu Val Leu Leu Val Ala Ser Tyr Val Leu Leu Thr 
15 10 15 

Leu Gly Ala Ser Pro Ala Arg Val Arg Ser Gly Val Gly Tyr Val Met 
20 25 30 

Val Ser Met Ala Ser Ser Met Val Phe Leu Phe Gly Leu Ala Met Val 
35 40 45 

Tyr Ala Ser Val Gly Thr Leu Asn Met Ala His Val Gly Leu Arg Met 
50 55 60 

Glu Asp Val Pro Ser Gly Thr Arg Ser Ala He Phe Ala Val Leu Leu 
65 70 75 80 

Val Ala Phe Gly He Lys Ala Ala Val Phe Pro Leu Asp Ser Trp Leu 
85 90 95 

Pro Asp Ser Tyr Pro Thr Ala Pro Ser Leu Val Thr Ala Val Phe Ala 
100 105 HO 

Gly Leu Leu Thr Lys Val Gly Val Tyr Ser He He Arg Ala Arg Ser 
115 120 125 

He He Phe Thr Asp Gly Ser Leu Asp Thr Met Leu Met Trp Val Ala 
130 135 140 

Leu Ala Thr Met Leu He Gly He Leu Gly Ala Met Ala Gin Asn Asp 
145 150 155 160 

He Lys Arg Leu Leu Ser Phe Thr Leu Val Ser His He Gly Tyr Met 
165 170 175 

He Phe Gly Val Ala Leu Gly Ser Ala Gin Gly Leu Ser Gly Ala He 
180 185 190 

Phe Tyr Ala He His His He Leu Val Gin Thr Ser Leu Phe Leu Val 
195 200 205 

Val Gly Leu Val Glu Arg Gin Ala Gly Ser Ser Ser Leu Arg Arg Leu 
210 215 220 



906 



929 
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Gly Ser Leu Ala 
225 

Pro Ala lie Asn 



Lys lie Met Leu 
260 

Met Gly Pro Tyr 
275 

His His Gly Ser 
290 



Tyr lie Ser Pro 
230 

Leu Gly Gly lie 
245 

He Glu Ala Gly 



Arg Arg Arg Arg 
280 

Gly Leu Val Gin 
295 



Leu Leu Ala He 
235 

Pro Pro Phe Ser 
250 

Ala Arg Arg Trp 
265 

Cys His Leu Thr 



Gly Leu Leu Ala 
300 



Leu Tyr Phe He 
240 

Gly Phe Leu Gly 
255 

Gin Leu Ala Gly 
270 

Ala His Leu Val 
285 

Arg Pro 



<210> 715 
<211> 1280 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (!) . . (1257) 

<223> FRXA00910 

<400> 715 

tac gtt ggt ttc gaa gtg ctg ctg gtg gcg tea tac gtg ctg etc acc 

Tyr Val Gly Phe Glu Val Leu Leu Val Ala Ser Tyr Val Leu Leu Thr 

15 10 15 

ttg ggt gca teg ccg gca cgt gta cgt tec ggc gtg ggt tac gtg atg 
Leu Gly Ala Ser Pro Ala Arg Val Arg Ser Gly Val Gly Tyr Val Met 
20 25 30 

gtg tec atg gcg tea teg atg gtg ttc ctg ttt gga etc gca atg gtt 
Val Ser Met Ala Ser Ser Met Val Phe Leu Phe Gly Leu Ala Met Val 
35 40 45 

tac gec tea gtg ggc acg ttg aac atg get cac gtt ggc eta cgc atg 
Tyr Ala Ser Val Gly Thr Leu Asn Met Ala His Val Gly Leu Arg Met 



50 55 60 

gaa gat gtt ccg tct gga act cgc tec gcg ate ttc gca gtg ttg ct 
Glu Asp Val Pro Ser Gly Thr Arg Ser Ala He Phe Ala Val Leu Le 
65 70 75 80 

gtg gca ttc ggt att aaa get gee gtg ttc ccc eta gat tec tgg ctg 
Val Ala Phe Gly He Lys Ala Ala Val Phe Pro Leu Asp Ser Trp Leu 



85 90 95 

ccg gac tec tac ccc acc gcg cca teg ctg gtc acc gcg gtg ttc gca 
Pro Asp Ser Tyr Pro Thr Ala Pro Ser Leu Val Thr Ala Val Phe Ala 
100 105 HO 

ggt ctg ttg acc aag gtg ggt gtg tat tec ate att cga gca cgc teg 
Gly Leu Leu Thr Lys Val Gly Val Tyr Ser He He Arg Ala Arg Ser 
115 120 125 

att att ttc acc gat gga tec ctt gac acc atg ctg atg tgg gtg gca 
He He Phe Thr Asp Gly Ser Leu Asp Thr Met Leu Met Trp Val Ala 



48 



96 



144 



192 



c 240 
Leu 



288 



336 



384 



432 



BGI-126CP 



- 1019- 



130 135 140 

etc gec acc atg etc att ggt att ttg ggc gcg atg gcg caa aac gat 
Leu Ala Thr Met Leu He Gly He Leu Gly Ala Met Ala Gin Asn Asp 
145 150 155 160 

ate aaa cgt ttg ttg tea ttt act ctg gtc age cac ate ggc tac atg 
He Lys Arg Leu Leu Ser Phe Thr Leu Val Ser His He Gly Tyr Met 
165 170 175 

ate ttc ggc gta gee ctt gga tct gca cag ggt ttg tct ggt gcg ate 
He Phe Gly Val Ala Leu Gly Ser Ala Gin Gly Leu Ser Gly Ala He 
180 185 190 

ttc tac gca ate cac cac att ctg gtt cag act tec ctg ttc ctg gtg 
Phe Tyr Ala He His His He Leu Val Gin Thr Ser Leu Phe Leu Val 
195 200 205 

gtc ggt ctg gtg gaa cgc caa gee gga tec tec teg ctg cga cgc ctt 672 
Val Gly Leu Val Glu Arg Gin Ala Gly Ser Ser Ser Leu Arg Arg Leu 
210 215 220 



gga tec ctg gca tat ate tec cca ctt ctt gcg att ttg tac ttc ate 
Gly Ser Leu Ala Tyr He Ser Pro Leu Leu Ala He Leu Tyr Phe He 
225 230 235 240 



480 



528 



576 



624 



720 



768 



ccc gec ate aac ctg ggt ggt ate cca ccg ttc tec ggc ttc ctg ggc 
Pro Ala He Asn Leu Gly Gly He Pro Pro Phe Ser Gly Phe Leu Gly 
245 250 255 

aag ate atg etc ate gaa gec ggc gec gaa gat ggc agt tgg ctg gca 
Lys He Met Leu He Glu Ala Gly Ala Glu Asp Gly Ser Trp Leu Ala 
260 265 270 

tgg gtc ctt ate gca ggc gee gtt gtc acc tea ctg etc acc ttg tac 
Trp Val Leu He Ala Gly Ala Val Val Thr Ser Leu Leu Thr Leu Tyr 
275 280 285 

acc atg gtt ctg gtc tgg tec aag gec ttc tgg cgc gac cgt aaa gac 
Thr Met Val Leu Val Trp Ser Lys Ala Phe Trp Arg Asp Arg Lys Asp 
290 295 300 

gec ccc gat gga gca acc gca ctt gcg cga ccc gca cct ttg gta gat 
Ala Pro Asp Gly Ala Thr Ala Leu Ala Arg Pro Ala Pro Leu Val Asp 
305 310 315 320 

gtc caa gac gaa gtc gee gtt aaa gac cgc aac gat gtc gga egg atg 
Val Gin Asp Glu Val Ala Val Lys Asp Arg Asn Asp Val Gly Arg Met 
325 330 335 

cct tgg ggc atg gtc ttc tec act get etc ctg gtt tea gca tct ctt 
Pro Trp Gly Met Val Phe Ser Thr Ala Leu Leu Val Ser Ala Ser Leu 
340 345 350 

get gta tec gtg etc gca gga cca ctg tea tct att act gga cgc gee 
Ala Val Ser Val Leu Ala Gly Pro Leu Ser Ser He Thr Gly Arg Ala 
355 360 365 

gee gaa tec gca caa gat gtc aac ate tac cgc gec gca gta etc ggc 1152 
Ala Glu Ser Ala Gin Asp Val Asn He Tyr Arg Ala Ala Val Leu Gly 
370 375 380 



816 



864 



912 



960 



100£ 



1056 



1104 
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ccc aac tac etc gac cca tea cgc aca etc gag atg gag cgt tac gac 
Pro Asn Tyr Leu Asp Pro Ser Arg Thr Leu Glu Met Glu Arg Tyr Asp 
385 390 395 400 

gec aac cgc gat gac ate aac cac cgc gtc gac ace aac gga acg gag 
Ala Asn Arg Asp Asp He Asn His Arg Val Asp Thr Asn Gly Thr Glu 
405 410 415 

gac caa cca tgatcagtgg attcaaacga cga 
Asp Gin Pro 



1200 



1248 



1280 



<210> 716 
<211> 419 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 716 

Tyr Val Gly Phe Glu Val Leu Leu Val Ala Ser Tyr Val Leu Leu Thr 
15 10 15 

Leu Gly Ala Ser Pro Ala Arg Val Arg Ser Gly Val Gly Tyr Val Met 
20 25 30 

Val Ser Met Ala Ser Ser Met Val Phe Leu Phe Gly Leu Ala Met Val 
35 40 45 

Tyr Ala Ser Val Gly Thr Leu Asn Met Ala His Val Gly Leu Arg Met 
50 55 60 

Glu Asp Val Pro Ser Gly Thr Arg Ser Ala He Phe Ala Val Leu Leu 
65 70 75 80 

Val Ala Phe Gly He Lys Ala Ala Val Phe Pro Leu Asp Ser Trp Leu 
85 90 95 

Pro Asp Ser Tyr Pro Thr Ala Pro Ser Leu Val Thr Ala Val Phe Ala 
100 105 HO 

Gly Leu Leu Thr Lys Val Gly Val Tyr Ser He He Arg Ala Arg Ser 
115 120 125 

He He Phe Thr Asp Gly Ser Leu Asp Thr Met Leu Met Trp Val Ala 
130 135 140 

Leu Ala Thr Met Leu He Gly He Leu Gly Ala Met Ala Gin Asn Asp 
145 150 155 160 

He Lys Arg Leu Leu Ser Phe Thr Leu Val Ser His He Gly Tyr Met 
165 170 175 

He Phe Gly Val Ala Leu Gly Ser Ala Gin Gly Leu Ser Gly Ala He 
180 185 190 

Phe Tyr Ala He His His He Leu Val Gin Thr Ser Leu Phe Leu Val 
195 200 205 



Val Gly Leu Val Glu Arg Gin Ala Gly Ser Ser Ser Leu Arg Arg Leu 
210 215 220 
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Gly Ser Leu Ala Tyr He Ser Pro Leu Leu Ala He Leu Tyr Phe He 
225 230 235 240 

Pro Ala He Asn Leu Gly Gly He Pro Pro Phe Ser Gly Phe Leu Gly 
245 250 255 

Lys He Met Leu He Glu Ala Gly Ala Glu Asp Gly Ser Trp Leu Ala 
260 265 270 

Trp Val Leu He Ala Gly Ala Val Val Thr Ser Leu Leu Thr Leu Tyr 
275 280 285 

Thr Met Val Leu Val Trp Ser Lys Ala Phe Trp Arg Asp Arg Lys Asp 
290 295 300 

Ala Pro Asp Gly Ala Thr Ala Leu Ala Arg Pro Ala Pro Leu Val Asp 
305 310 315 320 

Val Gin Asp Glu Val Ala Val Lys Asp Arg Asn Asp Val Gly Arg Met 
325 330 335 

Pro Trp Gly Met Val Phe Ser Thr Ala Leu Leu Val Ser Ala Ser Leu 
340 345 350 

Ala Val Ser Val Leu Ala Gly Pro Leu Ser Ser He Thr Gly Arg Ala 
355 360 365 

Ala Glu Ser Ala Gin Asp Val Asn He Tyr Arg Ala Ala Val Leu Gly 
370 375 380 

Pro Asn Tyr Leu Asp Pro Ser Arg Thr Leu Glu Met Glu Arg Tyr Asp 
385 390 395 400 

Ala Asn Arg Asp Asp He Asn His Arg Val Asp Thr Asn Gly Thr Glu 
405 410 415 

Asp Gin Pro 



<210> 717 
<211> 1051 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1051) 
<223> RXN01895 

<400> 717 

cgcgtacacg tgctcaacac gacaacgctt aaacggctgc acgcgtaaca cggcagaccg 60 

cacaagcttt aagatccacg atcaggagac tttgacaaat atg tea gtt aac cca 11 

Met Ser Val Asn Pro 
1 5 

acc cgc ccc gaa ggc ggc cgt cac cac gtc gtc gtc ate ggt tct ggt 16 
Thr Arg Pro Glu Gly Gly Arg His His Val Val Val He Gly Ser Gly 
10 15 20 
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ttt ggt ggc ctt ttt get gec aag aac ctg gec aag gca gac gtc gat 211 
Phe Gly Gly Leu Phe Ala Ala Lys Asn Leu Ala Lys Ala Asp Val Asp 
25 30 35 



gtc act ctg att gac cgc acc aac cac cac etc ttc cag cca ctg ctg 
Val Thr Leu lie Asp Arg Thr Asn His His Leu Phe Gin Pro Leu Leu 
40 45 50 

tac caa gtg gca acc ggt ate etc tec tec ggt gaa ate gca cct tec 
Tyr Gin Val Ala Thr Gly lie Leu Ser Ser Gly Glu lie Ala Pro Ser 
55 60 65 

act cga cag ate ctg ggc tec cag gaa aac gtc aac gtc ate aag ggc 
Thr Arg Gin lie Leu Gly Ser Gin Glu Asn Val Asn Val lie Lys Gly 
70 75 80 85 

gaa gtc acc gac ate aac gtc gag tec cag act gtg acc gee tec ctg 
Glu Val Thr Asp He Asn Val Glu Ser Gin Thr Val Thr Ala Ser Leu 
90 95 100 

ggc gag ttc acc cgc gtt ttt gag tac gat tec ttg gtc gtt ggt get 
Gly Glu Phe Thr Arg Val Phe Glu Tyr Asp Ser Leu Val Val Gly Ala 
105 HO H5 

ggc gca ggt cag tec tac ttc ggc aat gat cac ttc get gag ttc gca 
Gly Ala Gly Gin Ser Tyr Phe Gly Asn Asp His Phe Ala Glu Phe Ala 
120 125 130 

cct ggc atg aag tec ate gac gat gca ctg gag att cgt gca cgc ate 
Pro Gly Met Lys Ser He Asp Asp Ala Leu Glu He Arg Ala Arg He 
135 140 145 

ate ggt get ttc gag cgc get gag ate tgc gag gat cca get gag cgc 
He Gly Ala Phe Glu Arg Ala Glu He Cys Glu Asp Pro Ala Glu Arg 
150 155 160 165 

gaa cgc ctg etc acc ttc gtc gtt gtt ggc get ggc cca acc ggt gtt 
Glu Arg Leu Leu Thr Phe Val Val Val Gly Ala Gly Pro Thr Gly Val 
170 175 180 

gag ctt get ggc cag ttg get gag atg get cac cgc acc ctt get ggt 
Glu Leu Ala Gly Gin Leu Ala Glu Met Ala His Arg Thr Leu Ala Gly 
185 190 195 

gag tac aag aac ttc aac acc aac tec gca aag ate ate ctg ctt gat 
Glu Tyr Lys Asn Phe Asn Thr Asn Ser Ala Lys He He Leu Leu Asp 
200 205 210 

ggt get cca cag gtt ctt cct cca ttc ggt aag cgc eta ggc cgc aac 
Gly Ala Pro Gin Val Leu Pro Pro Phe Gly Lys Arg Leu Gly Arg Asn 
215 220 225 

gca cag cgc acc ctg gaa aag atg ggt gtc aac gtt cgc ctg aac get 
Ala Gin Arg Thr Leu Glu Lys Met Gly Val Asn Val Arg Leu Asn Ala 
230 235 240 245 

atg gtc acc aac gtt gac get acc teg gtc acc tac aag acc aag gac 
Met Val Thr Asn Val Asp Ala Thr Ser Val Thr Tyr Lys Thr Lys Asp 
250 255 260 



259 



307 



355 



403 



451 



499 



547 



595 



643 



691 



739 



787 



835 



883 
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ggc gaa gag cac acc ate gaa tct ttc tgc aag att tgg tec get ggt 
Gly Glu Glu His Thr He Glu Ser Phe Cys Lys He Trp Ser Ala Gly 
265 270 275 



931 



gtt gcg gca tec cca ctg ggc aag etc gtc gca gag cag acc ggt gtt 
Val Ala Ala Ser Pro Leu Gly Lys Leu Val Ala Glu Gin Thr Gly Val 
280 285 290 



97 9 



gag acc gac cgc gca ggc cgc gtc atg gtt aac gat gac ctg tct gtt 
Glu Thr Asp Arg Ala Gly Arg Val Met Val Asn Asp Asp Leu Ser Val 
295 300 305 



1027 



ggc gat cag aag aac gtc ttc gtt 
Gly Asp Gin Lys Asn Val Phe Val 
310 315 



1051 



<210> 718 
<211> 317 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 718 

Met Ser Val Asn Pro Thr Arg Pro Glu Gly Gly Arg His His Val Val 
15 10 15 

Val He Gly Ser Gly Phe Gly Gly Leu Phe Ala Ala Lys Asn Leu Ala 
20 25 30 

Lys Ala Asp Val Asp Val Thr Leu He Asp Arg Thr Asn His His Leu 
35 40 45 

Phe Gin Pro Leu Leu Tyr Gin Val Ala Thr Gly He Leu Ser Ser Gly 
50 55 60 

Glu He Ala Pro Ser Thr Arg Gin He Leu Gly Ser Gin Glu Asn Val 
65 70 75 80 

Asn Val He Lys Gly Glu Val Thr Asp He Asn Val Glu Ser Gin Thr 
85 90 95 

Val Thr Ala Ser Leu Gly Glu Phe Thr Arg Val Phe Glu Tyr Asp Ser 
100 105 HO 

Leu Val Val Gly Ala Gly Ala Gly Gin Ser Tyr Phe Gly Asn Asp His 
115 120 125 

Phe Ala Glu Phe Ala Pro Gly Met Lys Ser He Asp Asp Ala Leu Glu 
130 135 140 

He Arg Ala Arg He He Gly Ala Phe Glu Arg Ala Glu He Cys Glu 
145 150 155 160 

Asp Pro Ala Glu Arg Glu Arg Leu Leu Thr Phe Val Val Val Gly Ala 
165 170 175 

Gly Pro Thr Gly Val Glu Leu Ala Gly Gin Leu Ala Glu Met Ala His 
180 185 190 



Arg Thr Leu Ala Gly Glu Tyr Lys Asn Phe Asn Thr Asn Ser Ala Lys 
195 200 205 
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Ile lie Leu Leu Asp Gly Ala Pro 
210 215 

Arg Leu Gly Arg Asn Ala Gin Arg 
225 230 

Val Arg Leu Asn Ala Met Val Thr 
245 

Tyr Lys Thr Lys Asp Gly Glu Glu 
260 

He Trp Ser Ala Gly Val Ala Ala 
275 280 

Glu Gin Thr Gly Val Glu Thr Asp 
290 295 

Asp Asp Leu Ser Val Gly Asp Gin 
305 310 



Gin Val Leu Pro Pro Phe Gly Lys 
220 

Thr Leu Glu Lys Met Gly Val Asn 
235 240 

Asn Val Asp Ala Thr Ser Val Thr 
250 255 

His Thr He Glu Ser Phe Cys Lys 
265 270 

Ser Pro Leu Gly Lys Leu Val Ala 
285 

Arg Ala Gly Arg Val Met Val Asn 
300 

Lys Asn Val Phe Val 
315 



<210> 719 
<211> 816 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 
<221> CDS 
<222> (1) . . (816) 
<223> FRXA01895 

<400> 719 

cac cac etc ttc cag cca ctg ctg tac caa gtg gca acc ggt ate etc 
His His Leu Phe Gin Pro Leu Leu Tyr Gin Val Ala Thr Gly He Leu 
15 10 15 

tec tec ggt gaa ate gca cct tec act cga cag ate ctg ggc tec cag 
Ser Ser Gly Glu He Ala Pro Ser Thr Arg Gin He Leu Gly Ser Gin 
20 25 30 

gaa aac gtc aac gtc ate aag ggc gaa gtc acc gac ate aac gtc gag 
Glu Asn Val Asn Val He Lys Gly Glu Val Thr Asp He Asn Val Glu 
35 40 45 

tec cag act gtg acc gee tec ctg ggc gag ttc acc cgc gtt ttt gag 
Ser Gin Thr Val Thr Ala Ser Leu Gly Glu Phe Thr Arg Val Phe Glu 
50 55 60 

tac gat tec ttg gtc gtt ggt get ggc gca ggt cag tec tac ttc ggc 
Tyr Asp Ser Leu Val Val Gly Ala Gly Ala Gly Gin Ser Tyr Phe Gly 
65 70 75 80 

aat gat cac ttc get gag ttc gca cct ggc atg aag tec ate gac gat 
Asn Asp His Phe Ala Glu Phe Ala Pro Gly Met Lys Ser He Asp Asp 
85 90 95 

gca ctg gag att cgt gca cgc ate ate ggt get ttc gag cgc get gag 
Ala Leu Glu He Arg Ala Arg He He Gly Ala Phe Glu Arg Ala Glu 
100 105 HO 



48 



96 



144 



192 



240 



288 



336 
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ate tgc gag gat cca get gag cgc gaa cgc ctg etc acc ttc gtc gtt 
He Cys Glu Asp Pro Ala Glu Arg Glu Arg Leu Leu Thr Phe Val Val 
115 120 125 



384 



gtt ggc get ggc cca acc ggt gtt gag ctt get ggc cag ttg get gag 432 
Val Gly Ala Gly Pro Thr Gly Val Glu Leu Ala Gly Gin Leu Ala Glu 
130 135 140 



atg get cac cgc acc ctt get ggt gag tac aag aac ttc aac acc aac 
Met Ala His Arg Thr Leu Ala Gly Glu Tyr Lys Asn Phe Asn Thr Asn 
145 150 155 160 

tec gca aag ate ate ctg ctt gat ggt get cca cag gtt ctt cct cca 
Ser Ala Lys He He Leu Leu Asp Gly Ala Pro Gin Val Leu Pro Pro 
165 1^0 175 

ttc ggt aag cgc eta ggc cgc aac gca cag cgc acc ctg gaa aag atg 
Phe Gly Lys Arg Leu Gly Arg Asn Ala Gin Arg Thr Leu Glu Lys Met 
180 185 190 

ggt gtc aac gtt cgc ctg aac get atg gtc acc aac gtt gac get acc 
Gly Val Asn Val Arg Leu Asn Ala Met Val Thr Asn Val Asp Ala Thr 
195 200 205 

teg gtc acc tac aag acc aag gac ggc gaa gag cac acc ate gaa tct 
Ser Val Thr Tyr Lys Thr Lys Asp Gly Glu Glu His Thr He Glu Ser 
210 215 " 220 

ttc tgc aag att tgg tec get ggt gtt gcg gca tec cca ctg ggc aag 
Phe Cys Lys He Trp Ser Ala Gly Val Ala Ala Ser Pro Leu Gly Lys 
225 230 235 240 

etc gtc gca gag cag acc ggt gtt gag acc gac cgc gca ggc cgc gtc 
Leu Val Ala Glu Gin Thr Gly Val Glu Thr Asp Arg Ala Gly Arg Val 
245 250 255 

atg gtt aac gat gac ctg tct gtt ggc gat cag aag aac gtc ttc gtt 
Met Val Asn Asp Asp Leu Ser Val Gly Asp Gin Lys Asn Val Phe Val 
260 265 270 



480 



528 



576 



624 



672 



720 



768 



816 



<210> 720 
<211> 272 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 720 

His His Leu Phe Gin Pro Leu Leu Tyr Gin Val Ala Thr Gly He Leu 
15 10 15 

Ser Ser Gly Glu He Ala Pro Ser Thr Arg Gin He Leu Gly Ser Gin 
20 25 30 

Glu Asn Val Asn Val He Lys Gly Glu Val Thr Asp He Asn Val Glu 
35 40 45 

Ser Gin Thr Val Thr Ala Ser Leu Gly Glu Phe Thr Arg Val Phe Glu 
50 55 60 

Tyr Asp Ser Leu Val Val Gly Ala Gly Ala Gly Gin Ser Tyr Phe Gly 
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65 70 75 80 

Asn Asp His Phe Ala Glu Phe Ala Pro Gly Met Lys Ser lie Asp Asp 
85 90 95 

Ala Leu Glu He Arg Ala Arg He He Gly Ala Phe Glu Arg Ala Glu 
100 105 HO 

He Cys Glu Asp Pro Ala Glu Arg Glu Arg Leu Leu Thr Phe Val Val 
115 120 125 

Val Gly Ala Gly Pro Thr Gly Val Glu Leu Ala Gly Gin Leu Ala Glu 
130 135 140 

Met Ala His Arg Thr Leu Ala Gly Glu Tyr Lys Asn Phe Asn Thr Asn 
145 150 155 160 

Ser Ala Lys He He Leu Leu Asp Gly Ala Pro Gin Val Leu Pro Pro 
165 170 175 

Phe Gly Lys Arg Leu Gly Arg Asn Ala Gin Arg Thr Leu Glu Lys Met 
180 185 190 

Gly Val Asn Val Arg Leu Asn Ala Met Val Thr Asn Val Asp Ala Thr 
195 200 205 

Ser Val Thr Tyr Lys Thr Lys Asp Gly Glu Glu His Thr He Glu Ser 
210 215 220 

Phe Cys Lys He Trp Ser Ala Gly Val Ala Ala Ser Pro Leu Gly Lys 
225 230 235 240 

Leu Val Ala Glu Gin Thr Gly Val Glu Thr Asp Arg Ala Gly Arg Val 
245 250 255 

Met Val Asn Asp Asp Leu Ser Val Gly Asp Gin Lys Asn Val Phe Val 
260 265 270 



<210> 721 
<211> 2409 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (2386) 
<223> RXA00703 

<400> 721 

ctgggagtcc tcttgatttt aggttttcca cataccccca tatagattga agaattcatt 60 

tttcggcatg ggttcaattg ccgggtctag actgtgacct atg aca acc cct cca 11 

Met Thr Thr Pro Pro 
1 5 

act gag att teg aac gtg aat ccc acc gcg aat gaa ttt gat gat ccg 16 
Thr Glu He Ser Asn Val Asn Pro Thr Ala Asn Glu Phe Asp Asp Pro 
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10 15 20 

gat gtg gga egg cgc att act tct get get ggt gtg cca ggc gtt ttg 211 
Asp Val Gly Arg Arg He Thr Ser Ala Ala Gly Val Pro Gly Val Leu 
25 30 35 

cat gcg etc cag cat get gtt ccg aat cgt gee ctg ctg ecg ttg etc 259 
His Ala Leu Gin His Ala Val Pro Asn Arg Ala Leu Leu Pro Leu Leu 
40 45 50 

ace atg aat aaa cca ggc ggc ate gac tgt cct ggt tgt get tgg cct 
Thr Met Asn Lys Pro Gly Gly He Asp Cys Pro Gly Cys Ala Trp Pro 
55 60 65 

gag cct tec act gec aac ctt ggt gtg gtt gag ttc tgc gag aac ggt 355 
Glu Pro Ser Thr Ala Asn Leu Gly Val Val Glu Phe Cys Glu Asn Gly 
70 75 80 85 



att tec gtg gga caa aac ccg ggc ace aac cac cca cgt gcg ttg acg 
He Ser Val Gly Gin Asn Pro Gly Thr Asn His Pro Arg Ala Leu Thr 
230 235 240 245 

get ttc aaa gaa ttg aag gaa aac ggt ggc aag att ctg gcg ctg aac 
Ala Phe Lys Glu Leu Lys Glu Asn Gly Gly Lys He Leu Ala Leu Asn 
250 255 260 



307 



403 



451 



499 



547 



595 



gee aag gcg gtc gee gag gaa aca aca cct gat cgt gee ggc aaa gag 
Ala Lys Ala Val Ala Glu Glu Thr Thr Pro Asp Arg Ala Gly Lys Glu 
90 95 100 

ttc tgg gca gag cat tct att tat gat ctg egg gaa aag acc gat cac 
Phe Trp Ala Glu His Ser He Tyr Asp Leu Arg Glu Lys Thr Asp His 
105 HO H5 

tgg ctg gga aag cgt ggc cga ate acc gag ccc atg ttt tat gat cgt 
Trp Leu Gly Lys Arg Gly Arg He Thr Glu Pro Met Phe Tyr Asp Arg 
120 125 130 

tct tct ggc gat gat cac tac cgc cct att tct tgg gat cgt gca ttt 
Ser Ser Gly Asp Asp His Tyr Arg Pro He Ser Trp Asp Arg Ala Phe 
135 140 145 

gcg ate att gcg teg aag etc cgc gag ate gag cca gat gaa gcg gtg 
Ala He lie Ala Ser Lys Leu Arg Glu He Glu Pro Asp Glu Ala Val 
150 155 160 165 

ttt tac acc tct ggt cga gca ccc aat gag ccg get tat atg ctg cag 
Phe Tyr Thr Ser Gly Arg Ala Pro Asn Glu Pro Ala Tyr Met Leu Gin 
170 175 180 

ctt eta gee cgc cga ctt ggc aca aat aat ctt cca gac tgt gga aac 
Leu Leu Ala Arg Arg Leu Gly Thr Asn Asn Leu Pro Asp Cys Gly Asn 
185 190 195 

atg tgc cac gag tec acc ggt act gee ttg ggt gag acc ttg ggt ttg 739 
Met Cys His Glu Ser Thr Gly Thr Ala Leu Gly Glu Thr Leu Gly Leu 
200 205 210 

ggc aag gga tec gtg gtg atg gag gat ttc tac aac act gat ttg ttg 787 
Gly Lys Gly Ser Val Val Met Glu Asp Phe Tyr Asn Thr Asp Leu Leu 
215 220 225 



643 



691 



835 



883 
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ccc atg cca gag acc ggt ctg atg aaa ttc cgt gag ccc caa tea gtc 931 
Pro Met Pro Glu Thr Gly Leu Met Lys Phe Arg Glu Pro Gin Ser Val 
265 270 275 

aag ggc gcg ttg age att tea gac aaa ctt get gat gaa tac ttg cag 979 
Lys Gly Ala Leu Ser lie Ser Asp Lys Leu Ala Asp Glu Tyr Leu Gin 
280 285 290 

ate cgt ctt gat gga gac cgc gca ttc ttc cag gcg etc aac aag gaa 1027 
lie Arg Leu Asp Gly Asp Arg Ala Phe Phe Gin Ala Leu Asn Lys Glu 
295 300 305 

etc ate cgt aga gat gec eta gat cat gca ttc ttg gat aaa ttc tgt 1075 
Leu lie Arg Arg Asp Ala Leu Asp His Ala Phe Leu Asp Lys Phe Cys 
310 315 320 325 

tea ggt gtg gat gaa acc ate gag cac etc aaa tea etc gat gat gag 1123 
Ser Gly Val Asp Glu Thr lie Glu His Leu Lys Ser Leu Asp Asp Glu 
330 335 340 

gtt ctg etc aag gga tgc ggt ctg acg gca gcg gag ate aac aag gec 1171 
Val Leu Leu Lys Gly Cys Gly Leu Thr Ala Ala Glu lie Asn Lys Ala 
345 350 355 

get gac atg gtg gaa aag tct gac acc gtg gtg gtg tea tgg act etc 1219 
Ala Asp Met Val Glu Lys Ser Asp Thr Val Val Val Ser Trp Thr Leu 
360 365 370 

ggg gtc acc cag cat aag aac get gtg tac acc ate cgt gaa atg gtg 1267 
Gly Val Thr Gin His Lys Asn Ala Val Tyr Thr lie Arg Glu Met Val 
375 380 385 

aac ttc ctg ctg ctt act gga aat att ggt aag cct ggc gca ggc act 1315 
Asn Phe Leu Leu Leu Thr Gly Asn lie Gly Lys Pro Gly Ala Gly Thr 
390 395 400 405 



gec ccg ctt cgt ggg cac tea aac gtc cag ggt gat cga acc atg ggt 
Ala Pro Leu Arg Gly His Ser Asn Val Gin Gly Asp Arg Thr Met Gly 
410 415 420 



1363 



att tgg gag aaa atg ccg gag gca ttc ctt get get ctt gaa aac gag 1411 
lie Trp Glu Lys Met Pro Glu Ala Phe Leu Ala Ala Leu Glu Asn Glu 
425 430 435 

ttt ggt ttc gat gtg ccc cgc aag cac ggc ttc gac acg gta aat tec 1459 
Phe Gly Phe Asp Val Pro Arg Lys His Gly Phe Asp Thr Val Asn Ser 
440 445 450 

ctg cga gee atg cgc gaa ggc aag acc aag ttc ttt etc tec etc ggt 1507 
Leu Arg Ala Met Arg Glu Gly Lys Thr Lys Phe Phe Leu Ser Leu Gly 
455 460 465 

ggc aac ctt gtt cga gtg tec tea gat acg tct gtt gtc gaa aag ggc 1555 
Gly Asn Leu Val Arg Val Ser Ser Asp Thr Ser Val Val Glu Lys Gly 
470 475 480 485 

atg gaa tec aat gag ctg acg gtg cat ctg teg acc aag ccc aat ggt 1603 
Met Glu Ser Asn Glu Leu Thr Val His Leu Ser Thr Lys Pro Asn Gly 
490 495 500 
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tca caa gca tgg cct ggt gag cag tea ctt ate ctt ccg gtg att get 
Ser Gin Ala Trp Pro Gly Glu Gin Ser Leu lie Leu Pro Val lie Ala 
505 510 515 

cga aca gat aag gat gtc caa aag tea ggc gtc cag cgt gtg aca gtt 
Arg Thr Asp Lys Asp Val Gin Lys Ser Gly Val Gin Arg Val Thr Val 
520 525 530 



aac aag gat ctg aat ttg aag tec gaa tgc gac ate att gga ace ate 
Asn Lys Asp Leu Asn Leu Lys Ser Glu Cys Asp lie lie Gly Thr lie 
550 555 560 565 

ggt aag cag ace ttc ggt gat gec ttc tgg cag ccg atg att gat aac 
Gly Lys Gin Thr Phe Gly Asp Ala Phe Trp Gin Pro Met lie Asp Asn 
570 575 580 

tac gat gtg gtc cgc gat cac ate gag gec acc att cct ggg ttc cac 
Tyr Asp Val Val Arg Asp His He Glu Ala Thr He Pro Gly Phe His 
585 590 595 

gat ttc aac cgt cgc ate gac aac ccc ggt gga ttc etc etc ccc aac 
Asp Phe Asn Arg Arg He Asp Asn Pro Gly Gly Phe Leu Leu Pro Asn 
600 605 610 

gga cct cgt gag cgc ate ttc aac aca tec aat ggc aag gee caa ttg 
Gly Pro Arg Glu Arg He Phe Asn Thr Ser Asn Gly Lys Ala Gin Leu 
615 620 625 

acg gtt aat gaa acc aat gtg att gag eta ccc- aag gac tat ttg ctt 
Thr Val Asn Glu Thr Asn Val He Glu Leu Pro Lys Asp Tyr Leu Leu 



630 635 



640 645 



710 



ttc cct gag gee aac gta ttg gtt cca ttg gat tea gta get gaa aaa 
Phe Pro Glu Ala Asn Val Leu Val Pro Leu Asp Ser Val Ala Glu Lys 
730 735 740 

tec aac act cca gtg tec aag tea gtt gtg gtt cgc ctt gaa gca aca 



1651 



1699 



gag gat tct gec ggc get gtt cac gca tec act ggt aaa cga acc gee 1747 
Glu Asp Ser Ala Gly Ala Val His Ala Ser Thr Gly Lys Arg Thr Ala 
535 540 545 



1795 



1843 



1891 



1939 



1987 



2035 



2083 



2131 



atg aac acg gta cgt tea cat gat caa tac aac tec acg att tac ggt 
Met Asn Thr Val Arg Ser His Asp Gin Tyr Asn Ser Thr He Tyr Gly 
650 655 660 

ctg gat gac cgc tac cgc ggt gtt cgc aat ggt cgc cgc gta gtg ttc 
Leu Asp Asp Arg Tyr Arg Gly Val Arg Asn Gly Arg Arg Val Val Phe 
665 670 675 

gtc aat cct caa gat tgt aag caa cgt ggt etc aag gat gga gac ate 2179 
Val Asn Pro Gin Asp Cys Lys Gin Arg Gly Leu Lys Asp Gly Asp He 
680 685 690 

gtc gat ate gtc tct gtc ttt gat gat ggc gaa cgc cga gca ccg aat 2227 
Val Asp He Val Ser Val Phe Asp Asp Gly Glu Arg Arg Ala Pro Asn 
695 700 705 

ttc cga gtg gtg gaa tat gac acc gcg agg gac tgc gtc acc acg tat 2275 
Phe Arg Val Val Glu Tyr Asp Thr Ala Arg Asp Cys Val Thr Thr Tyr 

715 720 725 



2323 



2371 
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Ser Asn Thr Pro Val Ser Lys Ser Val Val Val Arg Leu Glu Ala Thr 
745 750 755 

gga cgt act get tct tagaaaaaca ccagggaatt ttc 2409 
Gly Arg Thr Ala Ser 
760 



<210> 722 
<211> 762 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 722 

Met Thr Thr Pro Pro Thr Glu lie Ser Asn Val Asn Pro Thr Ala Asn 
15 10 15 

Glu Phe Asp Asp Pro Asp Val Gly Arg Arg He Thr Ser Ala Ala Gly 

20 25 30 

Val Pro Gly Val Leu His Ala Leu Gin His Ala Val Pro Asn Arg Ala 
35 40 45 

Leu Leu Pro Leu Leu Thr Met Asn Lys Pro Gly Gly He Asp Cys Pro 
50 55 60 

Gly Cys Ala Trp Pro Glu Pro Ser Thr Ala Asn Leu Gly Val Val Glu 
65 70 75 80 

Phe Cys Glu Asn Gly Ala Lys Ala Val Ala Glu Glu Thr Thr Pro Asp 
85 90 95 

Arg Ala Gly Lys Glu Phe Trp Ala Glu His Ser He Tyr Asp Leu Arg 
100 105 HO 

Glu Lys Thr Asp His Trp Leu Gly Lys Arg Gly Arg He Thr Glu Pro 
115 120 125 

Met Phe Tyr Asp Arg Ser Ser Gly Asp Asp His Tyr Arg Pro He Ser 
130 135 140 

Trp Asp Arg Ala Phe Ala He He Ala Ser Lys Leu Arg Glu lie Glu 
145 150 155 160 

Pro Asp Glu Ala Val Phe Tyr Thr Ser Gly Arg Ala Pro Asn Glu Pro 
165 170 175 

Ala Tyr Met Leu Gin Leu Leu Ala Arg Arg Leu Gly Thr Asn Asn Leu 
180 185 190 

Pro Asp Cys Gly Asn Met Cys His Glu Ser Thr Gly Thr Ala Leu Gly 
195 200 205 

Glu Thr Leu Gly Leu Gly Lys Gly Ser Val Val Met Glu Asp Phe Tyr 
210 215 220 

Asn Thr Asp Leu Leu He Ser Val Gly Gin Asn Pro Gly Thr Asn His 
225 230 235 240 

Pro Arg Ala Leu Thr Ala Phe Lys Glu Leu Lys Glu Asn Gly Gly Lys 
245 250 255 
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lie Leu Ala Leu 
260 

Glu Pro Gin Ser 
275 

Asp Glu Tyr Leu 
290 

Ala Leu Asn Lys 
305 

Leu Asp Lys Phe 



Ser Leu Asp Asp 
340 

Glu lie Asn Lys 
355 

Val Ser Trp Thr 
370 

lie Arg Glu Met 
385 

Pro Gly Ala Gly 



Asp Arg Thr Met 
420 

Ala Leu Glu Asn 
435 

Asp Thr Val Asn 
450 

Phe Leu Ser Leu 
465 

Val Val Glu Lys 



Thr Lys Pro Asn 
500 

Leu Pro Val lie 
515 

Gin Arg Val Thr 
530 

Gly Lys Arg Thr 
545 

lie lie Gly Thr 



Asn Pro Met Pro 



Val Lys Gly Ala 
280 

Gin lie Arg Leu 

2 95 

Glu Leu lie Arg 
310 

Cys Ser Gly Val 
325 

Glu Val Leu Leu 



Ala Ala Asp Met 
360 

Leu Gly Val Thr 
375 

Val Asn Phe Leu 
390 

Thr Ala Pro Leu 
405 

Gly lie Trp Glu 



Glu Phe Gly Phe 
440 

Ser Leu Arg Ala 
455 

Gly Gly Asn Leu 
470 

Gly Met Glu Ser 
485 

Gly Ser Gin Ala 



Ala Arg Thr Asp 
520 

Val Glu Asp Ser 
535 

Ala Asn Lys Asp 
550 

lie Gly Lys Gin 
565 
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Glu Thr Gly Leu 
265 

Leu Ser lie Ser 



Asp Gly Asp Arg 
300 

Arg Asp Ala Leu 
315 

Asp Glu Thr lie 
330 

Lys Gly Cys Gly 
345 

Val Glu Lys Ser 



Gin His Lys Asn 
380 

Leu Leu Thr Gly 
395 

Arg Gly His Ser 
410 

Lys Met Pro Glu 
425 

Asp Val Pro Arg 



Met Arg Glu Gly 
460 

Val Arg Val Ser 
475 

Asn Glu Leu Thr 
490 

Trp Pro Gly Glu 
505 

Lys Asp Val Gin 



Ala Gly Ala Val 
540 

Leu Asn Leu Lys 
555 

Thr Phe Gly Asp 
570 



Met Lys Phe Arg 
270 

Asp Lys Leu Ala 
285 

Ala Phe Phe Gin 



Asp His Ala Phe 
320 

Glu His Leu Lys 
335 

Leu Thr Ala Ala 
350 

Asp Thr Val Val 
365 

Ala Val Tyr Thr 



Asn lie Gly Lys 
400 

Asn Val Gin Gly 
415 

Ala Phe Leu Ala 
430 

Lys His Gly Phe 
445 

Lys Thr Lys Phe 



Ser Asp Thr Ser 
480 

Val His Leu Ser 
495 

Gin Ser Leu lie 
510 

Lys Ser Gly Val 
525 

His Ala Ser Thr 



Ser Glu Cys Asp 
560 

Ala Phe Trp Gin 
575 
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Pro Met lie Asp Asn Tyr Asp Val Val Arg Asp His lie Glu Ala Thr 
580 585 590 

lie Pro Gly Phe His Asp Phe Asn Arg Arg lie Asp Asn Pro Gly Gly 
595 600 605 

Phe Leu Leu Pro Asn Gly Pro Arg Glu Arg lie Phe Asn Thr Ser Asn 
610 615 620 

Gly Lys Ala Gin Leu Thr Val Asn Glu Thr Asn Val He Glu Leu Pro 
625 630 635 640 

Lys Asp Tyr Leu Leu Met Asn Thr Val Arg Ser His Asp Gin Tyr Asn 
645 650 655 

Ser Thr He Tyr Gly Leu Asp Asp Arg Tyr Arg Gly Val Arg Asn Gly 
660 665 670 

Arg Arg Val Val Phe Val Asn Pro Gin Asp Cys Lys Gin Arg Gly Leu 
675 680 685 

Lys Asp Gly Asp He Val Asp He Val Ser Val Phe Asp Asp Gly Glu 
690 695 700 

Arg Arg Ala Pro Asn Phe Arg Val Val Glu Tyr Asp Thr Ala Arg Asp 
705 710 715 720 

Cys Val Thr Thr Tyr Phe Pro Glu Ala Asn Val Leu Val Pro Leu Asp 
725 730 735 

Ser Val Ala Glu Lys Ser Asn Thr Pro Val Ser Lys Ser Val Val Val 
740 745 750 



Arg Leu Glu Ala Thr Gly Arg Thr Ala Ser 
755 760 



<210> 723 
<211> 1038 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> {101} . . (1015) 
<223> RXN00705 

<400> 723 

gttctggaac aagcactgat gattgggccg agtccacgtt ggttaatgct ctgcatcttc 60 

aagaaatcat cgctaaaaat tacccggagg ctaaataaaa atg ggt egg att acc 11 

Met Gly Arg He Thr 

1 5 

caa aac ttg cag gtc cca cgc gtt gtg tec act gac gag caa gtt ttt 16 

Gin Asn Leu Gin Val Pro Arg Val Val Ser Thr Asp Glu Gin Val Phe 

10 15 20 



gtt aac act cgt ccg gat act gtt gcg gtg gag gag cct eta gaa att 
Val Asn Thr Arg Pro Asp Thr Val Ala Val Glu Glu Pro Leu Glu He 
25 30 35 



211 
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cca gat aat caa aat acg tac aac gtc tta gaa ctt gat gtc ate ccc 
Pro Asp Asn Gin Asn Thr Tyr Asn Val Leu Glu Leu Asp Val lie Pro 
90 95 100 

aaa gac aat ccg gec egg gat ccc gtc cag aat ccc tec cat aat ccc 
Lys Asp Asn Pro Ala Arg Asp Pro Val Gin Asn Pro Ser His Asn Pro 
105 HO 115 

gaa ggc age caa cac gaa gca etc cac ate cca act ttc caa ccg gta 
Glu Gly Ser Gin His Glu Ala Leu His lie Pro Thr Phe Gin Pro Val 
120 125 130 

cgc gaa eta aac etc gtg gca gee caa cgc aat gtg ctg act acg tct 
Arg Glu Leu Asn Leu Val Ala Ala Gin Arg Asn Val Leu Thr Thr Ser 
135 140 145 

get tgt ggt gtt tgt ggc acg acg tct att gag cag ttg atg aac aag 
Ala Cys Gly Val Cys Gly Thr Thr Ser He Glu Gin Leu Met Asn Lys 
150 155 160 165 

aag ggc tgg ccc att acg ccg att aca ccg gat cct egg atg att gtg 
Lys Gly Trp Pro He Thr Pro He Thr Pro Asp Pro Arg Met He Val 
170 175 180 

teg ttg cea gat aag ttg aag teg aag cag aag att ttc gac aaa act 
Ser Leu Pro Asp Lys Leu Lys Ser Lys Gin Lys He Phe Asp Lys Thr 
185 190 195 



gga aac atg ctg atg gcg gga aag etc ccc ttg gaa aac act att ttg 
Gly Asn Met Leu Met Ala Gly Lys Leu Pro Leu Glu Asn Thr He Leu 
230 235 240 245 

gtg atg agt tct agg gcg tct ttt gag ctt gtc caa aag get gee atg 
Val Met Ser Ser Arg Ala Ser Phe Glu Leu Val Gin Lys Ala Ala Met 
250 255 260 

get gga att teg ggt gta ate get gtt ggt get gca aca teg ctg gca 
Ala Gly He Ser Gly Val He Ala Val Gly Ala Ala Thr Ser Leu Ala 
265 270 275 



307 



egg gtt aat ggc act gcg ctt acc acc act atg cgc acg ccc ggc cat 259 
Arg Val Asn Gly Thr Ala Leu Thr Thr Thr Met Arg Thr Pro Gly His 
40 45 50 

gat att gag ttg gtg cat ggc etc etc ttg tea gaa ggt ctg ate acg 
Asp He Glu Leu Val His Gly Leu Leu Leu Ser Glu Gly Leu He Thr 
55 60 65 

gat get tct gag gtt ttt acc gee cgc tat tgt gca gga get gtt ggc 355 
Asp Ala Ser Glu Val Phe Thr Ala Arg Tyr Cys Ala Gly Ala Val Gly 
70 75 80 85 



403 



451 



499 



547 



595 



643 



691 



ggt ggg gtt cat get get ggt ttg gee acg ctt gat ggt gag atg ttg 739 

Gly Gly Val His Ala Ala Gly Leu Ala Thr Leu Asp Gly Glu Met Leu 
200 205 210 

att att cga gag gat gtc ggt egg cat aac gca get gac aaa gtt ata 787 

He He Arg Glu Asp Val Gly Arg His Asn Ala Ala Asp Lys Val He 
215 220 225 



835 



883 



931 
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ate gag gcg gcg cag gat tea ggt att ttc ctt get ggt ttt gtt egg 
lie Glu Ala Ala Gin Asp Ser Gly He Phe Leu Ala Gly Phe Val Arg 
280 285 290 

ggc aac aag ttt aac cac tat gcg ggc gag etc gga taatgecaga 
Gly Asn Lys Phe Asn His Tyr Ala Gly Glu Leu Gly 
295 300 305 

acaggtagaa cag 



<210> 724 
<211> 305 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 724 

Met Gly Arg He Thr Gin Asn Leu Gin Val Pro Arg Val Val Ser Thr 
1 5 10 15 

Asp Glu Gin Val Phe Val Asn Thr Arg Pro Asp Thr Val Ala Val Glu 
20 25 30 

Glu Pro Leu Glu He Arg Val Asn Gly Thr Ala Leu Thr Thr Thr Met 
35 40 45 

Arg Thr Pro Gly His Asp He Glu Leu Val His Gly Leu Leu Leu Ser 
50 55 60 

Glu Gly Leu He Thr Asp Ala Ser Glu Val Phe Thr Ala Arg Tyr Cys 
65 70 75 80 

Ala Gly Ala Val Gly Pro Asp Asn Gin Asn Thr Tyr Asn Val Leu Glu 
85 90 95 

Leu Asp Val He Pro Lys Asp Asn Pro Ala Arg Asp Pro Val Gin Asn 
100 105 HO 

Pro Ser His Asn Pro Glu Gly Ser Gin His Glu Ala Leu His He Pro 
115 120 125 

Thr Phe Gin Pro Val Arg Glu Leu Asn Leu Val Ala Ala Gin Arg Asn 
130 135 140 

Val Leu Thr Thr Ser Ala Cys Gly Val Cys Gly Thr Thr Ser He Glu 
145 150 155 160 

Gin Leu Met Asn Lys Lys Gly Trp Pro He Thr Pro He Thr Pro Asp 
165 170 175 

Pro Arg Met He Val Ser Leu Pro Asp Lys Leu Lys Ser Lys Gin Lys 
180 185 190 

He Phe Asp Lys Thr Gly Gly Val His Ala Ala Gly Leu Ala Thr Leu 
195 200 205 

Asp Gly Glu Met Leu He He Arg Glu Asp Val Gly Arg His Asn Ala 
210 215 220 



Ala Asp Lys Val He Gly Asn Met Leu Met Ala Gly Lys Leu Pro Leu 
225 230 235 240 
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Glu Asn Thr lie Leu Val Met Ser Ser Arg Ala Ser Phe Glu Leu Val 
245 250 255 

Gin Lys Ala Ala Met Ala Gly lie Ser Gly Val lie Ala Val Gly Ala 
260 265 270 

Ala Thr Ser Leu Ala He Glu Ala Ala Gin Asp Ser Gly He Phe Leu 
275 280 285 

Ala Gly Phe Val Arg Gly Asn Lys Phe Asn His Tyr Ala Gly Glu Leu 
290 295 300 



Gly 
305 



<210> 725 
<211> 908 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (885) 

<223> FRXA00705 

<400> 725 

cca cgc gtt gtg tec act gac gag caa gtt ttt gtt aac act cgt ccg 

Pro Arg Val Val Ser Thr Asp Glu Gin Val Phe Val Asn Thr Arg Pro 
15 10 15 

gat act gtt gcg gtg gag gag cct eta gaa att egg gtt aat ggc act 
Asp Thr Val Ala Val Glu Glu Pro Leu Glu He Arg Val Asn Gly Thr 
20 25 30 

gcg ctt acc acc act atg cgc acg ccc ggc cat gat att gag ttg gtg 
Ala Leu Thr Thr Thr Met Arg Thr Pro Gly His Asp He Glu Leu Val 
35 40 45 

cat ggc etc etc ttg tea gaa ggt ctg ate acg gat get tct gag gtt 
His Gly Leu Leu Leu Ser Glu Gly Leu He Thr Asp Ala Ser Glu Val 
50 55 60 

ttt acc gec cgc tat tgt gca gga get gtt ggc cca gat aat caa aat 
Phe Thr Ala Arg Tyr Cys Ala Gly Ala Val Gly Pro Asp Asn Gin Asn 
65 70 75 80 

acg tac aac gtc tta gaa ctt gat gtc ate ccc aaa gac aat ccg gec 
Thr Tyr Asn Val Leu Glu Leu Asp Val He Pro Lys Asp Asn Pro Ala 
85 90 95 

egg gat ccc gtc cag aat ccc tec cat aat ccc gaa ggc age caa cac 
Arg Asp Pro Val Gin Asn Pro Ser His Asn Pro Glu Gly Ser Gin His 
100 105 HO 

gaa gca etc cac ate cca act ttc caa ccg gta cgc gaa eta aac etc 
Glu Ala Leu His He Pro Thr Phe Gin Pro Val Arg Glu Leu Asn Leu 
115 120 125 

gtg gca gec caa cgc aat gtg ctg act acg tct get tgt ggt gtt tgt 



48 



96 



144 



192 



240 



288 



336 



384 



432 
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Val Ala Ala Gin Arg Asn Val Leu Thr Thr Ser Ala Cys Gly Val Cys 
130 135 140 

ggc acg acg tct att gag cag ttg atg aac aag aag ggc tgg ccc att 
Gly Thr Thr Ser He Glu Gin Leu Met Asn Lys Lys Gly Trp Pro He 
145 150 155 160 

acg ccg att aca ccg gat cct egg atg att gtg teg ttg cca gat aag 
Thr Pro He Thr Pro Asp Pro Arg Met He Val Ser Leu Pro Asp Lys 
165 170 175 

ttg aag teg aag cag aag att ttc gac aaa act ggt ggg gtt cat get 
Leu Lys Ser Lys Gin Lys He Phe Asp Lys Thr Gly Gly Val His Ala 
180 185 190 

get ggt ttg gee acg ctt gat ggt gag atg ttg att att cga gag gat 
Ala Gly Leu Ala Thr Leu Asp Gly Glu Met Leu He He Arg Glu Asp 
195 200 205 

gtc ggt egg cat aac gca get gac aaa gtt ata gga aac atg ctg atg 
Val Gly Arg His Asn Ala Ala Asp Lys Val He Gly Asn Met Leu Met 
210 215 220 

gcg gga aag etc ccc ttg gaa aac act att ttg gtg atg agt tct agg 
Ala Gly Lys Leu Pro Leu Glu Asn Thr He Leu Val Met Ser Ser Arg 
225 230 235 240 

gcg tct ttt gag ctt gtc caa aag get gee atg get gga att teg ggt 
Ala Ser Phe Glu Leu Val Gin Lys Ala Ala Met Ala Gly He Ser Gly 
245 250 255 

gta ate get gtt ggt get gca aca teg ctg gca ate gag gcg gcg cag 
Val He Ala Val Gly Ala Ala Thr Ser Leu Ala He Glu Ala Ala Gin 
260 265 270 

gat tea ggt att ttc ctt get ggt ttt gtt egg ggc aac aag ttt aac 
Asp Ser Gly He Phe Leu Ala Gly Phe Val Arg Gly Asn Lys Phe Asn 
275 280 285 

cac tat gcg ggc gag etc gga taatgecaga acaggtagaa cag 
His Tyr Ala Gly Glu Leu Gly 
290 295 



480 



528 



576 



624 



672 



720 



768 



816 



864 



908 



<210> 726 
<211> 295 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 726 

Pro Arg Val Val Ser Thr Asp Glu Gin Val Phe Val Asn Thr Arg Pro 
15 10 15 

Asp Thr Val Ala Val Glu Glu Pro Leu Glu He Arg Val Asn Gly Thr 
20 25 30 

Ala Leu Thr Thr Thr Met Arg Thr Pro Gly His Asp lie Glu Leu Val 
35 40 45 

His Gly Leu Leu Leu Ser Glu Gly Leu He Thr Asp Ala Ser Glu Val 
50 55 60 
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Phe Thr Ala Arg Tyr Cys Ala Gly Ala Val Gly Pro Asp Asn Gin Asn 
65 70 75 80 

Thr Tyr Asn Val Leu Glu Leu Asp Val lie Pro Lys Asp Asn Pro Ala 
85 90 95 

Arg Asp Pro Val Gin Asn Pro Ser His Asn Pro Glu Gly Ser Gin His 
100 105 110 

Glu Ala Leu His lie Pro Thr Phe Gin Pro Val Arg Glu Leu Asn Leu 
115 120 125 

Val Ala Ala Gin Arg Asn Val Leu Thr Thr Ser Ala Cys Gly Val Cys 
130 135 140 

Gly Thr Thr Ser lie Glu Gin Leu Met Asn Lys Lys Gly Trp Pro lie 
145 150 155 160 

Thr Pro lie Thr Pro Asp Pro Arg Met lie Val Ser Leu Pro Asp Lys 
165 170 175 

Leu Lys Ser Lys Gin Lys lie Phe Asp Lys Thr Gly Gly Val His Ala 
180 185 190 

Ala Gly Leu Ala Thr Leu Asp Gly Glu Met Leu lie lie Arg Glu Asp 
195 200 205 

Val Gly Arg His Asn Ala Ala Asp Lys Val lie Gly Asn Met Leu Met 
210 215 220 

Ala Gly Lys Leu Pro Leu Glu Asn Thr lie Leu Val Met Ser Ser Arg 
225 230 235 240 

Ala Ser Phe Glu Leu Val Gin Lys Ala Ala Met Ala Gly lie Ser Gly 
245 250 255 

Val lie Ala Val Gly Ala Ala Thr Ser Leu Ala He Glu Ala Ala Gin 
260 265 270 

Asp Ser Gly He Phe Leu Ala Gly Phe Val Arg Gly Asn Lys Phe Asn 
275 280 285 

His Tyr Ala Gly Glu Leu Gly 
290 295 



<210> 727 
<211> 1134 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1111) 
<223> RXN00388 

<400> 727 

gaagagtact tcgaccacga cgactaacac cgcaatttaa aggcttttca agcctgcccc 60 



acatcgaagc agttttcaca aagaataagg ttggaaaatt atg ttg ccc gtc aac 115 
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Met Leu Pro Val Asn 
1 5 

caa acg tat gcg cag ttc tea gac act gec ttc gta teg gca tac ate 163 

Gin Thr Tyr Ala Gin Phe Ser Asp Thr Ala Phe Val Ser Ala Tyr lie 
10 15 20 

ate tac gtt ctg gca etc ate etc tec etc gte tac tac gta aaa caa 211 
lie Tyr Val Leu Ala Leu lie Leu Ser Leu Val Tyr Tyr Val Lys Gin 
25 30 35 

caa ggc att ate gac gee cgc cgc gag caa acc cgc gte age gaa etc 259 
Gin Gly lie lie Asp Ala Arg Arg Glu Gin Thr Arg Val Ser Glu Leu 
40 45 50 

gtt ggt gca ggc ggc age get gat gtt gat act gac ctg cct gat gac 307 
Val Gly Ala Gly Gly Ser Ala Asp Val Asp Thr Asp Leu Pro Asp Asp 
55 60 65 

ate gee gac ggt gte etc gee gac gaa gac ctt gca aaa cgc gaa gaa 355 
lie Ala Asp Gly Val Leu Ala Asp Glu Asp Leu Ala Lys Arg Glu Glu 
70 75 80 85 

acc gca cgc aaa eta gee aac atg acc caa tct etc atg tgg etc ggc 403 
Thr Ala Arg Lys Leu Ala Asn Met Thr Gin Ser Leu Met Trp Leu Gly 
90 95 100 

gte atg gtg cac etc gta tec gte gtg atg cgc gcg ctg tct gee age 451 
Val Met Val His Leu Val Ser Val Val Met Arg Ala Leu Ser Ala Ser 
105 110 115 

cga ttc ccc ttc ggc aac ctg tat gaa tac ate etc atg gte acc etc 4 99 
Arg Phe Pro Phe Gly Asn Leu Tyr Glu Tyr lie Leu Met Val Thr Leu 
120 125 130 

ttc gee atg ate gga gee gta etc ate ctg cag cgc cca caa ttc cgc 547 
Phe Ala Met lie Gly Ala Val Leu lie Leu Gin Arg Pro Gin Phe Arg 
135 140 145 

gtg gta tgg cca tgg ate etc acc cca atg ctg gca ctg etc ttc tac 595 
Val Val Trp Pro Trp He Leu Thr Pro Met Leu Ala Leu Leu Phe Tyr 
150 155 160 165 

ggt ggc acc cag ctg tac tec gac gca gca cca gte gtt cca gca ctg 643 
Gly Gly Thr Gin Leu Tyr Ser Asp Ala Ala Pro Val Val Pro Ala Leu 
170 175 180 

cag tec ttc tgg ttc ccg ate cac gtt tec tec gte tec ate ggc gca 691 
Gin Ser Phe Trp Phe Pro He His Val Ser Ser Val Ser He Gly Ala 
185 190 195 

tec ate ggt ate gte tec ggt att gca tec ctg ctg tac ata ctg cgc 739 
Ser He Gly He Val Ser Gly He Ala Ser Leu Leu Tyr He Leu Arg 
200 205 210 

atg tgg caa cca aag ggt aaa gaa aag ggc ttc ttc ggc gca gta gca 787 
Met Trp Gin Pro Lys Gly Lys Glu Lys Gly Phe Phe Gly Ala Val Ala 
215 220 225 



aaa cca etc cca tec gga aaa acc ctg gat aac ctg gca tac aag acc 835 
Lys Pro Leu Pro Ser Gly Lys Thr Leu Asp Asn Leu Ala Tyr Lys Thr 
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230 



235 240 245 



gcg ate tgg act gtc cca ate ttc ggc ctg ggc ate ate ttg ggt gee 
Ala lie Trp Thr Val Pro lie Phe Gly Leu Gly He He Leu Gly Ala 
250 255 260 



gaa aca gtc tec ttc ate ace tgg gtt etc tac get ggt tac etc cac 
Glu Thr Val Ser Phe He Thr Trp Val Leu Tyr Ala Gly Tyr Leu His 
280 285 290 



gca cgt gca act get ggt tgg cgc aac ace aac get gca tgg ate aac 
Ala Arg Ala Thr Ala Gly Trp Arg Asn Thr Asn Ala Ala Trp He Asn 
295 300 305 



tggttggcgg ggt 



883 



ate tgg gca gaa gca gee tgg ggt cgt ttc tgg gga tgg gat cct aag 931 
He Trp Ala Glu Ala Ala Trp Gly Arg Phe Trp Gly Trp Asp Pro Lys 
265 270 275 



979 



1027 



1075 



ate ctg gcg ctg gtc acg atg att ttt aat ctg ttc ttc ate aac atg 
He Leu Ala Leu Val Thr Met He Phe Asn Leu Phe Phe He Asn Met 
310 315 320 325 

gtc gta tct ggt ctg cac tct tac gec gga ctg aac taagcacttt 1121 
Val Val Ser Gly Leu His Ser Tyr Ala Gly Leu Asn 
330 335 



1134 



<210> 728 
<211> 337 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 728 

Met Leu Pro Val Asn 
1 5 

Val Ser Ala Tyr He 
20 

Tyr Tyr Val Lys Gin 
35 

Arg Val Ser Glu Leu 
50 

Asp Leu Pro Asp Asp 
65 

Ala Lys Arg Glu Glu 
85 

Leu Met Trp Leu Gly 
100 

Ala Leu Ser Ala Ser 
115 

Leu Met Val Thr Leu 
130 



Gin Thr Tyr Ala Gin Phe 
10 

lie Tyr Val Leu Ala Leu 
25 

Gin Gly He He Asp Ala 
40 

Val Gly Ala Gly Gly Ser 
55 

He Ala Asp Gly Val Leu 
70 75 

Thr Ala Arg Lys Leu Ala 
90 

Val Met Val His Leu Val 
105 

Arg Phe Pro Phe Gly Asn 
120 

Phe Ala Met He Gly Ala 
135 



Ser Asp Thr Ala Phe 
15 

He Leu Ser Leu Val 
30 

Arg Arg Glu Gin Thr 
45 

Ala Asp Val Asp Thr 
60 

Ala Asp Glu Asp Leu 
80 

Asn Met Thr Gin Ser 
95 

Ser Val Val Met Arg 
110 

Leu Tyr Glu Tyr He 
125 

Val Leu He Leu Gin 
140 
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Arg Pro Gin Phe Arg Val Val Trp Pro Trp He Leu Thr Pro Met Leu 
145 150 155 160 

Ala Leu Leu Phe Tyr Gly Gly Thr Gin Leu Tyr Ser Asp Ala Ala Pro 
165 170 175 

Val Val Pro Ala Leu Gin Ser Phe Trp Phe Pro He His Val Ser Ser 
180 185 190 

Val Ser He Gly Ala Ser He Gly He Val Ser Gly He Ala Ser Leu 
195 200 205 

Leu Tyr He Leu Arg Met Trp Gin Pro Lys Gly Lys Glu Lys Gly Phe 
210 215 220 

Phe Gly Ala Val Ala Lys Pro Leu Pro Ser Gly Lys Thr Leu Asp Asn 
225 230 235 240 

Leu Ala Tyr Lys Thr Ala He Trp Thr Val Pro He Phe Gly Leu Gly 
245 250 255 

He He Leu Gly Ala He Trp Ala Glu Ala Ala Trp Gly Arg Phe Trp 
260 265 270 

Gly Trp Asp Pro Lys Glu Thr Val Ser Phe He Thr Trp Val Leu Tyr 
275 280 285 

Ala Gly Tyr Leu His Ala Arg Ala Thr Ala Gly Trp Arg Asn Thr Asn 
290 295 300 

Ala Ala Trp He Asn He Leu Ala Leu Val Thr Met He Phe Asn Leu 
305 310 315 320 

Phe Phe He Asn Met Val Val Ser Gly Leu His Ser Tyr Ala Gly Leu 
325 330 335 

Asn 



<210> 729 
<211> 326 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (303) 

<223> FRXA00388 

<400> 729 

acc ctg gat aac ctg gca tac aag acc gcg ate tgg act gtc cca ate 

Thr Leu Asp Asn Leu Ala Tyr Lys Thr Ala He Trp Thr Val Pro He 

15 10 15 

ttc ggc ctg ggc ate ate ttg ggt gec ate tgg gca gaa gca gee tgg 
Phe Gly Leu Gly He He Leu Gly Ala He Trp Ala Glu Ala Ala Trp 
20 25 30 

ggt cgt ttc tgg gga tgg gat cct aag gaa aca gtc tec ttc ate acc 



48 



96 



144 
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Gly Arg Phe Trp Gly Trp Asp Pro Lys Glu Thr Val Ser Phe He Thr 
35 40 45 

tag gtt etc tac get ggt tac etc cac gca cgt gca act get ggt tgg 192 
Trp Val Leu Tyr Ala Gly Tyr Leu His Ala Arg Ala Thr Ala Gly Trp 



50 



55 60 



cgc aac acc aac get gca tgg ate aac ate ctg gcg ctg gtc acg atg 
Arg Asn Thr Asn Ala Ala Trp He Asn He Leu Ala Leu Val Thr Met 
65 70 75 80 

att ttt aat ctg ttc ttc ate aac atg gtc gta tct ggt ctg cac tct 
lie Phe Asn Leu Phe Phe He Asn Met Val Val Ser Gly Leu His Ser 
85 90 95 

tac gec gga ctg aac taagcacttt tggttggcgg ggt 
Tyr Ala Gly Leu Asn 
100 



240 



288 



326 



<210> 730 
<211> 101 
<212> PRT 

<213> Corynebacterium glutamicum 

<400> 730 , „ 

Thr Leu Asp Asn Leu Ala Tyr Lys Thr Ala He Trp Thr Val Pro He 
15 10 15 

Phe Gly Leu Gly He He Leu Gly Ala He Trp Ala Glu Ala Ala Trp 
20 25 30 

Gly Arg Phe Trp Gly Trp Asp Pro Lys Glu Thr Val Ser Phe He Thr 
35 40 45 

Trp Val Leu Tyr Ala Gly Tyr Leu His Ala Arg Ala Thr Ala Gly Trp 
50 55 60 

Arg Asn Thr Asn Ala Ala Trp He Asn He Leu Ala Leu Val Thr Met 
65 70 75 BU 

He Phe Asn Leu Phe Phe He Asn Met Val Val Ser Gly Leu His Ser 
85 90 95 

Tyr Ala Gly Leu Asn 
100 



<210> 731 
<211> 610 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (610) 

<223> FRXA00386 

gaagagtact tcgaccacga cgactaacac cgcaatttaa aggcttttca agcctgcccc 60 
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acatcgaagc agttttcaca aagaataagg ttggaaaatt atg ttg ccc gtc aac 115 

Met Leu Pro Val Asn 
1 5 

caa acg tat gcg cag ttc tea gac act gec ttc gta teg gca tac ate 163 
Gin Thr Tyr Ala Gin Phe Ser Asp Thr Ala Phe Val Ser Ala Tyr He 
10 15 20 

ate tac gtt ctg gca etc ate etc tec etc gtc tac tac gta aaa caa 
He Tyr Val Leu Ala Leu He Leu Ser Leu Val Tyr Tyr Val Lys Gin 
25 30 35 

caa ggc att ate gac gec cgc cgc gag caa ace cgc gtc age gaa etc 
Gin Gly He He Asp Ala Arg Arg Glu Gin Thr Arg Val Ser Glu Leu 
40 45 50 

gtt ggt gca ggc ggc age get gat gtt gat act gac ctg cct gat gac 
Val Gly Ala Gly Gly Ser Ala Asp Val Asp Thr Asp Leu Pro Asp Asp 
55 60 65 

ate gee gac ggt gtc etc gee gac gaa gac ctt gca aaa cgc gaa gaa 355 
He Ala Asp Gly Val Leu Ala Asp Glu Asp Leu Ala Lys Arg Glu Glu 



70 



75 80 85 



gtg gta tgg cca tgg ate etc acc cca atg get ggc act tgg ttt tct 
Val Val Trp Pro Trp He Leu Thr Pro Met Ala Gly Thr Trp Phe Ser 
150 155 160 165 

acg gtg gca ccc age 
Thr Val Ala Pro Ser 
170 



211 



259 



307 



403 



acc gca cgc aaa eta gec aac atg acc caa tct etc atg tgg etc ggc 
Thr Ala Arg Lys Leu Ala Asn Met Thr Gin Ser Leu Met Trp Leu Gly 
90 95 100 

gtc atg gtg cac etc gta tec gtc gtg atg cgc gcg ctg tct gee age 
Val Met Val His Leu Val Ser Val Val Met Arg Ala Leu Ser Ala Ser 
105 HO H5 

cga ttc ccc ttc ggc aac ctg tat gaa tac ate etc atg gtc acc etc 
Arg Phe Pro Phe Gly Asn Leu Tyr Glu Tyr lie Leu Met Val Thr Leu 
120 125 130 

ttc gee atg ate gga gee gta etc ate ctg cag cgc cca caa ttc cgc 547 
Phe Ala Met He Gly Ala Val Leu He Leu Gin Arg Pro Gin Phe Arg 
135 140 145 



451 



499 



595 



610 



<210> 732 
<211> 170 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 732 

Met Leu Pro Val Asn Gin Thr Tyr Ala Gin Phe Ser Asp Thr Ala Phe 
15 10 15 

Val Ser Ala Tyr He He Tyr Val Leu Ala Leu He Leu Ser Leu Val 
20 25 30 
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Tyr Tyr Val Lys Gin Gin Gly He He Asp Ala Arg Arg Glu Gin Thr 
35 40 45 

Arg Val Ser Glu Leu Val Gly Ala Gly Gly Ser Ala Asp Val Asp Thr 
50 55 60 

Asp Leu Pro Asp Asp He Ala Asp Gly Val Leu Ala Asp Glu Asp Leu 
65 70 75 80 

Ala Lys Arg Glu Glu Thr Ala Arg Lys Leu Ala Asn Met Thr Gin Ser 
85 90 95 

Leu Met Trp Leu Gly Val Met Val His Leu Val Ser Val Val Met Arg 
100 105 HO 

Ala Leu Ser Ala Ser Arg Phe Pro Phe Gly Asn Leu Tyr Glu Tyr He 
115 120 125 

Leu Met Val Thr Leu Phe Ala Met He Gly Ala Val Leu He Leu Gin 
130 135 140 

Arg Pro Gin Phe Arg Val Val Trp Pro Trp He Leu Thr Pro Met Ala 
145 150 155 160 

Gly Thr Trp Phe Ser Thr Val Ala Pro Ser 
165 170 



<210> 733 
<211> 1095 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1072) 
<223> RXA00945 

<400> 733 

tcacagtacc acccacaagc cacaaggagg gtatggaggt gggcgtctaa agccaaattt 60 

ttcccggtgt ttgaggcgat tgcaccgtac actaatgtgc atg ctt gaa cgc etc 115 

Met Leu Glu Arg Leu 
1 5 

aaa cgc eta gat ccg etc att gtc etc att gtg ctg get gtc att gtg 
Lys Arq Leu Asp Pro Leu He Val Leu He Val Leu Ala Val He Val 
10 15 20 

gcg ate ate att cca gtt cgc ggg gtt get gcg gat tgg ttt gat gtc 211 
Ala He He He Pro Val Arg Gly Val Ala Ala Asp Trp Phe Asp Val 
25 30 35 



163 



gec gtc aag att gec att gcg ctg ctg ttt ttt ctt tat ggt gec cgc 
Ala Val Lys He Ala He Ala Leu Leu Phe Phe Leu Tyr Gly Ala Arg 
40 45 50 

eta tec acc caa gag gcg ctg aat ggt ctg aag cac tgg agg ctt cac 
Leu Ser Thr Gin Glu Ala Leu Asn Gly Leu Lys His Trp Arg Leu His 
55 60 65 



259 



307 
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ctg act att ttg gcg ate act ttc gga ata ttc cca ctt ate ggc att 
Leu Thr lie Leu Ala He Thr Phe Gly He Phe Pro Leu He Gly He 
70 75 80 85 

ggg etc gag ccg atg act gca ttt gtg teg gaa gat att tat egg gga 
Gly Leu Glu Pro Met Thr Ala Phe Val Ser Glu Asp He Tyr Arg Gly 
90 95 100 

att ttg ttc etc acg etc gtt ccg tec ace gtg cag tea teg gtg gcg 
He Leu Phe Leu Thr Leu Val Pro Ser Thr Val Gin Ser Ser Val Ala 
105 HO 115 

ttt ace teg ate get aaa ggc aac gta get ggt gcg att gtg teg gca 
Phe Thr Ser He Ala Lys Gly Asn Val Ala Gly Ala He Val Ser Ala 
120 125 130 



etc ate atg tct gcg ggc ggg gga gtt cac gtg gat tec cag gtc ttc 
Leu He Met Ser Ala Gly Gly Gly Val His Val Asp Ser Gin Val Phe 
150 155 160 165 

etc gac att gcg att cag ctt ctg ctg ccg ttc ate etc ggc cag gta 
Leu Asp He Ala He Gin Leu Leu Leu Pro Phe He Leu Gly Gin Val 
170 175 180 

tgt agg cgt tgg gtg aag aat ttt gcg gec aac aaa gca aca aaa ate 
Cys Arg Arg Trp Val Lys Asn Phe Ala Ala Asn Lys Ala Thr Lys He 
185 190 195 



ggc atg gtg get ggc att tgg tec act gtg age gtt eta gag att ate 
Gly Met Val Ala Gly He Trp Ser Thr Val Ser Val Leu Glu He He 
215 220 225 

tac etc att gtt ttc get att ctg ctg gtg atg gee atg ctg tgg ttc 
Tyr Leu He Val Phe Ala He Leu Leu Val Met Ala Met Leu Trp Phe 
230 235 240 245 

acg ctg ttc atg get aca cgc ctt gga ttt aac egg gca gat tec ate 
Thr Leu Phe Met Ala Thr Arg Leu Gly Phe Asn Arg Ala Asp Ser He 
250 255 260 

get att cag ttc tgc gga ace aag aaa tec ctg gec aca ggc etc cca 
Ala He Gin Phe Cys Gly Thr Lys Lys Ser Leu Ala Thr Gly Leu Pro 
265 270 275 

atg gcg gca gtc ate ttc ggt ggc gee aat ate ggc ctg etc ate ttg 
Met Ala Ala Val He Phe Gly Gly Ala Asn He Gly Leu Leu He Leu 
280 285 290 

ccg ttg atg ate ttc cac caa gtc cag ctg atg att tgt gca tgg ctt 
Pro Leu Met He Phe His Gin Val Gin Leu Met He Cys Ala Trp Leu 
295 300 305 



355 



403 



451 



499 



teg etc tec aac ctt gcg ggt gtt ttc etc act ccg ctg ctg gtc atg 547 
Ser Leu Ser Asn Leu Ala Gly Val Phe Leu Thr Pro Leu Leu Val Met 
135 140 145 



595 



643 



691 



gtg gac cgc ggc teg ate gcg atg gtc gtg tac tec gcg ttt tct gec 739 
Val Asp Arg Gly Ser He Ala Met Val Val Tyr Ser Ala Phe Ser Ala 
200 205 210 



787 



835 



883 



931 



979 



1027 



gca get cgt tat ggt cgt gat gcg cag gaa cag aaa gec aac gec 1072 
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Ala Ala Arg Tyr Gly Arg Asp Ala Gin Glu Gin Lys Ala Asn Ala 
310 315 320 

1095 

taaaagtcct cagtagctag cca 



<210> 734 
<211> 324 
<212> PRT 

<213> Corynebacterium glutamicum 

Met°Leu 3 Glu Arg Leu Lys Arg Leu Asp Pro Leu He Val Leu lie Val 
1 5 10 15 

Leu Ala Val He Val Ala He He He Pro Val Arg Gly Val Ala Ala 
20 25 30 

Asp Tr P Phe Asp Val Ala Val Lys lie Ala lie Ala Leu Leu Phe Phe 
35 40 45 

Leu Tyr Gly Ala Arg Leu Ser Thr Gin Glu Ala Leu Asn Gly Leu Lys 
50 55 60 

His Trp Arg Leu His Leu Thr He Leu Ala lie Thr Phe Gly He Phe 
65 70 75 au 

Pro Leu He Gly He Gly Leu Glu Pro Met Thr Ala Phe Val Ser Glu 
85 90 95 

Asp lie Tyr Arg Gly He Leu Phe Leu Thr Leu Val Pro Ser Thr Val 
100 105 11° 

Gin Ser Ser Val Ala Phe Thr Ser lie Ala Lys Gly Asn Val Ala Gly 
115 120 125 

Ala He Val Ser Ala Ser Leu Ser Asn Leu Ala Gly Val Phe Leu Thr 
130 135 140 

Pro Leu Leu Val Met Leu He Met Ser Ala Gly Gly Gly Val His Val 
145 150 155 160 

Asp Ser Gin Val Phe Leu Asp He Ala lie Gin Leu Leu Leu Pro Phe 
165 170 I 75 

lie Leu Gly Gin Val Cys Arg Arg Trp Val Lys Asn Phe Ala Ala Asn 
180 185 I 90 

Lys Ala Thr Lys He Val Asp Arg Gly Ser He Ala Met Val Val Tyr 
195 200 205 

Ser Ala Phe Ser Ala Gly Met Val Ala Gly He Trp Ser Thr Val Ser 
210 215 220 

Val Leu Glu He He Tyr Leu He Val Phe Ala He Leu Leu Val Met 
225 230 235 

Ala Met Leu Trp Phe Thr Leu Phe Met Ala Thr Arg Leu Gly Phe Asn 
245 250 255 

Arg Ala Asp Ser He Ala lie Gin Phe Cys Gly Thr Lys Lys Ser Leu 
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260 265 270 

Ma Thr Gly Leu Pro Met Ala Ala Val lie Phe Gly Gly Ala Asn He 
275 280 285 

Gly Leu Leu He Leu Pro Leu Met He Phe His Gin Val Gin Leu Met 
290 295 300 

He Cys Ala Trp Leu Ala Ala Arg Tyr Gly Arg Asp Ala Gin Glu Gin 
305 310 315 320 

Lys Ala Asn Ala 



<210> 735 
<211> 1281 
<212> DNA 

<213> Corynebacterium glut ami cum 

<220> 
<221> CDS 

<222> (101) . . (1258) 
<223> RXN02556 

<400> 735 

tgccatcata ttaaggccaa attgcttgga tcctgggatt tatttaatta gattaaatcc 60 

gtagaaatta gcccatgaag catggaaagg cgaaaacccc ttg ate gtt tec acc 115 

Leu He Val Ser Thr 
1 5 

cag ccc att act gat cgc age gca etc teg gca gaa cac gca gag gtg 163 
Gin Pro He Thr Asp Arg Ser Ala Leu Ser Ala Glu His Ala Glu Val 
10 15 20 

ate aaa gca acg ctt cot etc gtg ggc ggc aag att aat gag ate acg 211 
lie Lys Ala Thr Leu Pro Leu Val Gly Gly Lys lie Asn Glu He Thr 
25 30 35 

ccg gtt ttc tac aac aag atg ttt gcg get cac cca gaa ttg ate get 259 
Pro Val Phe Tyr Asn Lys Met Phe Ala Ala His Pro Glu Leu He Ala 
40 45 50 

aac acc ttc aac cgt ggc aat cag aag caa ggc gat cag cag aag gcg 307 
Asn Thr Phe Asn Arg Gly Asn Gin Lys Gin Gly Asp Gin Gin Lys Ala 
55 60 65 

ctg gcg get teg att gca acg ttt gee acc atg etc gtt act cct gat 355 
Leu Ala Ala Ser He Ala Thr Phe Ala Thr Met Leu Val Thr Pro Asp 
70 75 80 85 

get cct gac cca gtt cag ctg ctg tec cgc att ggc cac aag cac gtg 403 
Ala Pro Asp Pro Val Gin Leu Leu Ser Arg He Gly His Lys His Val 
90 95 100 

tec etc ggc att act get gat cag tac gac att gtt cac gag cac ctg 451 
Ser Leu Gly He Thr Ala Asp Gin Tyr Asp He Val His Glu His Leu 
105 110 115 



ttc gee gca ate gtt gag gtt ttg gga gcg gaa act gtc acc gca cct 



499 
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Phe Ala Ala lie Val Glu Val Leu Gly Ala Glu Thr Val Thr Ala Pro 
120 125 130 

gtc get gaa gec tgg gat get gtc tac tgg ate atg gca aat gtg ctg 547 
Val Ala Glu Ala Trp Asp Ala Val Tyr Trp He Met Ala Asn Val Leu 
135 140 145 

ate ggt ttt gag aac aac ctt tat get tec aac gat ctg gag cct ggc 595 
He Gly Phe Glu Asn Asn Leu Tyr Ala Ser Asn Asp Leu Glu Pro Gly 
150 155 160 165 

gac gtc ttc cgc gaa gtc acc gtg acc gcg aag aag cag etc age gca 643 
Asp Val Phe Arg Glu Val Thr Val Thr Ala Lys Lys Gin Leu Ser Ala 
170 175 180 

acc gtc tgg gaa tac acc ctg gca ggt gag ctg gtt gec cca gag cca 691 
Thr Val Trp Glu Tyr Thr Leu Ala Gly Glu Leu Val Ala Pro Glu Pro 
185 190 195 

ggt cag tac acc tec ate gga gta gtg ctt gac gac ggc gec cgc cag 739 
Gly Gin Tyr Thr Ser He Gly Val Val Leu Asp Asp Gly Ala Arg Gin 
200 205 210 

ctg cgc cag tac age ttg etc ggc ggc tec gac acc gag tac cgc att 787 
Leu Arg Gin Tyr Ser Leu Leu Gly Gly Ser Asp Thr Glu Tyr Arg He 
215 220 225 

gcg gtt gag gat aac ggc gag gtt tct gga ttc ctg cgt gat cgc gta 835 
Ala Val Glu Asp Asn Gly Glu Val Ser Gly Phe Leu Arg Asp Arg Val 
230 235 240 245 

tec gtt ggt gac aag att gaa gee acc ate gcg gec ggc gac ctg gtt 883 
Ser Val Gly Asp Lys He Glu Ala Thr He Ala Ala Gly Asp Leu Val 
250 255 260 

ctt aac aag gac acc aat cca gtt gtg ctg att tec cag ggc ate ggc 931 
Leu Asn Lys Asp Thr Asn Pro Val Val Leu He Ser Gin Gly He Gly 
265 270 275 

tec acc cca atg gtg ggc atg etc gca ggt atg aac cct gaa cgt gac 979 
Ser Thr Pro Met Val Gly Met Leu Ala Gly Met Asn Pro Glu Arg Asp 
280 285 290 

gtt gtg gtt ttg cat get gac cag gec gag tec acc tac gcg cag gtg 1027 
Val Val Val Leu His Ala Asp Gin Ala Glu Ser Thr Tyr Ala Gin Val 
295 300 305 

gag gaa gtg cag ggg etc gtc gaa aag etc cct aag get gcg ttt gaa 1075 
Glu Glu Val Gin Gly Leu Val Glu Lys Leu Pro Lys Ala Ala Phe Glu 
310 315 320 325 

ate ttc tac cgc gac aac gac cag tgg etc gag gtc get ggc cgc att 1123 
He Phe Tyr Arg Asp Asn Asp Gin Trp Leu Glu Val Ala Gly Arg He 
330 335 340 

cca tea ggt gcg tec gtg tac ctg tgc ggt ggc gtg gaa ttc ttg aag 1171 
Pro Ser Gly Ala Ser Val Tyr Leu Cys Gly Gly Val Glu Phe Leu Lys 
345 350 355 



aac gtg cgt gag cag ate gag gcg etc gat gag cag cct cgc gac gta 
Asn Val Arg Glu Gin He Glu Ala Leu Asp Glu Gin Pro Arg Asp Val 



1219 
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360 



365 



370 



aac ttc gag etc ttc gca cca aac gac tgg ctg att tec taagcccaca 
Asn Phe Glu Leu Phe Ala Pro Asn Asp Trp Leu lie Ser 
375 380 385 



1268 



ccccagaact tec 



1281 



<210> 736 
<211> 386 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 736 

Leu lie Val Ser Thr Gin Pro lie Thr Asp Arg Ser Ala Leu Ser Ala 
15 10 15 

Glu His Ala Glu Val lie Lys Ala Thr Leu Pro Leu Val Gly Gly Lys 
20 25 30 

lie Asn Glu lie Thr Pro Val Phe Tyr Asn Lys Met Phe Ala Ala His 
35 40 45 

Pro Glu Leu lie Ala Asn Thr Phe Asn Arg Gly Asn Gin Lys Gin Gly 
50 55 60 

Asp Gin Gin Lys Ala Leu Ala Ala Ser lie Ala Thr Phe Ala Thr Met 
65 70 75 80 

Leu Val Thr Pro Asp Ala Pro Asp Pro Val Gin Leu Leu Ser Arg lie 
85 90 95 

Gly His Lys His Val Ser Leu Gly lie Thr Ala Asp Gin Tyr Asp lie 
100 105 110 

Val His Glu His Leu Phe Ala Ala lie Val Glu Val Leu Gly Ala Glu 
115 120 125 

Thr Val Thr Ala Pro Val Ala Glu Ala Trp Asp Ala Val Tyr Trp lie 
130 135 140 

Met Ala Asn Val Leu lie Gly Phe Glu Asn Asn Leu Tyr Ala Ser Asn 
145 150 155 160 

Asp Leu Glu Pro Gly Asp Val Phe Arg Glu Val Thr Val Thr Ala Lys 
165 170 175 

Lys Gin Leu Ser Ala Thr Val Trp Glu Tyr Thr Leu Ala Gly Glu Leu 
180 185 190 

Val Ala Pro Glu Pro Gly Gin Tyr Thr Ser lie Gly Val Val Leu Asp 
195 200 205 

Asp Gly Ala Arg Gin Leu Arg Gin Tyr Ser Leu Leu Gly Gly Ser Asp 
210 215 220 

Thr Glu Tyr Arg lie Ala Val Glu Asp Asn Gly Glu Val Ser Gly Phe 
225 230 235 240 



Leu Arg Asp Arg Val Ser Val Gly Asp Lys lie Glu Ala Thr lie Ala 
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245 



250 



255 



Ala Gly Asp Leu Val Leu Asn Lys Asp 
260 265 



Thr Asn Pro Val Val Leu lie 
270 



Ser Gin Gly He Gly Ser Thr Pro Met 
275 280 



Val Gly Met Leu Ala Gly Met 
285 



Asn Pro Glu Arg Asp Val Val Val Leu 
290 295 



His Ala Asp Gin Ala Glu Ser 
300 



Thr Tyr Ala Gin Val Glu Glu Val Gin 
305 310 



Gly Leu Val Glu Lys Leu Pro 
315 320 



Lys Ala Ala Phe Glu He Phe Tyr Arg 
325 



Asp Asn Asp Gin Trp Leu Glu 
330 335 



Val Ala Gly Arg He Pro Ser Gly Ala 
340 345 



Ser Val Tyr Leu Cys Gly Gly 
350 



Val Glu Phe Leu Lys Asn Val Arg Glu 
355 360 



Gin He Glu Ala Leu Asp Glu 
365 



Gin Pro Arg Asp Val Asn Phe Glu Leu 
370 375 



Phe Ala Pro Asn Asp Trp Leu 
380 



He Ser 
385 



<210> 737 
<211> 1281 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1258) 
<223> FRXA02556 

<400> 737 

tgccatcata ttaaggccaa attgcttgga tcctgggatt tatttaatta gattaaatcc 60 

gtagaaatta gcccatgaag catggaaagg cgaaaacccc ttg ate gtt tec acc 115 

Leu He Val Ser Thr 
1 5 

cag ccc att act gat cgc age gca etc teg gca gaa cac gca gag gtg 163 
Gin Pro He Thr Asp Arg Ser Ala Leu Ser Ala Glu His Ala Glu Val 
10 15 20 

ate aaa gca acg ctt cct etc gtg ggc ggc aag att aat gag ate acg 211 
lie Lys Ala Thr Leu Pro Leu Val Gly Gly Lys He Asn Glu He Thr 
25 30 35 

ccg gtt ttc tac aac aag atg ttt gcg get cac cca gaa ttg ate get 259 
Pro Val Phe Tyr Asn Lys Met Phe Ala Ala His Pro Glu Leu He Ala 
40 45 50 



aac acc ttc aac ggt ggc aat cag aag caa ggc gat cag cag aag gcg 
Asn Thr Phe Asn Gly Gly Asn Gin Lys Gin Gly Asp Gin Gin Lys Ala 



307 
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55 



60 65 



ctg gcg get teg att gca acg ttt gec acc atg etc gtt act cct gat 
Leu Ala Ala Ser He Ala Thr Phe Ala Thr Met Leu Val Thr Pro Asp 
70 75 80 85 

get cct gac cca gtt cag ctg ctg tec cgc att ggc cac aag cac gtg 
Ala Pro Asp Pro Val Gin Leu Leu Ser Arg He Gly His Lys His Val 
90 95 100 

tec etc ggc att act get gat cag tac gac att gtt cac gag cac ctg 
Ser Leu Gly He Thr Ala Asp Gin Tyr Asp He Val His Glu His Leu 
105 HO li5 

ttc gee gca ate gtt gag gtt ttg gga gcg gaa act gtc acc gca cct 
Phe Ala Ala He Val Glu Val Leu Gly Ala Glu Thr Val Thr Ala Pro 
120 125 130 

gtc get gaa gee tgg gat get gtc tac tgg ate atg gca aat gtg ctg 
Val Ala Glu Ala Trp Asp Ala Val Tyr Trp He Met Ala Asn Val Leu 
135 140 145 

ate ggt ttt gag aac aac ctt tat get tec aac gat ctg gag cct ggc 
He Gly Phe Glu Asn Asn Leu Tyr Ala Ser Asn Asp Leu Glu Pro Gly 
150 155 160 165 

gac gtc ttc cgc gaa gtc acc gtg acc gcg aag aag cag etc age gca 
Asp Val Phe Arg Glu Val Thr Val Thr Ala Lys Lys Gin Leu Ser Ala 



170 



175 180 



acc gtc tgg gaa tac acc ctg gca ggt gag ctg gtt gee cca gag cca 
Thr Val Trp Glu Tyr Thr Leu Ala Gly Glu Leu Val Ala Pro Glu Pro 



185 



190 195 



ggt cag tac acc tec ate gga gta gtg ctt gac gac ggc gee cgc cag 
Glv Gin Tyr Thr Ser He Gly Val Val Leu Asp Asp Gly Ala Arg Gin 

^ O 1 A 



200 



205 210 



ctg cgc cag tac age ttg etc ggc ggc tec gac acc gag tac cgc att 
Leu Arg Gin Tyr Ser Leu Leu Gly Gly Ser Asp Thr Glu Tyr Arg He 

220 225 



215 



gcg gtt gag gat aac ggc gag gtt tct gga ttc ctg cgt gat cgc gta 
Ala Val Glu Asp Asn Gly Glu Val Ser Gly Phe Leu Arg Asp Arg Val 

240 245 



230 235 



tec gtt ggt gac aag att gaa gee acc ate gcg gec ggc gac ctg gtt 
Ser Val Gly Asp Lys He Glu Ala Thr He Ala Ala Gly Asp Leu Val 



250 



255 260 



ctt aac aag gac acc aat cca gtt gtg ctg att tee cag ggc ate ggc 
Leu Asn Lys Asp Thr Asn Pro Val Val Leu He Ser Gin Gly He Gly 



355 



403 



451 



4 99 



547 



595 



643 



691 



739 



787 



835 



883 



931 



265 



270 275 



tec acc cca atg gtg ggc atg etc gca ggt atg aac cct gaa cgt gac 
Ser Thr Pro Met Val Gly Met Leu Ala Gly Met Asn Pro Glu Arg Asp 
280 285 290 

qtt gtg gtt ttg cat get gac cag gee gag tec acc tac gcg cag gtg 
Val Val Val Leu His Ala Asp Gin Ala Glu Ser Thr Tyr Ala Gin Val 
295 300 305 



979 



1027 
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gag gaa gtg cag ggg etc gtc gaa aag etc cct aag get gcg ttt gaa 1075 
Glu Glu Val Gin Gly Leu Val Glu Lys Leu Pro Lys Ala Ala Phe Glu 
310 315 320 325 

ate ttc tac cgc gac aac gac cag tgg etc gag gtc get ggc cgc att 1123 
He Phe Tyr Arg Asp Asn Asp Gin Trp Leu Glu Val Ala Gly Arg He 
330 335 340 

cca tea ggt gcg tec gtg tac ctg tgc ggt ggc gtg gaa ttc ttg aag 1171 
Pro Ser Gly Ala Ser Val Tyr Leu Cys Gly Gly Val Glu Phe Leu Lys 
345 350 355 

aac gtg cgt gag cag ate gag gcg etc gat gag cag cct cgc gac gta 1219 
Asn Val Arg Glu Gin He Glu Ala Leu Asp Glu Gin Pro Arg Asp Val 
360 365 370 

aac ttc gag etc ttc gca cca aac gac tgg ctg att tec taagcccaca 1268 
Asn Phe Glu Leu Phe Ala Pro Asn Asp Trp Leu He Ser 
375 380 385 

ccccagaact tec 1281 



<210> 738 
<211> 386 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 738 

Leu He Val Ser Thr Gin Pro He Thr Asp Arg Ser Ala Leu Ser Ala 
15 10 15 

Glu His Ala Glu Val He Lys Ala Thr Leu Pro Leu Val Gly Gly Lys 
20 25 30 

He Asn Glu He Thr Pro Val Phe Tyr Asn Lys Met Phe Ala Ala His 
35 40 45 

Pro Glu Leu He Ala Asn Thr Phe Asn Gly Gly Asn Gin Lys Gin Gly 
50 55 60 

Asp Gin Gin Lys Ala Leu Ala Ala Ser He Ala Thr Phe Ala Thr Met 
65 70 75 80 

Leu Val Thr Pro Asp Ala Pro Asp Pro Val Gin Leu Leu Ser Arg He 
85 90 95 

Gly His Lys His Val Ser Leu Gly He Thr Ala Asp Gin Tyr Asp He 
100 105 110 

Val His Glu His Leu Phe Ala Ala He Val Glu Val Leu Gly Ala Glu 
115 120 125 

Thr Val Thr Ala Pro Val Ala Glu Ala Trp Asp Ala Val Tyr Trp He 
130 135 140 

Met Ala Asn Val Leu He Gly Phe Glu Asn Asn Leu Tyr Ala Ser Asn 
145 150 155 160 



Asp Leu Glu Pro Gly Asp Val Phe Arg Glu Val Thr Val Thr Ala Lys 
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165 



170 



175 



Lys Gin Leu Ser Ala Thr Val Trp Glu Tyr Thr Leu Ala Gly Glu Leu 
180 185 190 

Val Ala Pro Glu Pro Gly Gin Tyr Thr Ser lie Gly Val Val Leu Asp 
195 200 205 

Asp Gly Ala Arg Gin Leu Arg Gin Tyr Ser Leu Leu Gly Gly Ser Asp 
210 215 220 

Thr Glu Tyr Arg lie Ala Val Glu Asp Asn Gly Glu Val Ser Gly Phe 
225 230 235 240 

Leu Arg Asp Arg Val Ser Val Gly Asp Lys lie Glu Ala Thr lie Ala 
245 250 255 

Ala Gly Asp Leu Val Leu Asn Lys Asp Thr Asn Pro Val Val Leu lie 
260 265 270 

Ser Gin Gly lie Gly Ser Thr Pro Met Val Gly Met Leu Ala Gly Met 
275 280 285 

Asn Pro Glu Arg Asp Val Val Val Leu His Ala Asp Gin Ala Glu Ser 
290 295 300 

Thr Tyr Ala Gin Val Glu Glu Val Gin Gly Leu Val Glu Lys Leu Pro 
305 310 315 320 

Lys Ala Ala Phe Glu lie Phe Tyr Arg Asp Asn Asp Gin Trp Leu Glu 
325 330 335 

Val Ala Gly Arg lie Pro Ser Gly Ala Ser Val Tyr Leu Cys Gly Gly 
340 345 350 

Val Glu Phe Leu Lys Asn Val Arg Glu Gin lie Glu Ala Leu Asp Glu 
355 360 365 



Gin Pro Arg Asp Val Asn Phe Glu Leu Phe Ala Pro Asn Asp Trp Leu 
370 375 380 



lie Ser 
385 



<210> 739 
<211> 1200 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1177) 
<223> RXA01392 

<400> 739 

gtctgcaatc accccgaaca tttgttcaat cgttgatttt cattccactt cgtaatattg 60 



ttgacatatc atctaaattt ccaagagagg acaccacaca gtg get aac acg tea 115 

Val Ala Asn Thr Ser 
1 5 
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tec gat tgg gca ggc gec cca caa aat gca tea gca gac ggc gag ttc 163 
Ser Asp Trp Ala Gly Ala Pro Gin Asn Ala Ser Ala Asp Gly Glu Phe 
10 15 20 

gtt cgc gat acc aac tac ate gat gac cgc ate gtc gca gac gtt cca 211 
Val Arg Asp Thr Asn Tyr lie Asp Asp Arg lie Val Ala Asp Val Pro 
25 30 35 

gcg gga tec gaa cca att get cag gaa gat ggc act ttc cat tgg cct 259 
Ala Gly Ser Glu Pro lie Ala Gin Glu Asp Gly Thr Phe His Trp Pro 
40 45 50 

gtc gag get ggt cgc tac cgt tta gtc get gee cgc gca tgt cca tgg 307 
Val Glu Ala Gly Arg Tyr Arg Leu Val Ala Ala Arg Ala Cys Pro Trp 
55 60 65 

gca cac cgc act gtt ate acc cgt cgt ctt etc ggc ctg gag aac gtg 355 
Ala His Arg Thr Val lie Thr Arg Arg Leu Leu Gly Leu Glu Asn Val 
70 75 80 85 

ate teg ctt ggt ctg acc ggc ccg act cac gac gtt cgt tec tgg act 403 
lie Ser Leu Gly Leu Thr Gly Pro Thr His Asp Val Arg Ser Trp Thr 
90 95 100 

ttc gat tta gat cca aac cat ctt gat ccc gtg ctg cag att cct cgt 451 
Phe Asp Leu Asp Pro Asn His Leu Asp Pro Val Leu Gin lie Pro Arg 
105 110 115 

eta cag gac gcg tat ttc aac cgc ttc ccc gat tac ccg cgc ggc att 499 
Leu Gin Asp Ala Tyr Phe Asn Arg Phe Pro Asp Tyr Pro Arg Gly lie 
120 125 130 

act gtc cca gcg etc gtg gag gaa teg tct aag aag gtc gtc acc aac 547 
Thr Val Pro Ala Leu Val Glu Glu Ser Ser Lys Lys Val Val Thr Asn 
135 140 145 

gat tac cct tec ate acc ate gat ttc aat ctt gag tgg aag cag ttc 595 
Asp Tyr Pro Ser lie Thr lie Asp Phe Asn Leu Glu Trp Lys Gin Phe 
150 155 160 165 

cac cgt gag ggt gcg cct aac etc tac ccc gcg gag ctg cgc gag gag 643 
His Arg Glu Gly Ala Pro Asn Leu Tyr Pro Ala Glu Leu Arg Glu Glu 
170 175 180 

atg gcg ccg gtg atg aag cgc ate ttc act gag gtc aac aac ggc gta 691 
Met Ala Pro Val Met Lys Arg lie Phe Thr Glu Val Asn Asn Gly Val 
185 190 195 

tac agg acc ggc ttt gee ggt age cag gaa gcg cac aac gag gcg tac 739 
Tyr Arg Thr Gly Phe Ala Gly Ser Gin Glu Ala His Asn Glu Ala Tyr 
200 205 210 

aag egg ctt tgg gtt gcg ttg gac tgg eta gaa gat cgc tta teg acg 787 
Lys Arg Leu Trp Val Ala Leu Asp Trp Leu Glu Asp Arg Leu Ser Thr 
215 220 225 

cga cgt tac etc atg ggg gat cac ate acc gag gcg gat ate cgc etc 835 
Arg Arg Tyr Leu Met Gly Asp His lie Thr Glu Ala Asp He Arg Leu 
230 235 240 245 
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tac cca acc etc gtg cgt ttc gat gec gtc tac cac gga cac ttc aag 
Tyr Pro Thr Leu Val Arg Phe Asp Ala Val Tyr His Gly His Phe Lys 
250 255 260 

tgt ggc cgc aac aag ate acc gaa atg ccg aat eta tgg ggc tac ctg 
Cys Gly Arg Asn Lys He Thr Glu Met Pro Asn Leu Trp Gly Tyr Leu 
265 270 275 

egg gat ctt ttc cag acc cca ggc ttt ggc gac acc acc gat ttc acc 
Arg Asp Leu Phe Gin Thr Pro Gly Phe Gly Asp Thr Thr Asp Phe Thr 
280 285 290 



ggc cgt gaa aag etc ggc gga tec cca ttt get gaa ggt gtt act ctg 
Gly Arg Glu Lys Leu Gly Gly Ser Pro Phe Ala Glu Gly Val Thr Leu 
330 335 340 



cag aag taactaaggc cgcaatccct cga 
Gin Lys 



883 



931 



979 



1027 



gaa ate aag cag cac tac tac ate acc cac gcg gag att aac ccc acc 
Glu He Lys Gin His Tyr Tyr He Thr His Ala Glu He Asn Pro Thr 
295 300 305 

egg ate gtt cca gtc gga cca gat ctg tct ggt ttc gcg aca cca cac 1075 
Arg He Val Pro Val Gly Pro Asp Leu Ser Gly Phe Ala Thr Pro His 
310 315 320 325 



1123 



cct ggc cca att cct gcg ggc gaa gaa gtg aaa aac cct gaa cct ttt 1171 
Pro Gly Pro He Pro Ala Gly Glu Glu Val Lys Asn Pro Glu Pro Phe 
345 350 355 



1200 



<210> 740 
<211> 359 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 740 

Val Ala Asn Thr Ser Ser Asp Trp Ala Gly Ala Pro Gin Asn Ala Ser 
15 10 15 

Ala Asp Gly Glu Phe Val Arg Asp Thr Asn Tyr He Asp Asp Arg He 
20 25 30 

Val Ala Asp Val Pro Ala Gly Ser Glu Pro He Ala Gin Glu Asp Gly 
35 40 45 

Thr Phe His Trp Pro Val Glu Ala Gly Arg Tyr Arg Leu Val Ala Ala 
50 55 60 

Arg Ala Cys Pro Trp Ala His Arg Thr Val He Thr Arg Arg Leu Leu 
65 70 75 80 

Gly Leu Glu Asn Val He Ser Leu Gly Leu Thr Gly Pro Thr His Asp 
85 90 95 

Val Arg Ser Trp Thr Phe Asp Leu Asp Pro Asn His Leu Asp Pro Val 
100 105 HO 

Leu Gin He Pro Arg Leu Gin Asp Ala Tyr Phe Asn Arg Phe Pro Asp 
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115 120 125 

Tyr Pro Arg Gly lie Thr Val Pro Ala Leu Val Glu Glu Ser Ser Lys 
130 135 140 

Lys Val Val Thr Asn Asp Tyr Pro Ser lie Thr lie Asp Phe Asn Leu 
145 150 155 160 

Glu Trp Lys Gin Phe His Arg Glu Gly Ala Pro Asn Leu Tyr Pro Ala 
165 170 175 

Glu Leu Arg Glu Glu Met Ala Pro Val Met Lys Arg He Phe Thr Glu 
180 185 190 

Val Asn Asn Gly Val Tyr Arg Thr Gly Phe Ala Gly Ser Gin Glu Ala 
195 200 205 

His Asn Glu Ala Tyr Lys Arg Leu Trp Val Ala Leu Asp Trp Leu Glu 
210 215 220 

Asp Arg Leu Ser Thr Arg Arg Tyr Leu Met Gly Asp His He Thr Glu 
225 230 235 240 

Ala Asp He Arg Leu Tyr Pro Thr Leu Val Arg Phe Asp Ala Val Tyr 
245 250 255 

His Gly His Phe Lys Cys Gly Arg Asn Lys He Thr Glu Met Pro Asn 
260 265 270 

Leu Trp Gly Tyr Leu Arg Asp Leu Phe Gin Thr Pro Gly Phe Gly Asp 
275 280 285 

Thr Thr Asp Phe Thr Glu He Lys Gin His Tyr Tyr He Thr His Ala 
290 295 300 

Glu He Asn Pro Thr Arg He Val Pro Val Gly Pro Asp Leu Ser Gly 
305 310 315 320 

Phe Ala Thr Pro His Gly Arg Glu Lys Leu Gly Gly Ser Pro Phe Ala 
325 330 335 

Glu Gly Val Thr Leu Pro Gly Pro He Pro Ala Gly Glu Glu Val Lys 
340 345 350 

Asn Pro Glu Pro Phe Gin Lys 
355 



<210> 741 
<211> 1227 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1204) 
<223> RXA00800 



<400> 741 

gactccgcag ggatggccta caagtacggt cacggactta atttctagat tgtaggtagt 
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ctcgtgggca caactgaaat cttattgaaa aggagtgtcc atg age act gta gtg 115 

Met Ser Thr Val Val 
1 5 

cct gga att gtc gca ctg tec aag ggt gca ccg gta gaa aaa gta aac 163 
Pro Gly lie Val Ala Leu Ser Lys Gly Ala Pro Val Glu Lys Val Asn 
10 15 20 

gtt gtt gtc cct gat cca ggt get aac gat gtc ate gtc aag att cag 211 
Val Val Val Pro Asp Pro Gly Ala Asn Asp Val lie Val Lys lie Gin 
25 30 35 

gec tgc ggt gtg tgc cac acc gac ttg gec tac cgc gat ggc gat att 259 
Ala Cys Gly Val Cys His Thr Asp Leu Ala Tyr Arg Asp Gly Asp lie 
40 45 50 

tea gat gag ttc cct tac etc etc ggc cac gag gca gca ggc att gtt 307 
Ser Asp Glu Phe Pro Tyr Leu Leu Gly His Glu Ala Ala Gly lie Val 
55 60 65 

gag gag gta ggc gag tec gtc acc cac gtt gag gtc ggc gat ttc gtc 355 
Glu Glu Val Gly Glu Ser Val Thr His Val Glu Val Gly Asp Phe Val 
70 75 80 85 

ate ttg aac tgg cgt gca gtg tgc ggc gag tgc cgt gca tgt aag aag 403 
lie Leu Asn Trp Arg Ala Val Cys Gly Glu Cys Arg Ala Cys Lys Lys 
90 95 100 

ggc gag cca aag tac tgc ttt aac acc cac aac gec tct aag aag atg 451 
Gly Glu Pro Lys Tyr Cys Phe Asn Thr His Asn Ala Ser Lys Lys Met 
105 110 115 

acc ctg gaa gac ggc acc gag ctg tec cca gca ctg ggt att ggc gcg 499 
Thr Leu Glu Asp Gly Thr Glu Leu Ser Pro Ala Leu Gly lie Gly Ala 
120 125 130 

ttc ttg gaa aag acc ctg gtc cac gaa ggc cag tgc acc aag gtt aac 547 
Phe Leu Glu Lys Thr Leu Val His Glu Gly Gin Cys Thr Lys Val Asn 
135 140 145 

cct gag gaa gat cca gca gca get ggc ctt ctg ggt tgt ggc ate atg 595 
Pro Glu Glu Asp Pro Ala Ala Ala Gly Leu Leu Gly Cys Gly lie Met 
150 155 160 165 

gca ggc ctt ggc get gcg gtg aac acc ggt gat att aag cgt ggc gag 643 
Ala Gly Leu Gly Ala Ala Val Asn Thr Gly Asp lie Lys Arg Gly Glu 
170 175 180 

tec gta gca gtc ttc ggc ctt ggt ggc gtg ggc atg gca get att get 691 
Ser Val Ala Val Phe Gly Leu Gly Gly Val Gly Met Ala Ala He Ala 
185 190 195 

ggc gec aag att get ggc get tec aag ate att get gtt gat ate gat 739 
Gly Ala Lys He Ala Gly Ala Ser Lys He He Ala Val Asp He Asp 
200 205 210 

gag aag aag ctg gag tgg gcg aag gaa ttc ggc gca acc cac acc att 787 
Glu Lys Lys Leu Glu Trp Ala Lys Glu Phe Gly Ala Thr His Thr He 
215 220 225 



aat tec tct ggt ctt ggt ggc gaa ggt gat gee tct gag gtc gtg gca 



835 
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Asn Ser Ser Gly Leu Gly Gly Glu Gly Asp Ala Ser Glu Val Val Ala 
230 235 240 245 

aag gtt cgt gag etc acc gat ggt ttc ggc acc gat gtc tec ate gat 
Lvs Val Arg Glu Leu Thr Asp Gly Phe Gly Thr Asp Val Ser lie Asp 
250 255 260 

gcg gta ggc ate atg ccg acc tgg cag cag gcg ttt tac tec cgt gac 
Ala Val Gly He Met Pro Thr Trp Gin Gin Ala Phe Tyr Ser Arg Asp 
265 270 275 

cat gca ggc cgc atg gtg atg gtg ggc gtt cca aac ctg acg tct cgc 
His Ala Gly Arg Met Val Met Val Gly Val Pro Asn Leu Thr Ser Arg 
280 285 290 



cct gca tgg tac ggc gac tgc ctg cct gag cgt gat ttc cca act tat 
Pro Ala Trp Tyr Gly Asp Cys Leu Pro Glu Arg Asp Phe Pro Thr Tyr 

315 320 325 



310 



883 



931 



97 9 



gta gat gtt cct gcg att gat ttt tac ggt cgc ggt gga tec gtg cgc 1027 
Val Asp Val Pro Ala He Asp Phe Tyr Gly Arg Gly Gly Ser Val Arg 
295 300 305 



1075 



gtg gat ctg cac ctg cag ggt cgt ttc cca ctg gat aag ttt gtt tct 1123 
Val Asp Leu His Leu Gin Gly Arg Phe Pro Leu Asp Lys Phe Val Ser 
330 335 340 

gag cgt att ggt ctt gat gat gtt gaa gag get ttc aac acc atg aag 1171 
Glu Arg He Gly Leu Asp Asp Val Glu Glu Ala Phe Asn Thr Met Lys 
345 350 355 

get ggc gac gtg ctg cgt tct gtg gtg gag ate taaatggctc aegaeggatt 1224 
Ala Gly Asp Val Leu Arg Ser Val Val Glu He 
360 365 



gcg 



1227 



<210> 742 
<211> 368 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 742 

Met Ser Thr Val Val Pro Gly He Val Ala Leu Ser Lys Gly Ala Pro 
15 10 15 

Val Glu Lys Val Asn Val Val Val Pro Asp Pro Gly Ala Asn Asp Val 
20 25 30 

He Val Lys He Gin Ala Cys Gly Val Cys His Thr Asp Leu Ala Tyr 
35 40 45 

Arg Asp Gly Asp He Ser Asp Glu Phe Pro Tyr Leu Leu Gly His Glu 
50 55 60 

Ala Ala Gly He Val Glu Glu Val Gly Glu Ser Val Thr His Val Glu 
65 70 75 80 

Val Gly Asp Phe Val He Leu Asn Trp Arg Ala Val Cys Gly Glu Cys 
85 90 95 
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Arg Ala Cys Lys 
100 



Ala Ser Lys Lys 
115 

Leu Gly He Gly 
130 

Cys Thr Lys Val 
145 

Gly Cys Gly He 



He Lys Arg Gly 
180 

Met Ala Ala He 
195 

Ala Val Asp He 
210 

Ala Thr His Thr 
225 

Ser Glu Val Val 



Asp Val Ser He 
260 

Phe Tyr Ser Arg 
275 

Asn Leu Thr Ser 
290 

Gly Gly Ser Val 
305 

Asp Phe Pro Thr 



Asp Lys Phe Val 
340 

Phe Asn Thr Met 
355 



Lys Gly Glu Pro 



Met Thr Leu Glu 
120 

Ala Phe Leu Glu 
135 

Asn Pro Glu Glu 
150 

Met Ala Gly Leu 
165 

Glu Ser Val Ala 



Ala Gly Ala Lys 
200 



Asp Glu Lys Lys 
215 

He Asn Ser Ser 
230 

Ala Lys Val Arg 
245 

Asp Ala Val Gly 



Asp His Ala Gly 
280 

Arg Val Asp Val 
295 

Arg Pro Ala Trp 
310 

Tyr Val Asp Leu 
325 

Ser Glu Arg He 



Lys Ala Gly Asp 
360 



Lys Tyr Cys Phe 
105 

Asp Gly Thr Glu 



Lys Thr Leu Val 
140 

Asp Pro Ala Ala 
155 

Gly Ala Ala Val 
170 

Val Phe Gly Leu 
185 

He Ala Gly Ala 



Leu Glu Trp Ala 
220 

Gly Leu Gly Gly 
235 

Glu Leu Thr Asp 
250 

He Met Pro Thr 
265 

Arg Met Val Met 



Pro Ala He Asp 
300 

Tyr Gly Asp Cys 
315 

His Leu Gin Gly 
330 

Gly Leu Asp Asp 
345 

Val Leu Arg Ser 



Asn Thr His Asn 
110 

Leu Ser Pro Ala 
125 

His Glu Gly Gin 



Ala Gly Leu Leu 
160 



Asn Thr Gly Asp 
175 

Gly Gly Val Gly 
190 

Ser Lys He He 
205 

Lys Glu Phe Gly 



Glu Gly Asp Ala 
240 

Gly Phe Gly Thr 
255 

Trp Gin Gin Ala 
270 

Val Gly Val Pro 
285 

Phe Tyr Gly Arg 



Leu Pro Glu Arg 
320 

Arg Phe Pro Leu 
335 

Val Glu Glu Ala 
350 

Val Val Glu He 
365 



<210> 743 
<211> 1011 
<212> DNA 

<213> Corynebacterium glutamicum 
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<220> 

<221> CDS 

<222> (101) . . (988) 

<223> RXA02143 

<400> 743 

tcttcatcac tatttacttc attcagtagg cagtaaggaa tcctcaacgt tgttgaggtt 60 



ccctatgccc ttcacttcca cagtcgagat tcaaagggaa atg atg gaa acc aac 

Met Met Glu Thr Asn 
1 5 



115 



ccg cag acc cca gag gga aat age atg get aaa ccc tct get aag aag 
Pro Gin Thr Pro Glu Gly Asn Ser Met Ala Lys Pro Ser Ala Lys Lys 
10 15 20 



163 



gtc aag aat cgc cgc aag gtc egg cgc acc gtc gca ggt gca ttg get 
Val Lys Asn Arg Arg Lys Val Arg Arg Thr Val Ala Gly Ala Leu Ala 
25 30 35 



211 



ctg acc att gga ctg age gga gca gga ate etc gca acc gcg ate act 
Leu Thr lie Gly Leu Ser Gly Ala Gly He Leu Ala Thr Ala He Thr 
40 45 50 



259 



cca gat get caa gtt get acc get cag cgt gac gat cag gca ctt ate 
Pro Asp Ala Gin Val Ala Thr Ala Gin Arg Asp Asp Gin Ala Leu He 
55 60 65 



307 



tec gag ggt aaa gac etc tac gat gtc gec tgc ate acc tgc cac ggc 
Ser Glu Gly Lys Asp Leu Tyr Asp Val Ala Cys lie Thr Cys His Gly 
70 75 80 85 



355 



gta aac etc caa ggt gtt gag gac cgc ggt cct tec etc gta ggt gtt 
Val Asn Leu Gin Gly Val Glu Asp Arg Gly Pro Ser Leu Val Gly Val 
90 95 100 



403 



ggc gaa ggc gca gtg tac ttc caa gtt cac tec ggc cgt atg cca ata 
Gly Glu Gly Ala Val Tyr Phe Gin Val His Ser Gly Arg Met Pro He 
105 110 115 



451 



ctg cgt aac gag get cag get gag cgc aag get cct cgt tac acc gag 
Leu Arg Asn Glu Ala Gin Ala Glu Arg Lys Ala Pro Arg Tyr Thr Glu 
120 125 130 



499 



gca cag acc ctt gcg ate get gca tat gtt gca get aat ggc ggt ggc 
Ala Gin Thr Leu Ala He Ala Ala Tyr Val Ala Ala Asn Gly Gly Gly 
135 140 145 



547 



cca gga etc gtt tac aac gag gac ggc acc etc gee atg gag gag etc 
Pro Gly Leu Val Tyr Asn Glu Asp Gly Thr Leu Ala Met Glu Glu Leu 
150 155 160 165 



595 



cgt ggc gaa aac tac gac gga cag att acc tec gee gac gtc get cgc 
Arg Gly Glu Asn Tyr Asp Gly Gin He Thr Ser Ala Asp Val Ala Arg 
170 175 180 



643 



ggc gga gat ctg ttc cgc ctg aac tgt gca tec tgc cac aac ttc act 
Gly Gly Asp Leu Phe Arg Leu Asn Cys Ala Ser Cys His Asn Phe Thr 
185 190 195 



691 



ggt cgt ggt ggc gca ctg tec tct ggt aag tac gca cca aac ctg gat 



739 
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Gly Arg Gly Gly Ala Leu Ser Ser Gly Lys Tyr Ala Pro Asn Leu Asp 



200 



205 210 



get gca aac gag cag gaa ate tac cag get atg ctt acc ggt cct cag 787 
Ala Ala Asn Glu Gin Glu He Tyr Gin Ala Met Leu Thr Gly Pro Gin 
215 220 225 

aac atg cct aag ttc tec gat cgt cag etc tec gca gat gag aag aag 
Asn Met Pro Lys Phe Ser Asp Arg Gin Leu Ser Ala Asp Glu Lys Lys 
230 235 240 245 

gac ate ate gee ttc ate aag tec acc aag gag act cca tea cct ggt 
Asp He He Ala Phe lie Lys Ser Thr Lys Glu Thr Pro Ser Pro Gly 
250 



255 260 



gqt tac tea etc ggt age ttg ggc cca gtg get gag ggt ctg ttc atg 
Gly Tyr Ser Leu Gly Ser Leu Gly Pro Val Ala Glu Gly Leu Phe Met 



265 



270 275 



tgg gta ttc ggc ate ttg gtc etc gtg gee gee get atg tgg att gga 
Trp Val Phe Gly He Leu Val Leu Val Ala Ala Ala Met Trp He Gly 
280 285 290 



tea cgt tea tgagtaacaa caacgacaaa cag 
Ser Arg Ser 
295 



835 



883 



931 



979 



1011 



<210> 744 
<211> 296 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 744 

Met Met Glu Thr Asn Pro Gin Thr Pro Glu Gly Asn Ser Met Ala Lys 
15 10 15 

Pro Ser Ala Lys Lys Val Lys Asn Arg Arg Lys Val Arg Arg Thr Val 
20 25 30 

Ala Gly Ala Leu Ala Leu Thr He Gly Leu Ser Gly Ala Gly He Leu 
35 40 45 

Ala Thr Ala He Thr Pro Asp Ala Gin Val Ala Thr Ala Gin Arg Asp 
50 55 60 

Gin Ala Leu He Ser Glu Gly Lys Asp Leu Tyr Asp Val Ala Cys 



Asp 

65 70 



75 80 



He Thr Cys His Gly Val Asn Leu Gin Gly Val Glu Asp Arg Gly Pro 
85 90 95 

Ser Leu Val Gly Val Gly Glu Gly Ala Val Tyr Phe Gin Val His Ser 
100 105 HO 

Glv Arq Met Pro He Leu Arg Asn Glu Ala Gin Ala Glu Arg Lys Ala 
115 120 125 

Pro Arg Tyr Thr Glu Ala Gin Thr Leu Ala He Ala Ala Tyr Val Ala 
130 135 140 
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Ala Asn Gly Gly 
145 

Ala Met Glu Glu 



Ala Asp Val Ala 
180 

Cys His Asn Phe 
195 

Ala Pro Asn Leu 
210 

Leu Thr Gly Pro 
225 

Ala Asp Glu Lys 



Thr Pro Ser Pro 
260 

Glu Gly Leu Phe 
275 

Ala Met Trp lie 
290 



Gly Pro Gly Leu 
150 

Leu Arg Gly Glu 
165 

Arg Gly Gly Asp 



Thr Gly Arg Gly 
200 

Asp Ala Ala Asn 
215 

Gin Asn Met Pro 
230 

Lys Asp lie lie 
245 

Gly Gly Tyr Ser 



Met Trp Val Phe 
280 

Gly Ser Arg Ser 
295 



Val Tyr Asn Glu 
155 

Asn Tyr Asp Gly 
170 

Leu Phe Arg Leu 
185 

Gly Ala Leu Ser 



Glu Gin Glu lie 
220 

Lys Phe Ser Asp 

235 

Ala Phe lie Lys 
250 

Leu Gly Ser Leu 
265 

Gly lie Leu Val 



Asp Gly Thr Leu 
160 

Gin He Thr Ser 
175 

Asn Cys Ala Ser 
190 

Ser Gly Lys Tyr 
205 

Tyr Gin Ala Met 



Arg Gin Leu Ser 
240 

Ser Thr Lys Glu 
255 

Gly Pro Val Ala 
270 

Leu Val Ala Ala 
285 



<210> 745 
<211> 502 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (502) 

<223> RXN03096 

<400> 745 

aagatcatgc tcatcgaagc cggcgcccga agatggcagt tggctggcat gggtccttat 60 

cgcaggcgcc gttgtcacct cactgctcac cttgtacacc atg gtt ctg gtc tgg 115 

Met Val Leu Val Trp 
1 5 



tec aag gec ttc tgg cgc gac cgt aaa gac gec ccc gat gga gca acc 
Ser Lys Ala Phe Trp Arg Asp Arg Lys Asp Ala Pro Asp Gly Ala Thr 
10 15 20 



163 



gca eta gca aga ccc gca cct ttg gta gat ate caa gac gaa gtc gec 211 
Ala Leu Ala Arg Pro Ala Pro Leu Val Asp He Gin Asp Glu Val Ala 
25 30 35 



gtt aaa gac cgc aac gat gtc gga egg atg cct tgg ggc atg gtc ttc 

Val Lys Asp Arg Asn Asp Val Gly Arg Met Pro Trp Gly Met Val Phe 

40 45 50 

tec act gec ctg ttg gtt tec gca tec ctt get gta tee gtg etc gca 



259 



307 
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Ser Thr Ala Leu Leu Val Ser Ala Ser Leu Ala Val Ser Val Leu Ala 
55 60 65 



gga cca ctg tea tct att act gga cgc gec gec gaa tec gca caa gat 
Gly Pro Leu Ser Ser lie Thr Gly Arg Ala Ala Glu Ser Ala Gin Asp 
70 75 80 85 



355 



gtc aac ate tac cgc gec gca gta etc ggc cca act acc teg acc cat 
Val Asn He Tyr Arg Ala Ala Val Leu Gly Pro Thr Thr Ser Thr His 
90 95 100 



403 



cac gca cac teg aga tgg age gtt acg acg cca acc gcg atg aca tea 
His Ala His Ser Arg Trp Ser Val Thr Thr Pro Thr Ala Met Thr Ser 
105 110 115 



451 



acc acc gcg teg aca cca atg gaa egg agg acc aac cat gat cag tgg 
Thr Thr Ala Ser Thr Pro Met Glu Arg Arg Thr Asn His Asp Gin Trp 
120 125 130 



499 



att 
He 



502 



<210> 746 
<211> 134 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 746 

Met Val Leu Val Trp Ser Lys Ala Phe Trp Arg Asp Arg Lys Asp Ala 
15 10 15 

Pro Asp Gly Ala Thr Ala Leu Ala Arg Pro Ala Pro Leu Val Asp He 
20 25 30 

Gin Asp Glu Val Ala Val Lys Asp Arg Asn Asp Val Gly Arg Met Pro 
35 40 45 

Trp Gly Met Val Phe Ser Thr Ala Leu Leu Val Ser Ala Ser Leu Ala 
50 55 60 

Val Ser Val Leu Ala Gly Pro Leu Ser Ser He Thr Gly Arg Ala Ala 
65 70 75 80 

Glu Ser Ala Gin Asp Val Asn He Tyr Arg Ala Ala Val Leu Gly Pro 
85 90 95 

Thr Thr Ser Thr His His Ala His Ser Arg Trp Ser Val Thr Thr Pro 
100 105 110 

Thr Ala Met Thr Ser Thr Thr Ala Ser Thr Pro Met Glu Arg Arg Thr 
115 120 125 



Asn His Asp Gin Trp He 
130 



<210> 747 
<211> 504 
<212> DNA 
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<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (481) 

<223> RXN02036 

<400> 747 

ctaaaatgga aggcaatgga tacccgccgc atgaacctcc gccaatggaa aatcctcgtt 60 

gccctcatct ctgctgcagt ggcggctctc ggagggtggt gtg cat att cct ttt 115 

Val His lie Pro Phe 
1 5 

ggg cac etc gec gac acc gtc tec tgg gac tgc ggg gga ggc age tgc 163 
Gly His Leu Ala Asp Thr Val Ser Trp Asp Cys Gly Gly Gly Ser Cys 
10 15 20 

gec acc aac gat ttg gta tec ctg ttc atg ccg gec gec ttc atg agt 211 
Ala Thr Asn Asp Leu Val Ser Leu Phe Met Pro Ala Ala Phe Met Ser 
25 30 35 

acc etc gee gec tgc gta ttt ggc gcg tgg gee ata ggt ttg ate get 259 
Thr Leu Ala Ala Cys Val Phe Gly Ala Trp Ala lie Gly Leu lie Ala 
40 45 50 

ccc gca eta ttc ate gcg gtg act gec tgg gca ttt cgc tec ggc gtg 307 
Pro Ala Leu Phe lie Ala Val Thr Ala Trp Ala Phe Arg Ser Gly Val 
55 60 65 

cag get gcg att gee gac ggc tac acg tec gcg act tec gtc ggc ttc 355 
Gin Ala Ala He Ala Asp Gly Tyr Thr Ser Ala Thr Ser Val Gly Phe 
70 75 80 85 

gaa atg act gtc teg etc att ctt ttc ate ate gca ggt ctg tgc ttt 403 
Glu Met Thr Val Ser Leu He Leu Phe He He Ala Gly Leu Cys Phe 
90 95 100 

ctg ggc tgg ate ccc atg ttc ate aac aac cgc caa gtc gcg cgc aag 451 
Leu Gly Trp He Pro Met Phe He Asn Asn Arg Gin Val Ala Arg Lys 
105 110 115 

gtc cgc gag agg get gcg ggc ttg age aat taggctctcg cttttcgacg 501 
Val Arg Glu Arg Ala Ala Gly Leu Ser Asn 
120 125 

ttt 504 



<210> 748 
<211> 127 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 748 

Val His He Pro Phe Gly His Leu Ala Asp Thr Val Ser Trp Asp Cys 
15 10 15 

Gly Gly Gly Ser Cys Ala Thr Asn Asp Leu Val Ser Leu Phe Met Pro 
20 25 30 
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Ala Ala Phe Met Ser Thr Leu Ala Ala Cys Val Phe Gly Ala Trp Ala 

35 40 45 

He Gly Leu He Ala Pro Ala Leu Phe He Ala Val Thr Ala Trp Ala 

50 55 60 

Phe Arg Ser Gly Val Gin Ala Ala He Ala Asp Gly Tyr Thr Ser Ala 

65 70 75 80 

Thr Ser Val Gly Phe Glu Met Thr Val Ser Leu He Leu Phe He He 
85 90 95 

Ala Gly Leu Cys Phe Leu Gly Trp He Pro Met Phe He Asn Asn Arg 

100 105 HO 

Gin Val Ala Arg Lys Val Arg Glu Arg Ala Ala Gly Leu Ser Asn 

115 120 125 



<210> 749 
<211> 882 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (859) 

<223> RXN02765 

<400> 749 

tctgaacttt tccgcatcga cccagatgag gtttaccccg acgacgacgc cacctgcgaa 60 

ttcaacccat ggccgtatcc tcgcggattt taggagataa atg tct aat caa tta 115 

Met Ser Asn Gin Leu 
1 5 



ccc gat cac gtc cgc gac gcc ttc caa gta ggt gcg gga cct gcc gaa 
Pro Asp His Val Arg Asp Ala Phe Gin Val Gly Ala Gly Pro Ala Glu 
10 15 20 



cgc gaa acc ctg aaa cca gaa ggc gtg cgc gtc gta cga ccg ate cgc 
Arg Glu Thr Leu Lys Pro Glu Gly Val Arg Val Val Arg Pro He Arg 
55 60 65 

tec acc gac ggc cga ttt gtg gtt gcg ggg tgg cgc gca teg gtg ttc 
Ser Thr Asp Gly Arg Phe Val Val Ala Gly Trp Arg Ala Ser Val Phe 
70 75 80 85 

tct acg gga acg ate age aag cga gtc gat gag acg gtc gtt gcg ggt 
Ser Thr Gly Thr He Ser Lys Arg Val Asp Glu Thr Val Val Ala Gly 
90 95 100 

ctt cgt ttg gca gat gca tta gtg gat acg cat gca ccg gaa cct gtg 



163 



caa etc ggt caa get tgg gac ttc gga ttc cgc gtc ggc aac act gtg 211 

Gin Leu Gly Gin Ala Trp Asp Phe Gly Phe Arg Val Gly Asn Thr Val 
25 30 35 

ttc gcc aaa gtg acg gcg ccg gaa gtg teg ggc tgg teg teg aaa acc 259 

Phe Ala Lys Val Thr Ala Pro Glu Val Ser Gly Trp Ser Ser Lys Thr 
40 45 50 



307 



355 



403 



451 
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Leu Arg Leu Ala Asp Ala Leu Val Asp Thr His Ala Pro Glu Pro Val 
105 110 115 

gac aat gtg ttt aac cgt get gat gtg cag gec tgg gaa gag cag ccc 

Asp Asn Val Phe Asn Arg Ala Asp Val Gin Ala Trp Glu Glu Gin Pro 

120 125 130 



499 



ggt cga ate ggt gaa ttg ttg gag ccg att aat cgc gtg aac cag gtt 547 
Gly Arg lie Gly Glu Leu Leu Glu Pro lie Asn Arg Val Asn Gin Val 
135 140 145 

ggt cat gcg gat atg ttg gcg aca acg ctg tat gcg gga act cag cca 595 
Gly His Ala Asp Met Leu Ala Thr Thr Leu Tyr Ala Gly Thr Gin Pro 
150 155 160 165 

cct gca gtg acg gat ttg gtg cca gtg ctg cgt ccg cat ggt ttc act 643 
Pro Ala Val Thr Asp Leu Val Pro Val Leu Arg Pro His Gly Phe Thr 
170 175 ISO 

gcg gca ttg gtg ate gtt gat ggg ttg ctg ctg ggt gcg gtt gat gag 691 
Ala Ala Leu Val lie Val Asp Gly Leu Leu Leu Gly Ala Val Asp Glu 
185 190 195 

gga att ctg egg agg ttt teg cat ttg ccg gaa att gag cag ctg gtt 739 
Gly lie Leu Arg Arg Phe Ser His Leu Pro Glu lie Glu Gin Leu Val 
200 205 210 

ttg agg gca ttt ttg ttc cgt cga aac ttg cag gag ttc tct gag aac 787 
Leu Arg Ala Phe Leu Phe Arg Arg Asn Leu Gin Glu Phe Ser Glu Asn 
215 220 225 

aac gat ccg aat gtt att teg aac eta aac agg gtg gaa teg aca etc 835 
Asn Asp Pro Asn Val lie Ser Asn Leu Asn Arg Val Glu Ser Thr Leu 
230 235 240 245 

gtg teg tat gtt tct gac aag att tgaggtatgt eggaatacaa acc 882 
Val Ser Tyr Val Ser Asp Lys lie 
250 



<210> 750 
<211> 253 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 750 

Met Ser Asn Gin Leu Pro Asp His Val Arg Asp Ala Phe Gin Val Gly 
15 10 15 

Ala Gly Pro Ala Glu Gin Leu Gly Gin Ala Trp Asp Phe Gly Phe Arg 
20 25 30 

Val Gly Asn Thr Val Phe Ala Lys Val Thr Ala Pro Glu Val Ser Gly 
35 40 45 

Trp Ser Ser Lys Thr Arg Glu Thr Leu Lys Pro Glu Gly Val Arg Val 
50 55 60 



Val Arg Pro lie Arg Ser Thr Asp Gly Arg Phe Val Val Ala Gly Trp 
65 70 75 80 
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Arg Ala Ser Val Phe Ser Thr Gly Thr lie Ser Lys Arg Val Asp Glu 
85 90 95 

Thr Val Val Ala Gly Leu Arg Leu Ala Asp Ala Leu Val Asp Thr His 
100 105 110 

Ala Pro Glu Pro Val Asp Asn Val Phe Asn Arg Ala Asp Val Gin Ala 
115 120 125 

Trp Glu Glu Gin Pro Gly Arg lie Gly Glu Leu Leu Glu Pro lie Asn 
130 135 140 

Arg Val Asn Gin Val Gly His Ala Asp Met Leu Ala Thr Thr Leu Tyr 
145 150 155 160 

Ala Gly Thr Gin Pro Pro Ala Val Thr Asp Leu Val Pro Val Leu Arg 
165 170 175 

Pro His Gly Phe Thr Ala Ala Leu Val lie Val Asp Gly Leu Leu Leu 
180 185 190 

Gly Ala Val Asp Glu Gly lie Leu Arg Arg Phe Ser His Leu Pro Glu 
195 200 205 

lie Glu Gin Leu Val Leu Arg Ala Phe Leu Phe Arg Arg Asn Leu Gin 
210 215 220 

Glu Phe Ser Glu Asn Asn Asp Pro Asn Val lie Ser Asn Leu Asn Arg 
225 230 235 240 

Val Glu Ser Thr Leu Val Ser Tyr Val Ser Asp Lys lie 
245 250 



<210> 751 
<211> 1059 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (1036) 

<223> RXN02206 

<400> 751 

ggcaggatct gctgctgcgg ctaggagggt tatctcttca ttcacccgat ctaccgtact 60 

accttatgac ctcagtagtg tggtgggcgt gaaacagcga atg gtc ggt tea agt 115 

Met Val Gly Ser Ser 
1 5 

ggt ttg egg gta tec agg etc ggt ttg ggc acc tea aca tgg ggc teg 163 

Gly Leu Arg Val Ser Arg Leu Gly Leu Gly Thr Ser Thr Trp Gly Ser 
10 15 20 



ggc acc gag ctg get gag gca ggc gat ate ttt aag gcg ttc ate aat 
Gly Thr Glu Leu Ala Glu Ala Gly Asp lie Phe Lys Ala Phe lie Asn 
25 30 35 



211 



tct ggt ggc acg ctt ate gac gtc tec ccc aac tac acc acc ggc gtc 
Ser Gly Gly Thr Leu lie Asp Val Ser Pro Asn Tyr Thr Thr Gly Val 



259 
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40 45 50 

gcg gaa gaa atg etc ggc acg atg ttg gat gcg gaa gtc tct cgt teg 307 
Ala Glu Glu Met Leu Gly Thr Met Leu Asp Ala Glu Val Ser Arg Ser 
55 60 65 



get gtc gtc att tec tec age gca ggt gtc aac ccc get ctg ccg etc 
Ala Val Val lie Ser Ser Ser Ala Gly Val Asn Pro Ala Leu Pro Leu 
70 75 80 85 

ggc cga cgt gtg gat tgc tec cgc cgc aat ttg att gec caa tta gat 
Gly Arg Arg Val Asp Cys Ser Arg Arg Asn Leu lie Ala Gin Leu Asp 
90 95 100 

gtc ace ctg egg gca tta aac act gac tat ttg gat ttg tgg tct gtg 
Val Thr Leu Arg Ala Leu Asn Thr Asp Tyr Leu Asp Leu Trp Ser Val 
105 HO 115 

ggc tat tgg gat gag ggc acc cca ccg cat gag gtg gec gat act ttg 
Gly Tyr Trp Asp Glu Gly Thr Pro Pro His Glu Val Ala Asp Thr Leu 
120 125 130 



get aaa tac cgc tec gaa att ccc cat gat tec aga get gca tec aca 
Ala Lys Tyr Arg Ser Glu lie Pro His Asp Ser Arg Ala Ala Ser Thr 
215 220 225 

gga cgc gac gca gaa gtc caa age tac eta gat aat cga ggc cgc ate 
Gly Arg Asp Ala Glu Val Gin Ser Tyr Leu Asp Asn Arg Gly Arg lie 
230 235 240 245 

att gtc gat get ctt gat act gca gee aaa gga tta ggc att age ccc 
lie Val Asp Ala Leu Asp Thr Ala Ala Lys Gly Leu Gly lie Ser Pro 
250 255 260 

get gtc aca gee acc acc tgg gtg cgt gat cgt ccc gga gtg aca get 
Ala Val Thr Ala Thr Thr Trp Val Arg Asp Arg Pro Gly Val Thr Ala 
265 270 275 

gtc ate gtg ggc get cgc aca cat gaa cag ctg tea cat ctt etc aag 
Val lie Val Gly Ala Arg Thr His Glu Gin Leu Ser His Leu Leu Lys 
280 285 290 



355 



403 



451 



499 



gat tac gec gtg cgc acc ggc cga gtc cga tat gec ggt gtc cga gga 547 

Asp Tyr Ala Val Arg Thr Gly Arg Val Arg Tyr Ala Gly Val Arg Gly 
135 140 145 

tat tec ggt tgg cag tta gcg gtc acc cac get gca tec aat cat gca 595 

Tyr Ser Gly Trp Gin Leu Ala Val Thr His Ala Ala Ser Asn His Ala 

150 155 160 165 

gcg gee tec gec cgc ccc gtg gtc gtt gca caa aat gaa tac age ctg 

Ala Ala Ser Ala Arg Pro Val Val Val Ala Gin Asn Glu Tyr Ser Leu 

170 175 180 

ctg gaa cgc cgc gca gaa caa gaa etc etc cct gec acc caa cac eta 

Leu Glu Arg Arg Ala Glu Gin Glu Leu Leu Pro Ala Thr Gin His Leu 

185 190 195 

ggt gtc gga ttc ttt get ggc get ccg ctg ggg caa ggc gtg ctg act 739 

Gly Val Gly Phe Phe Ala Gly Ala Pro Leu Gly Gin Gly Val Leu Thr 

200 205 210 



643 



691 



787 



835 



883 



931 



979 
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gcg gaa teg gtg act ttg cca aca cca ate aca caa gec ctt gat gat 
Ala Glu Ser Val Thr Leu Pro Thr Pro He Thr Gin Ala Leu Asp Asp 
295 300 305 

gtc tec ctg tgacttggtc caattacatt cac 

Val Ser Leu 

310 



1027 



1059 



<210> 752 
<211> 312 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 752 

Met Val Gly Ser Ser Gly Leu Arg Val Ser Arg Leu Gly Leu Gly Thr 
15 10 15 

Ser Thr Trp Gly Ser Gly Thr Glu Leu Ala Glu Ala Gly Asp He Phe 
20 25 30 

Lys Ala Phe He Asn Ser Gly Gly Thr Leu He Asp Val Ser Pro Asn 
35 40 45 

Tyr Thr Thr Gly Val Ala Glu Glu Met Leu Gly Thr Met Leu Asp Ala 
50 55 60 

Glu Val Ser Arg Ser Ala Val Val He Ser Ser Ser Ala Gly Val Asn 
65 70 75 80 

Pro Ala Leu Pro Leu Gly Arg Arg Val Asp Cys Ser Arg Arg Asn Leu 
85 90 95 

He Ala Gin Leu Asp Val Thr Leu Arg Ala Leu Asn Thr Asp Tyr Leu 
100 105 HO 

Asp Leu Trp Ser Val Gly Tyr Trp Asp Glu Gly Thr Pro Pro His Glu 
115 120 125 

Val Ala Asp Thr Leu Asp Tyr Ala Val Arg Thr Gly Arg Val Arg Tyr 
130 135 140 

Ala Gly Val Arg Gly Tyr Ser Gly Trp Gin Leu Ala Val Thr His Ala 
145 150 155 160 

Ala Ser Asn His Ala Ala Ala Ser Ala Arg Pro Val Val Val Ala Gin 
165 170 175 

Asn Glu Tyr Ser Leu Leu Glu Arg Arg Ala Glu Gin Glu Leu Leu Pro 
180 185 190 

Ala Thr Gin His Leu Gly Val Gly Phe Phe Ala Gly Ala Pro Leu Gly 
195 200 205 

Gin Gly Val Leu Thr Ala Lys Tyr Arg Ser Glu He Pro His Asp Ser 
210 215 220 



Arg Ala Ala Ser Thr Gly Arg Asp Ala Glu Val Gin Ser Tyr Leu Asp 
225 230 235 240 
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Asn Arg Gly Arg 



Leu Gly lie Ser 
260 



Pro Gly Val Thr 
275 

Ser His Leu Leu 

290 

Gin Ala Leu Asp 
305 



lie lie Val Asp 
245 

Pro Ala Val Thr 



Ala Val He Val 
280 

Lys Ala Glu Ser 
295 

Asp Val Ser Leu 
310 



Ala Leu Asp Thr 
250 

Ala Thr Thr Trp 
265 

Gly Ala Arg Thr 



Val Thr Leu Pro 
300 



Ala Ala Lys Gly 
255 

Val Arg Asp Arg 
270 

His Glu Gin Leu 
285 

Thr Pro He Thr 



<210> 753 
<211> 747 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (724) 

<223> RXN02554 

<400> 753 

gcttttgaag tgtgtcgcgt gtgcggactg aaatagtttc cgcttcaact tggttgctaa 60 

ggataggctc cataaaaata accaaaggcg gaaaatttca atg tea cac act aag 115 

Met Ser His Thr Lys 
1 5 



cca tec att gec ate etc ggt get ggc cga gtg ggt tct tea ctt gee 
Pro Ser He Ala He Leu Gly Ala Gly Arg Val Gly Ser Ser Leu Ala 
10 15 20 



163 



agg tea gcg gtc gec gca ggc tat gag gta aag gtt get ggt tea ggt 211 
Arg Ser Ala Val Ala Ala Gly Tyr Glu Val Lys Val Ala Gly Ser Gly 
25 30 35 

get gtg gac aaa ate get ctt acc get gag ate ctt atg ccc ggc gcg 259 
Ala Val Asp Lys He Ala Leu Thr Ala Glu He Leu Met Pro Gly Ala 
40 45 50 

gtt cca age act get gac cag get gta aag gat gca gat att gtg ttc 
Val Pro Ser Thr Ala Asp Gin Ala Val Lys Asp Ala Asp He Val Phe 
55 60 65 

ttg get gtt ccc ctg cat aaa ttc cgc agt gtc aat cca gee act tta 
Leu Ala Val Pro Leu His Lys Phe Arg Ser Val Asn Pro Ala Thr Leu 
70 75 80 85 

gag ggc aag ate gtt att gac acg atg aac cac tgg gtt ccg gtc aat 
Glu Gly Lys He Val He Asp Thr Met Asn His Trp Val Pro Val Asn 
90 55 100 

ggt gag ttg gag gaa att gat cag gat ccg cgc age act teg gag att 451 
Gly Glu Leu Glu Glu He Asp Gin Asp Pro Arg Ser Thr Ser Glu He 
105 HO H5 



307 



355 



403 
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att gcg gag ttt ttc gcg gga tea acc atg gtg aag tct ttt aac cac 
He Ala Glu Phe Phe Ala Gly Ser Thr Met Val Lys Ser Phe Asn His 
120 125 130 



499 



att ggt tat cac gag att gag cag gat gcg ggt acc ggg cgt gcg att 547 
He Gly Tyr His Glu He Glu Gin Asp Ala Gly Thr Gly Arg Ala He 
135 140 145 



gcg tat gec acg gat gat gtg gat gca ggt gec cag gtt gca cag eta 

Ala Tyr Ala Thr Asp Asp Val Asp Ala Gly Ala Gin Val Ala Gin Leu 

150 155 160 165 

att aag agt ttt ggg ttt gtt cct tta aat att ggc gca ttg gaa aac 

He Lys Ser Phe Gly Phe Val Pro Leu Asn He Gly Ala Leu Glu Asn 
170 175 180 

ggc cgt att ctg gaa cct ggc caa gaa get ttc ggc gcg cac ctt aat 

Gly Arg He Leu Glu Pro Gly Gin Glu Ala Phe Gly Ala His Leu Asn 
185 190 195 



595 



643 



691 



aaa gat teg cgc eta gaa ctt gtt aat cag egg tagtacctcg atcttcagcc 744 
Lys Asp Ser Arg Leu Glu Leu Val Asn Gin Arg 
200 205 

_ 747 



<210> 754 
<211> 208 
<212> PRT 

<213> Corynebacterium glutamicum 



<400> 754 

Met Ser His Thr Lys 
1 5 

Gly Ser Ser Leu Ala 
20 

Val Ala Gly Ser Gly 
35 

Leu Met Pro Gly Ala 
50 

Ala Asp He Val Phe 
65 

Asn Pro Ala Thr Leu 
85 

Trp Val Pro Val Asn 
100 

Ser Thr Ser Glu lie 
115 

Lys Ser Phe Asn His 
130 

Thr Gly Arg Ala He 



Pro Ser He Ala He Leu 
10 

Arg Ser Ala Val Ala Ala 
25 

Ala Val Asp Lys He 
40 

Val Pro Ser Thr Ala 
55 

Leu Ala Val Pro Leu 
70 

Glu Gly Lys He Val 
90 

Gly Glu Leu Glu Glu 
105 

He Ala Glu Phe Phe 
120 

He Gly Tyr His Glu 
135 

Ala Tyr Ala Thr Asp 



Gly Ala Gly Arg Val 

15 

Gly Tyr Glu Val Lys 
30 

Ala Leu Thr Ala Glu He 
45 

Asp Gin Ala Val Lys Asp 
60 

His Lys Phe Arg Ser Val 
75 80 

He Asp Thr Met Asn His 
95 

He Asp Gin Asp Pro Arg 
110 

Ala Gly Ser Thr Met Val 
125 

He Glu Gin Asp Ala Gly 
140 

Asp Val Asp Ala Gly Ala 
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145 150 

Gin Val Ala Gin Leu lie Lys Ser 
165 

Gly Ala Leu Glu Asn Gly Arg lie 
180 

Gly Ala His Leu Asn Lys Asp Ser 
195 200 



155 160 

Phe Gly Phe Val Pro Leu Asn lie 
170 175 

Leu Glu Pro Gly Gin Glu Ala Phe 
185 190 

Arg Leu Glu Leu Val Asn Gin Arg 
205 



<210> 755 
<211> 933 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (910) 

<223> RXN01204 

<400> 755 

ttacagcgag tttttcagac gtccatcgca ccgtgcacaa caacatttca ggtgcacggc 60 

ccgaacacgg gagagaacgc tgagcgttac aacactgtcc atg aag ggc gaa ttc 115 

Met Lys Gly Glu Phe 

1 5 

cac gcc ccc gat ttg gac aaa gaa ttt ttc ccg ggg cac gta acc gat 163 

His Ala Pro Asp Leu Asp Lys Glu Phe Phe Pro Gly His Val Thr Asp 

10 15 20 

agt ggt gaa gtc gtg aac atg ctg ttc acc gat ttc get aat ggt tgg 211 
Ser Gly Glu Val Val Asn Met Leu Phe Thr Asp Phe Ala Asn Gly Trp 
25 30 35 



ttc gca atg gac cgc ate gta ttg ate cgt ctt ctt atg acg gca gtc 
Phe Ala Met Asp Arg lie Val Leu lie Arg Leu Leu Met Thr Ala Val 
40 45 50 



259 



gtt gtg gtc ttc ttc ctt tgg get atg cgc aag cca aag ctt gtt ccg 307 

Val Val Val Phe Phe Leu Trp Ala Met Arg Lys Pro Lys Leu Val Pro 
55 60 65 

cat ggc gtc cag aat ttt gca gag tac gca etc gat ttc gtt ggt att 355 

His Gly Val Gin Asn Phe Ala Glu Tyr Ala Leu Asp Phe Val Gly lie 

70 75 80 85 

cac ate get gaa gac ate etc gga aag aag aaa ggt cgt egg ttc ctg 403 

His lie Ala Glu Asp lie Leu Gly Lys Lys Lys Gly Arg Arg Phe Leu 

90 95 100 

ccg ate ctg gcc acc ate ttc ttc gcg get ctg ttg atg aac ctt gca 451 

Pro lie Leu Ala Thr lie Phe Phe Ala Ala Leu Leu Met Asn Leu Ala 
105 110 115 



acg ate ate ccg gga eta aac ate tec tec aac tea cgt att gca ttc 



499 
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Thr lie lie Pro Gly Leu Asn lie Ser Ser Asn Ser Arg lie Ala Phe 
120 125 130 

cca ate gtg atg gcg gta get ggt tac ate gcg ttt ate tac gca ggc 
Pro He Val Met Ala Val Ala Gly Tyr He Ala Phe He Tyr Ala Gly 
135 140 145 

tct aag cgt tac gga ttc ttc aaa tat gtg aag tct tct gtt gtg att 
Ser Lys Arg Tyr Gly Phe Phe Lys Tyr Val Lys Ser Ser Val Val He 
150 155 160 165 

ccg aac att cca cca gca ctt cac gtc ttg gtg gtt cca att gag ttc 
Pro Asn He Pro Pro Ala Leu His Val Leu Val Val Pro He Glu Phe 
170 175 180 

ttc tct aca ttc ate ttg agg cca gtc acc ctg gca ctg cgt ttg atg 
Phe Ser Thr Phe He Leu Arg Pro Val Thr Leu Ala Leu Arg Leu Met 
185 190 195 

gec aac ttc ctt get ggc cac ate ate ctg gtt ctg ctt ttc tec gca 
Ala Asn Phe Leu Ala Gly His He He Leu Val Leu Leu Phe Ser Ala 
200 205 210 

acg aac ttc ttc ttc ttc cag ttc aac gga tgg aca gca atg tec ggc 
Thr Asn Phe Phe Phe Phe Gin Phe Asn Gly Trp Thr Ala Met Ser Gly 
215 220 225 

gta acc ate ttg atg gca gta etc ttc acg gtt tac gag ate att gtt 
Val Thr He Leu Met Ala Val Leu Phe Thr Val Tyr Glu He He Val 
230 235 240 245 

ate ttc ctg cag gca tac ate ttc get ctg ctg gtc get gta tac att 
He Phe Leu Gin Ala Tyr He Phe Ala Leu Leu Val Ala Val Tyr He 
250 255 260 



gag 



ctt tea ctt cac gcg gat tct cac tagatgaaaa aggtegctat 
Glu Leu Ser Leu His Ala Asp Ser His 
265 270 



taa 



547 



595 



643 



691 



739 



787 



835 



883 



930 



933 



<210> 756 
<211> 270 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 756 

Met Lys Gly Glu Phe His Ala Pro Asp Leu Asp Lys Glu Phe Phe Pro 
15 10 15 

Gly His Val Thr Asp Ser Gly Glu Val Val Asn Met Leu Phe Thr Asp 
20 25 30 

Phe Ala Asn Gly Trp Phe Ala Met Asp Arg He Val Leu He Arg Leu 
35 40 45 

Leu Met Thr Ala Val Val Val Val Phe Phe Leu Trp Ala Met Arg Lys 
50 55 60 

Pro Lys Leu Val Pro His Gly Val Gin Asn Phe Ala Glu Tyr Ala Leu 
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65 



70 75 80 



Asp Phe Val Gly He His He Ala Glu Asp He Leu Gly Lys Lys Lys 
85 90 95 

Gly Arg Arg Phe Leu Pro He Leu Ala Thr He Phe Phe Ala Ala Leu 
100 105 HO 

Leu Met Asn Leu Ala Thr He He Pro Gly Leu Asn He Ser Ser Asn 
115 120 125 

Ser Arg He Ala Phe Pro He Val Met Ala Val Ala Gly Tyr He Ala 
130 135 140 

Phe He Tyr Ala Gly Ser Lys Arg Tyr Gly Phe Phe Lys Tyr Val Lys 
145 150 155 160 

Ser Ser Val Val He Pro Asn He Pro Pro Ala Leu His Val Leu Val 
165 170 175 

Val Pro He Glu Phe Phe Ser Thr Phe He Leu Arg Pro Val Thr Leu 
180 185 190 

Ala Leu Arg Leu Met Ala Asn Phe Leu Ala Gly His He He Leu Val 
195 200 205 

Leu Leu Phe Ser Ala Thr Asn Phe Phe Phe Phe Gin Phe Asn Gly Trp 
210 215 220 

Thr Ala Met Ser Gly Val Thr He Leu Met Ala Val Leu Phe Thr Val 
225 230 235 240 

Tyr Glu He He Val He Phe Leu Gin Ala Tyr He Phe Ala Leu Leu 
245 250 255 

Val Ala Val Tyr He Glu Leu Ser Leu His Ala Asp Ser His 
260 265 270 



<210> 757 
<211> 862 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (862) 

<223> FRXA01204 

<400> 757 

ttacagcgag tttttcagac gtccatcgca ccgtgcacaa caacatttca ggtgcacggc 60 

ccgaacacgg gagagaacgc tgagcgttac aacactgtcc atg aag ggc gaa ttc 115 

Met Lys Gly Glu Phe 
1 5 

cac gcc ccc gat ttg gac aaa gaa ttt ttc ccg ggg cac gta acc gat 163 
His Ala Pro Asp Leu Asp Lys Glu Phe Phe Pro Gly His Val Thr Asp 
10 15 20 

agt ggt gaa gtc gtg aac atg ctg ttc acc gat ttc get aat ggt tgg 211 
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Ser Gly Glu Val Val Asn Met Leu Phe Thr Asp Phe Ala Asn Gly Trp 
25 30 35 

ttc gca atg gac cgc ate gta ttg ate cgt ctt ctt atg acg gca gtc 
Phe Ala Met Asp Arg He Val Leu He Arg Leu Leu Met Thr Ala Val 
40 45 50 

gtt gtg gtc ttc ttc ctt tgg get atg cgc aag cca aag ctt gtt ccg 
Val Val Val Phe Phe Leu Trp Ala Met Arg Lys Pro Lys Leu Val Pro 
55 60 65 

cat ggc gtc cag aat ttt gca gag tac gca etc gat ttc gtt ggt att 
His Gly Val Gin Asn Phe Ala Glu Tyr Ala Leu Asp Phe Val Gly He 
70 75 80 85 

cac ate get gaa gac ate etc gga aag aag aaa ggt cgt egg ttc ctg 
His He Ala Glu Asp He Leu Gly Lys Lys Lys Gly Arg Arg Phe Leu 
90 95 100 

ccg ate ctg gec acc ate ttc ttc gcg get ctg ttg atg aac ctt gca 
Pro He Leu Ala Thr He Phe Phe Ala Ala Leu Leu Met Asn Leu Ala 
105 HO H5 

acg ate ate ccg gga eta aac ate tec tec aac tea cgt att gca ttc 
Thr He He Pro Gly Leu Asn He Ser Ser Asn Ser Arg He Ala Phe 
120 125 130 

cca ate gtg atg gcg gta get ggt tac ate gcg ttt ate tac gca ggc 
Pro He Val Met Ala Val Ala Gly Tyr He Ala Phe He Tyr Ala Gly 
135 140 145 

tct aag cgt tac gga ttc ttc aaa tat gtg aag tct tct gtt gtg att 
Ser Lys Arg Tyr Gly Phe Phe Lys Tyr Val Lys Ser Ser Val Val He 



150 155 



160 165 



ccg aac att cca cca gca ctt cac gtc ttg gtg gtt cca att gag ttc 
Pro Asn He Pro Pro Ala Leu His Val Leu Val Val Pro He Glu Phe 
170 175 180 

ttc tct aca ttc ate ttg agg cca gtc acc ctg gca ctg cgt ttg atg 
Phe Ser Thr Phe He Leu Arg Pro Val Thr Leu Ala Leu Arg Leu Met 
185 190 195 

gee aac ttc ctt get ggc cac ate ate ctg gtt ctg ctt ttc ttc gca 
Ala Asn Phe Leu Ala Gly His He He Leu Val Leu Leu Phe Phe Ala 
200 205 210 

acg aac ttc ttc ttc ttc cag ttc aac gga tgg aca gca atg tec ggc 
Thr Asn Phe Phe Phe Phe Gin Phe Asn Gly Trp Thr Ala Met Ser Gly 
215 220 225 

gta acc ate ttg atg gca gta etc ttc acg gtt tac gag ate att gtt 
Val Thr He Leu Met Ala Val Leu Phe Thr Val Tyr Glu He He Val 
230 235 240 245 

ate ttc ctg cag gca tac ate ttc get 
He Phe Leu Gin Ala Tyr He Phe Ala 
250 



259 



307 



355 



403 



451 



499 



547 



595 



643 



691 



739 



787 



835 



862 



<210> 758 
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<211> 254 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 758 

Met Lys Gly Glu Phe His Ala Pro Asp Leu Asp Lys Glu Phe Phe Pro 
15 10 15 

Gly His Val Thr Asp Ser Gly Glu Val Val Asn Met Leu Phe Thr Asp 
20 25 30 

Phe Ala Asn Gly Trp Phe Ala Met Asp Arg lie Val Leu lie Arg Leu 
35 40 45 

Leu Met Thr Ala Val Val Val Val Phe Phe Leu Trp Ala Met Arg Lys 
50 55 60 

Pro Lys Leu Val Pro His Gly Val Gin Asn Phe Ala Glu Tyr Ala Leu 
65 70 75 80 

Asp Phe Val Gly lie His lie Ala Glu Asp lie Leu Gly Lys Lys Lys 
85 90 95 

Gly Arg Arg Phe Leu Pro lie Leu Ala Thr lie Phe Phe Ala Ala Leu 
100 105 110 

Leu Met Asn Leu Ala Thr lie lie Pro Gly Leu Asn lie Ser Ser Asn 
115 120 125 

Ser Arg lie Ala Phe Pro lie Val Met Ala Val Ala Gly Tyr He Ala 
130 135 140 

Phe He Tyr Ala Gly Ser Lys Arg Tyr Gly Phe Phe Lys Tyr Val Lys 
145 150 155 160 

Ser Ser Val Val He Pro Asn He Pro Pro Ala Leu His Val Leu Val 
165 170 175 

Val Pro He Glu Phe Phe Ser Thr Phe He Leu Arg Pro Val Thr Leu 
180 185 190 

Ala Leu Arg Leu Met Ala Asn Phe Leu Ala Gly His lie lie Leu Val 
195 200 205 

Leu Leu Phe Phe Ala Thr Asn Phe Phe Phe Phe Gin Phe Asn Gly Trp 
210 215 220 

Thr Ala Met Ser Gly Val Thr He Leu Met Ala Val Leu Phe Thr Val 
225 230 235 240 

Tyr Glu He He Val He Phe Leu Gin Ala Tyr He Phe Ala 
245 250 



<210> 759 
<211> 1764 
<212> DMA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 
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<222> (101) . . (1741) 
<223> RXA01201 

<400> 759 

tcgggcaaac tcgagcgtct gcgggcaagc ttcgcataaa gacacgacga attagacaac 60 

attagtaatg ctggaagaaa caaccgagag caggaagaac atg gcg gag ctg acg 115 

Met Ala Glu Leu Thr 
1 5 

ate tec tec gat gag ate cgt age gcg att gcg aac tac ace teg age 163 
He Ser Ser Asp Glu He Arg Ser Ala He Ala Asn Tyr Thr Ser Ser 
10 15 20 

tac tec gcg gag gec tec cgt gag gag gtc ggc gtg gtt att teg gee 211 
Tyr Ser Ala Glu Ala Ser Arg Glu Glu Val Gly Val Val He Ser Ala 
25 30 35 

get gac ggt ate gee cag gtt teg ggc etc ccg tea gta atg gcg aat 259 
Ala Asp Gly He Ala Gin Val Ser Gly Leu Pro Ser Val Met Ala Asn 
40 45 50 

gag etc etc gaa ttc ccg ggc ggc gtc ate ggc gtc gca cag aac ctt 
Glu Leu Leu Glu Phe Pro Gly Gly Val He Gly Val Ala Gin Asn Leu 
55 60 65 

gaa get gac cga gtc ggc gtc gtg gtc ctg ggt aac tac gag eta ctt 355 
Glu Ala Asp Arg Val Gly Val Val Val Leu Gly Asn Tyr Glu Leu Leu 
70 75 80- 85 



aaa gaa ggc gac caa gtt cgt cgt act gga gac gtt ctg tct ate cca 
Lvs Glu Gly Asp Gin Val Arg Arg Thr Gly Asp Val Leu Ser He Pro 
90 95 100 

gtc ggc gag gca ttc ctt ggc cgc gtt ate aac ccc ctt ggc cag cca 
Val Gly Glu Ala Phe Leu Gly Arg Val He Asn Pro Leu Gly Gin Pro 
105 HO H5 

att gac ggc ctg ggc gaa att gca tec gaa gag gac cgc gtc etc gag 
He Asp Gly Leu Gly Glu He Ala Ser Glu Glu Asp Arg Val Leu Glu 
120 125 130 

ctt cag gca cca ace gtg ctt gag cgc cag cct gtc gag gag cct ttg 
Leu Gin Ala Pro Thr Val Leu Glu Arg Gin Pro Val Glu Glu Pro Leu 
135 140 145 

gca ace ggc ate aag get ate gat gca atg ace cca ate ggc cgc ggt 
Ala Thr Gly He Lys Ala He Asp Ala Met Thr Pro lie Gly Arg Gly 
150 155 160 165 

cag cgt cag ctg ate att ggt gac cgt aag act ggc aag ace gca gtc 
Gin Arg Gin Leu He He Gly Asp Arg Lys Thr Gly Lys Thr Ala Val 
170 175 180 

tgt gtc gat ace ate ctt aac cag aag gee aac tgg gag ace ggc gac 
Cys Val Asp Thr He Leu Asn Gin Lys Ala Asn Trp Glu Thr Gly Asp 
185 190 195 

aag ace aag cag gtt cgc tgc ate tac gtc gca ate ggt cag aag ggc 
Lys Thr Lys Gin Val Arg Cys He Tyr Val Ala He Gly Gin Lys Gly 
200 205 210 



307 



403 



451 



499 



547 



595 



643 



691 



739 
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tec acc att gca gec ctg cgt aag acc etc gag gag cag ggc get etc 787 
Ser Thr lie Ala Ala Leu Arg Lys Thr Leu Glu Glu Gin Gly Ala Leu 
215 220 225 

gag tac acc acc ate gtg get gca ccc get tec gat get gca ggc ttc 835 
Glu Tyr Thr Thr lie Val Ala Ala Pro Ala Ser Asp Ala Ala Gly Phe 
230 235 240 245 

aag tgg ctt gca cca ttc get ggc get get etc gee cag cac tgg atg 883 
Lys Trp Leu Ala Pro Phe Ala Gly Ala Ala Leu Ala Gin His Trp Met 
250 255 260 

tac cag ggc aac cac gtc ctg gtc ate tac gat gat ctg acc aag cag 931 
Tyr Gin Gly Asn His Val Leu Val lie Tyr Asp Asp Leu Thr Lys Gin 
265 270 275 



get gag gca tac cgt get ate tec ctg ctg ctg cgt cgc cca ccg ggc 
Ala Glu Ala Tyr Arg Ala lie Ser Leu Leu Leu Arg Arg Pro Pro Gly 
280 285 290 



gac ctg ttc aac cgt ggc gtt cgc ccg gcg ate aac gtc ggt gta tec 
Asp Leu Phe Asn Arg Gly Val Arg Pro Ala lie Asn Val Gly Val Ser 
360 365 370 



ttc get acc ttc gca tct gac ttg gat get gca tec aag tct cag ctt 
Phe Ala Thr Phe Ala Ser Asp Leu Asp Ala Ala Ser Lys Ser Gin Leu 
410 415 420 



cct cag get gtt gag tac cag ate att tct etc tgg ctt gca ggc gaa 
Pro Gin Ala Val Glu Tyr Gin lie lie Ser Leu Trp Leu Ala Gly Glu 
440 445 450 



979 



cgc gaa gca tac cca ggt gac gtc ttc tac ctg cac tec cgt ctg ctg 1027 
Arg Glu Ala Tyr Pro Gly Asp Val Phe Tyr Leu His Ser Arg Leu Leu 
295 300 305 

gag cgc get gcg aag ctg tec gat gaa eta ggc gca ggt tct att aca 1075 
Glu Arg Ala Ala Lys Leu Ser Asp Glu Leu Gly Ala Gly Ser lie Thr 
310 315 320 325 

gca ctg cca ate att gag acc aag get aat gac gtt tec gec ttc att 1123 
Ala Leu Pro lie lie Glu Thr Lys Ala Asn Asp Val Ser Ala Phe lie 
330 335 340 

cct acc aac gtg att tec ate acc gac ggt cag gta ttc ctt gag tec 1171 
Pro Thr Asn Val lie Ser lie Thr Asp Gly Gin Val Phe Leu Glu Ser 
345 350 355 



1219 



gtc tec cgt gtc ggt ggc gca get cag acc aag ggt atg aag aag gtt 1267 

Val Ser Arg Val Gly Gly Ala Ala Gin Thr Lys Gly Met Lys Lys Val 
375 380 385 

gec ggt tct etc cgt ctg gat ctg get gca ttc cgc gac ctg gaa gca 1315 

Ala Gly Ser Leu Arg Leu Asp Leu Ala Ala Phe Arg Asp Leu Glu Ala 
390 395 400 405 



1363 



gag cgt ggc cag cgc etc gtt cag ctg ttg att cag tct gag aac gca 1411 
Glu Arg Gly Gin Arg Leu Val Gin Leu Leu lie Gin Ser Glu Asn Ala 
425 430 435 



1459 
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ggc gca ttc gac aac gtt cct gtt gaa gat gtt cgt cgc ttc gag tec 1507 
Gly Ala Phe Asp Asn Val Pro Val Glu Asp Val Arg Arg Phe Glu Ser 
455 460 465 

gaa ctg cac gag tac tta ggc tec aac get gca cag gtc tac gag cag 1555 
Glu Leu His Glu Tyr Leu Gly Ser Asn Ala Ala Gin Val Tyr Glu Gin 
470 475 480 485 

ate get ggt gga get cag ctt tec gac gag tec aag gaa ace ttg etc 
He Ala Gly Gly Ala Gin Leu Ser Asp Glu Ser Lys Glu Thr Leu Leu 
490 495 500 



1603 



aag gca ace gaa gat ttc aag age get ttc cag ace ace gat ggc acc 1651 
Lys Ala Thr Glu Asp Phe Lys Ser Ala Phe Gin Thr Thr Asp Gly Thr 
505 510 515 

cct gtc ate aac gag cct gag gtt gaa gca etc gat gca ggc cag gtc 1699 
Pro Val He Asn Glu Pro Glu Val Glu Ala Leu Asp Ala Gly Gin Val 
520 525 530 

aag aaa gac cag etc acc gtt tec cgc aag gtc age aag aag 1741 
Lys Lys Asp Gin Leu Thr Val Ser Arg Lys Val Ser Lys Lys 
535 540 545 



taaggcagcg agcctacact aaa 



1764 



<210> 760 
<211> 547 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 760 

Met Ala Glu Leu Thr He Ser Ser Asp Glu He Arg Ser Ala He Ala 
15 10 15 

Asn Tyr Thr Ser Ser Tyr Ser Ala Glu Ala Ser Arg Glu Glu Val Gly 
20 25 30 

Val Val He Ser Ala Ala Asp Gly He Ala Gin Val Ser Gly Leu Pro 
35 40 45 

Ser Val Met Ala Asn Glu Leu Leu Glu Phe Pro Gly Gly Val He Gly 
50 55 60 

Val Ala Gin Asn Leu Glu Ala Asp Arg Val Gly Val Val Val Leu Gly 
65 70 75 80 

Asn Tyr Glu Leu Leu Lys Glu Gly Asp Gin Val Arg Arg Thr Gly Asp 
85 90 95 

Val Leu Ser He Pro Val Gly Glu Ala Phe Leu Gly Arg Val He Asn 
100 105 HO 

Pro Leu Gly Gin Pro He Asp Gly Leu Gly Glu He Ala Ser Glu Glu 
115 120 125 

Asp Arg Val Leu Glu Leu Gin Ala Pro Thr Val Leu Glu Arg Gin Pro 
130 135 140 



Va 



1 Glu Glu Pro Leu Ala Thr Gly He Lys Ala He Asp Ala Met Thr 
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145 



150 



155 



160 



Pro lie Gly Arg Gly Gin Arg Gin Leu lie He Gly Asp Arg Lys Thr 
165 170 175 

Gly Lys Thr Ala Val Cys Val Asp Thr He Leu Asn Gin Lys Ala Asn 
180 185 190 

Trp Glu Thr Gly Asp Lys Thr Lys Gin Val Arg Cys He Tyr Val Ala 
195 200 205 

He Gly Gin Lys Gly Ser Thr He Ala Ala Leu Arg Lys Thr Leu Glu 
210 215 220 

Glu Gin Gly Ala Leu Glu Tyr Thr Thr He Val Ala Ala Pro Ala Ser 
225 230 235 240 

Asp Ala Ala Gly Phe Lys Trp Leu Ala Pro Phe Ala Gly Ala Ala Leu 
245 250 255 

Ala Gin His Trp Met Tyr Gin Gly Asn His Val Leu Val He Tyr Asp 
260 265 270 

Asp Leu Thr Lys Gin Ala Glu Ala Tyr Arg Ala He Ser Leu Leu Leu 
275 280 285 

Arg Arg Pro Pro Gly Arg Glu Ala Tyr Pro Gly Asp Val Phe Tyr Leu 
290 295 300 

' His Ser Arg Leu Leu Glu Arg Ala Ala Lys Leu Ser Asp Glu Leu Gly 
305 310 315 320 

Ala Gly Ser He Thr Ala Leu Pro He He Glu Thr Lys Ala Asn Asp 
325 330 335 

Val Ser Ala Phe He Pro Thr Asn Val He Ser He Thr Asp Gly Gin 
340 345 350 

Val Phe Leu Glu Ser Asp Leu Phe Asn Arg Gly Val Arg Pro Ala He 
355 360 365 

Asn Val Gly Val Ser Val Ser Arg Val Gly Gly Ala Ala Gin Thr Lys 
370 375 380 

Gly Met Lys Lys Val Ala Gly Ser Leu Arg Leu Asp Leu Ala Ala Phe 
385 390 395 400 

Arg Asp Leu Glu Ala Phe Ala Thr Phe Ala Ser Asp Leu Asp Ala Ala 
405 410 415 

Ser Lys Ser Gin Leu Glu Arg Gly Gin Arg Leu Val Gin Leu Leu He 
420 425 430 



Gin Ser Glu Asn Ala Pro Gin Ala Val Glu Tyr Gin He He Ser Leu 
435 440 445 

Trp Leu Ala Gly Glu Gly Ala Phe Asp Asn Val Pro Val Glu Asp Val 
450 455 460 

Arg Arg Phe Glu Ser Glu Leu His Glu Tyr Leu Gly Ser Asn Ala Ala 
465 470 475 480 
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Gln Val Tyr Glu Gin 
485 

Lys Glu Thr Leu Leu 
500 

Thr Thr Asp Gly Thr 
515 

Asp Ala Gly Gin Val 
530 

Ser Lys Lys 
545 



lie Ala Gly Gly Ala Gin 
490 

Lys Ala Thr Glu Asp Phe 
505 

Pro Val lie Asn Glu Pro 
520 

Lys Lys Asp Gin Leu Thr 
535 



Leu Ser Asp Glu Ser 
4 95 

Lys Ser Ala Phe Gin 
510 

Glu Val Glu Ala Leu 
525 

Val Ser Arg Lys Val 
540 



<210> 761 
<211> 1572 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1549) 
<223> RXN01193 



<400> 761 

gtgtggccaa ccaggcacgt caggcacaga tcacccagga aatcacagag attgttggtg 60 



qcgcaggcgc gctcgccgac agcggagaaa gtgactaatt atg act aca get ctt 

Met Thr Thr Ala Leu 
1 5 



115 



gaa gag cag aac gca cag cag gca gec act gec ggc cgt gtc gtg cgt 
Glu Glu Gin Asn Ala Gin Gin Ala Ala Thr Ala Gly Arg Val Val Arg 
10 15 20 

gtc att ggt gcg gtc gtc gac gtg gag ttt ccc cgc ggc gag ctg cca 
Val He Gly Ala Val Val Asp Val Glu Phe Pro Arg Gly Glu Leu Pro 
25 30 35 

gca ctg tac aac gca ctt act gta gag gta acc etc gaa tea gtt aag 
Ala Leu Tyr Asn Ala Leu Thr Val Glu Val Thr Leu Glu Ser Val Lys 
40 45 50 

aag acc gtt gtt etc gag gtt get cag cac etc ggc gac aac etc ate 
Lys Thr Val Val Leu Glu Val Ala Gin His Leu Gly Asp Asn Leu He 
55 60 65 

cgc acc ate get atg gca cca acc gac gga ctt gtc cgc ggt get get 
Arg Thr He Ala Met Ala Pro Thr Asp Gly Leu Val Arg Gly Ala Ala 
70 75 80 85 

gta acc gat act gca cgc cca att tec gta cca gtg ggc gat gtt gtt 
Val Thr Asp Thr Ala Arg Pro He Ser Val Pro Val Gly Asp Val Val 
90 95 100 

aag ggc cac gta ttc aac get ttg ggc gac tgc eta gac gac gtt tec 
Lys Gly His Val Phe Asn Ala Leu Gly Asp Cys Leu Asp Asp Val Ser 
105 HO H5 



163 



211 



259 



307 



355 



403 



451 
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ctg aac aac aac cca gag ate gag cgt tgg ggc ate cac cgc gag cca 499 

Leu Asn Asn Asn Pro Glu lie Glu Arg Trp Gly lie His Arg Glu Pro 

120 125 130 

cca tea ttc gat cag ctt gag ggt aag acc gag ate ctg gaa aca ggc 547 

Pro Ser Phe Asp Gin Leu Glu Gly Lys Thr Glu lie Leu Glu Thr Gly 
135 140 145 



ate aag gtt ate gac ctt etc acc cct tac gtt aag ggt gga aag ate 
lie Lys Val He Asp Leu Leu Thr Pro Tyr Val Lys Gly Gly Lys He 
150 155 160 165 



595 



ggc etc ttc ggt ggt gca ggt gtg ggt aag acc gtt ctt ate cag gaa 64 3 
Gly Leu Phe Gly Gly Ala Gly Val Gly Lys Thr Val Leu He Gin Glu 
170 175 180 

atg ate acc cgt att gca cgt gag ttc tec ggt act tec gtg ttc gca 691 
Met He Thr Arg He Ala Arg Glu Phe Ser Gly Thr Ser Val Phe Ala 
185 190 195 

ggt gtt ggt gag cgt acc cgt gag ggc acc gac etc ttc etc gaa atg 739 
Gly Val Gly Glu Arg Thr Arg Glu Gly Thr Asp Leu Phe Leu Glu Met 
200 205 210 

gaa gaa atg ggc gtt etc cag gac acc gec ctg gtg ttc ggt cag atg 787 
Glu Glu Met Gly Val Leu Gin Asp Thr Ala Leu Val Phe Gly Gin Met 
215 220 225 

gat gag cca cca gga gtc ggt atg cgc gtg get ctg tec ggc ctg acc 835 
Asp Glu Pro Pro Gly Val Gly Met Arg Val Ala Leu Ser Gly Leu Thr 
230 235 240 245 

atg gcg gag tac ttc cgc gat gtt cag aac cag gac gtg ctg ctg ttc 883 
Met Ala Glu Tyr Phe Arg Asp Val Gin Asn Gin Asp Val Leu Leu Phe 
250 255 260 

ate gac aac ate ttc cgt ttc acc cag gca ggt tct gag gtt tec acc 931 
He Asp Asn He Phe Arg Phe Thr Gin Ala Gly Ser Glu Val Ser Thr 
265 270 275 

ctt ctg ggt cgt atg cct tec gee gtg ggt tac cag cca acc ctg get 979 
Leu Leu Gly Arg Met Pro Ser Ala Val Gly Tyr Gin Pro Thr Leu Ala 
280 285 290 

gac gag atg ggt gtt etc cag gag cgc att acc tec acc aag ggc cgt 1027 
Asp Glu Met Gly Val Leu Gin Glu Arg He Thr Ser Thr Lys Gly Arg 
295 300 305 

teg att acc tct ctg cag gec gtt tac gtt cct gec gat gac tac acc 1075 
Ser He Thr Ser Leu Gin Ala Val Tyr Val Pro Ala Asp Asp Tyr Thr 
310 315 320 325 

gac ccg get cca gcg acc acc ttc get cac ttg gat gca acc acc gag 1123 
Asp Pro Ala Pro Ala Thr Thr Phe Ala His Leu Asp Ala Thr Thr Glu 
330 335 340 

ctt gac cgc tec att get tec aag ggt att tac cca gca gtg aac cca 1171 
Leu Asp Arg Ser He Ala Ser Lys Gly He Tyr Pro Ala Val Asn Pro 
345 350 355 
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ctg acc tec acc tct cgt att etc gag cca gca ate gtt ggt gag cgt 1219 
Leu Thr Ser Thr Ser Arg He Leu Glu Pro Ala He Val Gly Glu Arg 
360 365 370 

cac tac gag gtt tct cag cgt gtc ate ggc att ctg cag aag aac aag 1267 
His Tyr Glu Val Ser Gin Arg Val He Gly He Leu Gin Lys Asn Lys 
375 380 385 

gaa ctt cag gac ate ate gee ate ctt ggt atg gac gag ctt tct gaa 1315 
Glu Leu Gin Asp He He Ala He Leu Gly Met Asp Glu Leu Ser Glu 
390 395 400 405 



gag gac aag ate acc gtt gca cgt gcg cgt cgc ate gag cgc ttc ctg 
Glu Asp Lys He Thr Val Ala Arg Ala Arg Arg He Glu Arg Phe Leu 
410 415 420 

ggt cag aac ttc ttc gtt gca gag aag ttc acc ggt ctt cct ggc tec 
Gly Gin Asn Phe Phe Val Ala Glu Lys Phe Thr Gly Leu Pro Gly Ser 
425 430 435 

tac gtg cca ctg acc gac acc gtc gac get ttc gag cgt att tgc aac 
Tyr Val Pro Leu Thr Asp Thr Val Asp Ala Phe Glu Arg He Cys Asn 
440 445 450 

ggc gac ttc gac cac tac cca gag cag get ttc aac ggc etc ggt ggt 
Gly Asp Phe Asp His Tyr Pro Glu Gin Ala Phe Asn Gly Leu Gly Gly 
455 460 465 

ttg gac gat gtc gaa get gca tac aag aag ctg acc gga aag 
Leu Asp Asp Val Glu Ala Ala Tyr Lys Lys Leu Thr Gly Lys 
470 475 480 

taaggtagag acacatggct gaa 



1363 



1411 



1459 



1507 



1549 



1572 



<210> 762 
<211> 483 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 762 

Met Thr Thr Ala Leu Glu Glu Gin Asn Ala Gin Gin Ala Ala Thr Ala 
15 10 15 

Gly Arg Val Val Arg Val He Gly Ala Val Val Asp Val Glu Phe Pro 
20 25 30 

Arg Gly Glu Leu Pro Ala Leu Tyr Asn Ala Leu Thr Val Glu Val Thr 
35 40 45 

Leu Glu Ser Val Lys Lys Thr Val Val Leu Glu Val Ala Gin His Leu 
50 55 60 

Gly Asp Asn Leu He Arg Thr He Ala Met Ala Pro Thr Asp Gly Leu 
65 70 75 80 

Val Arg Gly Ala Ala Val Thr Asp Thr Ala Arg Pro He Ser Val Pro 
85 90 95 

Val Gly Asp Val Val Lys Gly His Val Phe Asn Ala Leu Gly Asp Cys 
100 105 HO 
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Leu Asp Asp Val 
115 

He His Arg Glu 
130 

He Leu Glu Thr 
145 

Lys Gly Gly Lys 



Val Leu He Gin 
180 

Thr Ser Val Phe 
195 

Leu Phe Leu Glu 
210 

Val Phe Gly Gin 
225 

Leu Ser Gly Leu 



Asp Val Leu Leu 
260 

Ser Glu Val Ser 
275 

Gin Pro Thr Leu 
290 

Ser Thr Lys Gly 
305 

Ala Asp Asp Tyr 



Asp Ala Thr Thr 
340 

Pro Ala Val Asn 
355 

He Val Gly Glu 
370 

Leu Gin Lys Asn 

385 

Asp Glu Leu Ser 



He Glu Arg Phe 
420 



Ser Leu Asn Asn 
120 

Pro Pro Ser Phe 
135 

Gly He Lys Val 
150 

He Gly Leu Phe 
165 

Glu Met He Thr 



Ala Gly Val Gly 
200 

Met Glu Glu Met 
215 

Met Asp Glu Pro 
230 

Thr Met Ala Glu 
245 

Phe He Asp Asn 



Thr Leu Leu Gly 
280 

Ala Asp Glu Met 
295 

Arg Ser He Thr 
310 

Thr Asp Pro Ala 
325 

Glu Leu Asp Arg 



Pro Leu Thr Ser 
360 

Arg His Tyr Glu 
375 

Lys Glu Leu Gin 
390 

Glu Glu Asp Lys 
405 

Leu Gly Gin Asn 



Asn Pro Glu He 



Asp Gin Leu Glu 
140 

He Asp Leu Leu 
155 

Gly Gly Ala Gly 
170 

Arg He Ala Arg 
185 

Glu Arg Thr Arg 



Gly Val Leu Gin 
220 

Pro Gly Val Gly 
235 

Tyr Phe Arg Asp 
250 

He Phe Arg Phe 
265 

Arg Met Pro Ser 



Gly Val Leu Gin 
300 

Ser Leu Gin Ala 
315 

Pro Ala Thr Thr 
330 

Ser He Ala Ser 
345 

Thr Ser Arg He 



Val Ser Gin Arg 
380 

Asp He He Ala 
395 

He Thr Val Ala 
410 

Phe Phe Val Ala 
425 



Glu Arg Trp Gly 
125 

Gly Lys Thr Glu 



Thr Pro Tyr Val 
160 

Val Gly Lys Thr 
175 

Glu Phe Ser Gly 
190 

Glu Gly Thr Asp 
205 

Asp Thr Ala Leu 



Met Arg Val Ala 
240 

Val Gin Asn Gin 
255 

Thr Gin Ala Gly 
270 

Ala Val Gly Tyr 
285 

Glu Arg He Thr 



Val Tyr Val Pro 
320 

Phe Ala His Leu 
335 

Lys Gly He Tyr 
350 

Leu Glu Pro Ala 
365 

Val He Gly He 



He Leu Gly Met 
400 

Arg Ala Arg Arg 
415 

Glu Lys Phe Thr 

430 
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Gly Leu Pro Gly Ser Tyr Val Pro Leu Thr Asp Thr Val Asp Ala Phe 
435 440 445 

Glu Arg lie Cys Asn Gly Asp Phe Asp His Tyr Pro Glu Gin Ala Phe 
450 455 460 

Asn Gly Leu Gly Gly Leu Asp Asp Val Glu Ala Ala Tyr Lys Lys Leu 
465 470 475 480 

Thr Gly Lys 



<210> 763 
<211> 778 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (15) . . (755) 

<223> FRXA01193 

<400> 763 

caccaggagt cggtatg cgc gtg get ctg tec ggc ctg acc atg gcg gag 

Met Arg Val Ala Leu Ser Gly Leu Thr Met Ala Glu 

1 5 10 

tac ttc cgc gat gtt cag aac cag gac gtg ctg ctg ttc ate gac aac 
Tyr Phe Arg Asp Val Gin Asn Gin Asp Val Leu Leu Phe lie Asp Asn 
15 20 25 

ate ttc cgt ttc acc cag gca ggt tct gag gtt tec acc ctt ctg ggt 
lie Phe Arg Phe Thr Gin Ala Gly Ser Glu Val Ser Thr Leu Leu Gly 
30 35 40 

cgt atg cct tec gee gtg ggt tac cag cca acc ctg get gac gag atg 
Arg Met Pro Ser Ala Val Gly Tyr Gin Pro Thr Leu Ala Asp Glu Met 
45 50 55 60 

ggt gtt etc cag gag cgc att acc tec acc aag ggc cgt teg att acc 
Gly Val Leu Gin Glu Arg He Thr Ser Thr Lys Gly Arg Ser He Thr 
65 70 75 

tct ctg cag gec gtt tac gtt cct gee gat gac tac acc gac ccg get 
Ser Leu Gin Ala Val Tyr Val Pro Ala Asp Asp Tyr Thr Asp Pro Ala 
80 85 90 

cca gcg acc acc ttc get cac ttg gat gca acc acc gag ctt gac cgc 
Pro Ala Thr Thr Phe Ala His Leu Asp Ala Thr Thr Glu Leu Asp Arg 
95 100 105 

tec att get tec aag ggt att tac cca gca gtg aac cca ctg acc tec 
Ser He Ala Ser Lys Gly He Tyr Pro Ala Val Asn Pro Leu Thr Ser 
110 H5 120 

acc tct cgt att etc gag cca gca ate gtt ggt gag cgt cac tac gag 
Thr Ser Arg He Leu Glu Pro Ala He Val Gly Glu Arg His Tyr Glu 
125 130 135 140 

gtt tct cag cgt gtc ate ggc att ctg cag aag aac aag gaa ctt cag 



50 



98 



146 



194 



242 



290 



338 



386 



434 



482 
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Val Ser Gin Arg Val He Gly He Leu Gin Lys Asn Lys Glu Leu Gin 
145 150 155 

gac ate ate gec ate ctt ggt atg gac gag ctt tct gaa gag gac aag 
Asp He He Ala He Leu Gly Met Asp Glu Leu Ser Glu Glu Asp Lys 
160 165 170 

ate ace gtt gca cgt gcg cgt cgc ate gag cgc ttc ctg ggt cag aac 
He Thr Val Ala Arg Ala Arg Arg He Glu Arg Phe Leu Gly Gin Asn 
175 180 185 

ttc ttc gtt gca gag aag ttc ace ggt ctt cct ggc tec tac gtg cca 
Phe Phe Val Ala Glu Lys Phe Thr Gly Leu Pro Gly Ser Tyr Val Pro 
190 195 200 

ctg acc gac ace gtc gac get ttc gag cgt att tgc aac ggc gac ttc 
Leu Thr Asp Thr Val Asp Ala Phe Glu Arg He Cys Asn Gly Asp Phe 
205 210 215 220 

gac cac tac cca gag cag get ttc aac ggc etc ggt ggt ttg gac gat 722 
Asp His Tyr Pro Glu Gin Ala Phe Asn Gly Leu Gly Gly Leu Asp Asp 
225 230 235 

gtc gaa get gca tac aag aag ctg acc gga aag taaggtagag acacatggct 775 
Val Glu Ala Ala Tyr Lys Lys Leu Thr Gly Lys 
240 245 



530 



578 



626 



674 



gaa 



778 



<210> 764 
<211> 247 
<212> PRT 

<213> Corynebacterium glut ami cum 



<400> 764 

Met Arg Val Ala 

1 

Val Gin Asn Gin 
20 

Thr Gin Ala Gly 
35 

Ala Val Gly Tyr 
50 

Glu Arg He Thr 
65 

Val Tyr Val Pro 



Leu Ser Gly Leu 
5 

Asp Val Leu Leu 



Ser Glu Val Ser 
40 

Gin Pro Thr Leu 

55 

Ser Thr Lys Gly 
70 

Ala Asp Asp Tyr 
85 



Thr Met Ala Glu 
10 

Phe He Asp Asn 
25 

Thr Leu Leu Gly 



Ala Asp Glu Met 
60 

Arg Ser He Thr 
75 

Thr Asp Pro Ala 
90 



Tyr Phe Arg Asp 
15 

He Phe Arg Phe 
30 

Arg Met Pro Ser 
45 

Gly Val Leu Gin 



Ser Leu Gin Ala 
80 

Pro Ala Thr Thr 
95 



Phe Ala His Leu Asp Ala Thr Thr Glu Leu Asp Arg Ser He Ala Ser 
100 105 HO 

Lys Gly He Tyr Pro Ala Val Asn Pro Leu Thr Ser Thr Ser Arg He 
115 120 125 

Leu Glu Pro Ala He Val Gly Glu Arg His Tyr Glu Val Ser Gin Arg 
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130 



135 



140 



Val He Gly He Leu Gin Lys Asn Lys Glu Leu Gin Asp He He Ala 
145 150 155 160 

He Leu Gly Met Asp Glu Leu Ser Glu Glu Asp Lys He Thr Val Ala 
165 170 175 

Arg Ala Arg Arg He Glu Arg Phe Leu Gly Gin Asn Phe Phe Val Ala 
180 185 190 

Glu Lys Phe Thr Gly Leu Pro Gly Ser Tyr Val Pro Leu Thr Asp Thr 
195 200 205 

Val Asp Ala Phe Glu Arg He Cys Asn Gly Asp Phe Asp His Tyr Pro 
210 215 220 

Glu Gin Ala Phe Asn Gly Leu Gly Gly Leu Asp Asp Val Glu Ala Ala 
225 230 235 240 



Tyr Lys Lys Leu Thr Gly Lys 
245 



<210> 765 
<211> 739 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (739) 

<223> FRXA01203 

<400> 765 

gtgtggccaa ccaggcacgt caggcacaga tcacccagga aatcacagag attgttggtg 60 

gcgcaggcgc gctcgccgac agcggagaaa gtgactaatt atg act aca get ctt 115 

Met Thr Thr Ala Leu 
1 5 

gaa gag cag aac gca cag cag gca gec act gec ggc cgt gtc gtg cgt 163 
Glu Glu Gin Asn Ala Gin Gin Ala Ala Thr Ala Gly Arg Val Val Arg 
10 15 20 

gtc att ggt gcg gtc gtc gac gtg gag ttt ccc cgc ggc gag ctg cca 211 
Val He Gly Ala Val Val Asp Val Glu Phe Pro Arg Gly Glu Leu Pro 
25 30 35 

gca ctg tac aac gca ctt act gta gag gta acc etc gaa tea gtt aag 259 
Ala Leu Tyr Asn Ala Leu Thr Val Glu Val Thr Leu Glu Ser Val Lys 
40 45 50 

aag acc gtt gtt etc gag gtt get cag cac etc ggc gac aac etc ate 307 
Lys Thr Val Val Leu Glu Val Ala Gin His Leu Gly Asp Asn Leu He 
55 60 65 

cgc acc ate get atg gca cca acc gac gga ctt gtc cgc ggt get get 355 
Arg Thr He Ala Met Ala Pro Thr Asp Gly Leu Val Arg Gly Ala Ala 
70 75 80 85 
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gta acc gat act gca cgc cca att tec gta cca gtg ggc gat gtt gtt 
Val Thr Asp Thr Ala Arg Pro He Ser Val Pro Val Gly Asp Val Val 
90 95 100 

aag ggc cac gta ttc aac get ttg ggc gac tgc eta gac gac gtt tec 
Lys Gly His Val Phe Asn Ala Leu Gly Asp Cys Leu Asp Asp Val Ser 
105 HO 115 

ctg aac aac aac cca gag ate gag cgt tgg ggc ate cac cgc gag cca 
Leu Asn Asn Asn Pro Glu He Glu Arg Trp Gly lie His Arg Glu Pro 
120 125 130 

cca tea ttc gat cag ctt gag ggt aag acc gag ate ctg gaa aca ggc 
Pro Ser Phe Asp Gin Leu Glu Gly Lys Thr Glu He Leu Glu Thr Gly 
135 140 145 

ate aag gtt ate gac ctt etc acc cct tac gtt aag ggt gga aag ate 
He Lys Val He Asp Leu Leu Thr Pro Tyr Val Lys Gly Gly Lys He 
150 155 160 165 

ggc etc ttc ggt ggt gca ggt gtg ggt aag acc gtt ctt ate cag gaa 
Gly Leu Phe Gly Gly Ala Gly Val Gly Lys Thr Val Leu He Gin Glu 
170 175 180 

atg ate acc cgt att gca cgt gag ttc tec ggt act tec gtg ttc gca 
Met He Thr Arg He Ala Arg Glu Phe Ser Gly Thr Ser Val Phe Ala 
185 190 195 

ggt gtt ggt aag cgt acc cgt gag ggc acc gac etc ttc etc gaa atg 
Gly Val Gly Lys Arg Thr Arg Glu Gly Thr Asp Leu Phe Leu Glu Met 
200 205 210 



403 



451 



499 



547 



595 



643 



691 



739 



<210> 766 
<211> 213 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 766 

Met Thr Thr Ala Leu Glu Glu Gin Asn Ala Gin Gin Ala Ala Thr Ala 
15 10 15 

Gly Arg Val Val Arg Val He Gly Ala Val Val Asp Val Glu Phe Pro 
20 25 30 

Arg Gly Glu Leu Pro Ala Leu Tyr Asn Ala Leu Thr Val Glu Val Thr 
35 40 45 

Leu Glu Ser Val Lys Lys Thr Val Val Leu Glu Val Ala Gin His Leu 
50 55 60 

Gly Asp Asn Leu He Arg Thr He Ala Met Ala Pro Thr Asp Gly Leu 
65 70 75 80 

Val Arg Gly Ala Ala Val Thr Asp Thr Ala Arg Pro He Ser Val Pro 
85 90 95 

Val Gly Asp Val Val Lys Gly His Val Phe Asn Ala Leu Gly Asp Cys 
100 105 HO 

Leu Asp Asp Val Ser Leu Asn Asn Asn Pro Glu He Glu Arg Trp Gly 
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115 

lie His Arg Glu 
130 

lie Leu Glu Thr 
145 

Lys Gly Gly Lys 



Val Leu lie Gin 
180 

Thr Ser Val Phe 
195 

Leu Phe Leu Glu 
210 



120 

Pro Pro Ser Phe 
135 

Gly lie Lys Val 
150 

He Gly Leu Phe 

165 

Glu Met He Thr 



Ala Gly Val Gly 
200 

Met 



Asp Gin Leu Glu 
140 

He Asp Leu Leu 
155 

Gly Gly Ala Gly 
170 

Arg He Ala Arg 
185 

Lys Arg Thr Arg 



125 

Gly Lys Thr Glu 



Thr Pro Tyr Val 
160 

Val Gly Lys Thr 
175 

Glu Phe Ser Gly 
190 

Glu Gly Thr Asp 
205 



<210> 767 
<211> 363 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (340) 

<223> RXN02821 

<400> 767 

aagtcgccca gatagcgagc ggaccactcg gtcaactgaa taaccccact aaacacttca 60 

cagcccgaac acacgggcac cagaaaggga acgacacctc atg aac gag ate ate 115 

Met Asn Glu He He 
1 5 



ctg gca cag gac gca acc gag tec acc ate ace gga ctt ggc get gtc 
Leu Ala Gin Asp Ala Thr Glu Ser Thr He Thr Gly Leu Gly Ala Val 
10 15 20 



163 



ggc tac ggc ate gca acc ate gga cct ggc etc ggc ate ggc ate ctg 211 
Gly Tyr Gly He Ala Thr He Gly Pro Gly Leu Gly He Gly He Leu 
25 30 35 

gtt ggt aag get etc gag ggt atg gca cgt cag cct gag atg get gga 259 
Val Gly Lys Ala Leu Glu Gly Met Ala Arg Gin Pro Glu Met Ala Gly 
40 45 50 

cag etc cgt acc acc atg ttc ctg ggc ate gee ttc gtt gag gee ctg 
Gin Leu Arg Thr Thr Met Phe Leu Gly He Ala Phe Val Glu Ala Leu 
55 60 65 

gca ctg ate ggc ctt gtt get ggc ttc ctg ttc taatcagcta acttaaccga 360 
Ala Leu He Gly Leu Val Ala Gly Phe Leu Phe 
70 75 80 



307 



aag 



363 
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<210> 768 
<211> 80 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 768 

Met Asn Glu lie lie Leu Ala Gin Asp Ala Thr Glu Ser Thr lie Thr 
15 10 15 

Gly Leu Gly Ala Val Gly Tyr Gly He Ala Thr He Gly Pro Gly Leu 
20 25 30 

Gly He Gly He Leu Val Gly Lys Ala Leu Glu Gly Met Ala Arg Gin 
35 40 45 

Pro Glu Met Ala Gly Gin Leu Arg Thr Thr Met Phe Leu Gly He Ala 
50 55 60 

Phe Val Glu Ala Leu Ala Leu He Gly Leu Val Ala Gly Phe Leu Phe 
65 70 75 80 



<210> 769 
<211> 303 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (280) 

<223> FRXA02821 

<400> 769 

agcccgaaca cacgggcacc agaaagggaa cgacacctca tgaacgagat catcttggca 60 

caggacgcaa ccgagtccac catcaccgga ccttggcgct gtg ggc tac ggc ate 115 

Val Gly Tyr Gly He 
1 5 



gca acc ate gga cct ggc etc ggc ate ggc ate ttg gtt ggt aag get 
Ala Thr He Gly Pro Gly Leu Gly He Gly He Leu Val Gly Lys Ala 

- ^ r- O Pi 



163 



10 15 20 



etc gag ggt atg gca cgt cag cct gag atg get gga cag etc cgt acc 211 
Leu Glu Gly Met Ala Arg Gin Pro Glu Met Ala Gly Gin Leu Arg Thr 
25 30 35 



acc atg ttc ctg ggc ate gec ttc gtt gag gec ctg gca ctg ate ggc 
Thr Met Phe Leu Gly He Ala Phe Val Glu Ala Leu Ala Leu He Gly 
40 45 50 

ctt gtt get ggc ttc ctg ttc taatcagcta acttaaccga aag 
Leu Val Ala Gly Phe Leu Phe 
55 60 



259 



303 



<210> 770 
<211> 60 
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<212> PRT 

<213> Corynebacterium glutamicum 
<400> 770 

Val Gly Tyr Gly He Ala Thr He Gly Pro Gly Leu Gly He Gly He 
15 10 15 

Leu Val Gly Lys Ala Leu Glu Gly Met Ala Arg Gin Pro Glu Met Ala 
20 25 30 

Gly Gin Leu Arg Thr Thr Met Phe Leu Gly He Ala Phe Val Glu Ala 
35 40 45 

Leu Ala Leu He Gly Leu Val Ala Gly Phe Leu Phe 
50 55 60 



<210> 771 
<211> 632 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (1) . . (609) 

<223> RXA01200 

<400> 771 

ggc tgt ctt egg tgg aaa agt gag cca tct gtt etc gaa gtc etc aag 

Gly Cys Leu Arg Trp Lys Ser Glu Pro Ser Val Leu Glu Val Leu Lys 
15 10 15 

gac gcc gca gag cag acc tgg tec act cca cgc gag ttc cgc get gga 
Asp Ala Ala Glu Gin Thr Trp Ser Thr Pro Arg Glu Phe Arg Ala Gly 
20 25 30 

eta gtc caa ctt ggc cgt cgc gcc ctt ctt cgc tct gcg gag aaa cag 
Leu Val Gin Leu Gly Arg Arg Ala Leu Leu Arg Ser Ala Glu Lys Gin 
35 40 45 

ggt cag ctt ggt cag gtg gaa gat gaa ctg ttc cga etc age cga ate 
Gly Gin Leu Gly Gin Val Glu Asp Glu Leu Phe Arg Leu Ser Arg He 
50 55 60 

ctg gat cgc gaa age aag ctg act cag ctt ctt tea gat cgc act cag 
Leu Asp Arg Glu Ser Lys Leu Thr Gin Leu Leu Ser Asp Arg Thr Gin 
65 70 75 80 

gaa att ggc ggt cga cgt gac etc ctg get aag gtg etc tac ggc aag 
Glu He Gly Gly Arg Arg Asp Leu Leu Ala Lys Val Leu Tyr Gly Lys 
85 90 95 

gta act get gtt acc gaa gcc etc gca ctg cag get att ggt cgc cct 
Val Thr Ala Val Thr Glu Ala Leu Ala Leu Gin Ala He Gly Arg Pro 
100 105 HO 

gag cac aac cca att gac gat ate gca get ttg get ggc get gta gca 
Glu His Asn Pro He Asp Asp He Ala Ala Leu Ala Gly Ala Val Ala 
115 120 125 

gag eta cag ggt cgt tec gtt gca cat gtc gtt acc gca gtt gaa etc 



48 



96 



144 



192 



240 



288 



336 



384 



432 
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Glu 


Leu. 
130 


Gin 


Gly Arg 


Ser 


Val 
135 


Ala 


His 


Val 


Val 


Thr 
140 


Ala 


Val 


Glu 


Leu 


aac 
Asn 
145 


gag 
Glu 


gga 
Glv 


cag 
Gin 


caa 
Gin 


caa 
Gin 
150 


gcg 
Ala 


eta 

Leu 


get 
Ala 


gaa 
Glu 


aag 
Lys 
155 


ctg 
Leu 


gga 
Gly 


cgt 
Arg 


att 
He 


tat 
Tyr 
160 


ggt 
Gly 


cgt 
Arg 


gcg 
Ala 


atg 
Met 


age 
Ser 
165 


ate 
He 


cac 
His 


tec 
Ser 


gag 
Glu 


gtt 
Val 
170 


gat 
Asp 


acc 
Thr 


age 
Ser 


etc 
Leu 


etc 
Leu 
175 


ggt 
Gly 


gga 
Gly 


atg 
Met 


ate 
He 


ate 
He 
180 


cgc 
Arg 


gt c 
Val 


gga 
Gly 


gac 
Asp 


gaa 
Glu 
185 


gn a 
Val 


He 


gac 
Asp 


ggc 
Gly 


age 
Ser 
190 


acc 
Thr 


teg 
Ser 


ggc 
Gly 


aaa 
Lys 


etc 
Leu 


gag 
Glu 


cgt 
Arg 


ctg 
Leu 


egg 
Arg 


gca 
Ala 


age 
Ser 


ttc 
Phe 


gca 
Ala 


taaagacacg 


acgaatta 



480 



528 



576 



195 200 



<210> 772 
<211> 203 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 772 

Gly Cys Leu Arg Trp Lys Ser Glu Pro Ser Val Leu Glu Val Leu Lys 
15 10 15 

Asp Ala Ala Glu Gin Thr Trp Ser Thr Pro Arg Glu Phe Arg Ala Gly 
20 25 30 

Leu Val Gin Leu Gly Arg Arg Ala Leu Leu Arg Ser Ala Glu Lys Gin 
35 40 45 

Gly Gin Leu Gly Gin Val Glu Asp Glu Leu Phe Arg Leu Ser Arg He 
50 55 60 

Leu Asp Arg Glu Ser Lys Leu Thr Gin Leu Leu Ser Asp Arg Thr Gin 
65 70 75 80 

Glu He Gly Gly Arg Arg Asp Leu Leu Ala Lys Val Leu Tyr Gly Lys 
85 90 95 

Val Thr Ala Val Thr Glu Ala Leu Ala Leu Gin Ala He Gly Arg Pro 
100 105 HO 

Glu His Asn Pro He Asp Asp He Ala Ala Leu Ala Gly Ala Val Ala 
115 120 125 

Glu Leu Gin Gly Arg Ser Val Ala His Val Val Thr Ala Val Glu Leu 
130 135 140 

Asn Glu Gly Gin Gin Gin Ala Leu Ala Glu Lys Leu Gly Arg He Tyr 
145 150 155 160 

Gly Arg Ala Met Ser He His Ser Glu Val Asp Thr Ser Leu Leu Gly 
165 170 175 



632 
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Glv Met He He Arg Val Gly Asp Glu Val He Asp Gly Ser Thr Ser 
180 185 190 

Gly Lys Leu Glu Arg Leu Arg Ala Ser Phe Ala 
195 200 



<210> 773 
<211> 495 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 

<221> CDS 

<222> (101) . . (472) 

<223> RXA01194 

<400> 773 

acttcgacca ctacccagag caggctttca acggcctcgg tggtttggac gatgtcgaag 60 

ctqcatacaa gaagctgacc ggaaagtaag gtagagacac atg get gaa ate acc 115 

Met Ala Glu He Thr 
1 5 

gtt gaa ctg gtg tct gta gag cgc atg ctg tgg gec ggc cag gee tec 
Val Glu Leu Val Ser Val Glu Arg Met Leu Trp Ala Gly Gin Ala Ser 
10 15 20 

ate gtg act gca cag acc acc gag ggt gag ate ggc gtg ctg ccc gat 211 
He Val Thr Ala Gin Thr Thr Glu Gly Glu He Gly Val Leu Pro Asp 
25 30 35 

cac gag cct ctt etc ggc caa ttg gtt gag aac ggt gtc gtg acc ate 259 
His Glu Pro Leu Leu Gly Gin Leu Val Glu Asn Gly Val Val Thr He 
40 45 50 



cag ccg ate gac ggc gaa aag ctt ate gec ggc gtt teg gat gga ttc 
Gin Pro He Asp Gly Glu Lys Leu He Ala Gly Val Ser Asp Gly Phe 



55 



60 65 



etc tec gta tct aag gaa aag gtg acg ate etc gcg gac ttc gec gtc 
Leu Ser Val Ser Lys Glu Lys Val Thr He Leu Ala Asp Phe Ala Val 



70 75 



10 85 



tgg gcg aat gag gtt gat acc gca tec gee gag get gac ctt aat teg 
Trp Ala Asn Glu Val Asp Thr Ala Ser Ala Glu Ala Asp Leu Asn Ser 
90 95 100 

gac gac gag ctg gec aag gca cac gee gag get ggg ctg cgc gcg gtc 
Asp Asp Glu Leu Ala Lys Ala His Ala Glu Ala Gly Leu Arg Ala Val 
105 HO H5 

cgc cgc age age gaa ggt etc taaacctccg tttagctgaa gta 
Arg Arg Ser Ser Glu Gly Leu 
120 



<210> 774 
<211> 124 
<212> PRT 

<213> Corynebacterium glutamicum 



163 



307 



355 



403 



451 



495 



BGI-126CP 



- 1093 - 



<400> 774 
Met Ala Glu lie 
1 

Ala Gly Gin Ala 
20 

Gly Val Leu Pro 
35 

Gly Val Val Thr 
50 

Val Ser Asp Gly 
65 

Ala Asp Phe Ala 



Ala Asp Leu Asn 
100 

Gly Leu Arg Ala 
115 



Thr Val Glu Leu 
5 

Ser He Val Thr 



Asp His Glu Pro 
40 

He Gin Pro He 

55 

Phe Leu Ser Val 
70 

Val Trp Ala Asn 
85 

Ser Asp Asp Glu 



Val Arg Arg Ser 
120 



Val Ser Val Glu 
10 

Ala Gin Thr Thr 
25 

Leu Leu Gly Gin 



Asp Gly Glu Lys 
60 

Ser Lys Glu Lys 
75 

Glu Val Asp Thr 
90 

Leu Ala Lys Ala 
105 

Ser Glu Gly Leu 



Arg Met Leu Trp 
15 

Glu Gly Glu He 
30 

Leu Val Glu Asn 
45 

Leu He Ala Gly 



Val Thr He Leu 

80 

Ala Ser Ala Glu 
95 

His Ala Glu Ala 
110 



<210> 775 
<211> 1098 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1075) 
<223> RXA01202 

<400> 775 

agaaagacca gctcaccgtt tcccgcaagg tcagcaagaa gtaaggcagc gagcctacac 60 

taaatgactg tccaagcaac tgaagggagg cgtgtgaacc atg gca aca att cgt 115 

Met Ala Thr He Arg 

1 5 

gaa ttg cgt gac cga att cgt teg gtt aac tea acc aag aag ate acc 163 
Glu Leu Arg Asp Arg He Arg Ser Val Asn Ser Thr Lys Lys He Thr 
10 15 20 

aag get caa gag etc ate gee acc tct cgc ate acc aag gca cag ggt 
Lys Ala Gin Glu Leu He Ala Thr Ser Arg He Thr Lys Ala Gin Gly 
25 30 35 

cgc gtc gcg gca get gcg ccg tac gee gag gaa ate cag cgc gtg ctg 
Arg Val Ala Ala Ala Ala Pro Tyr Ala Glu Glu He Gin Arg Val Leu 
40 45 50 

gag cgc etc gcg teg gca age tec eta gac cac cca atg ctg cgt gag 
Glu Arg Leu Ala Ser Ala Ser Ser Leu Asp His Pro Met Leu Arg Glu 
55 60 65 

cgt gaa ggc ggc aag cga gee gee gtg etc gtg gtt act tct gac cgc 355 



211 



259 



307 
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Arg Glu Gly Gly Lys Arg Ala Ala Val Leu Val Val Thr Ser Asp Arg 
70 75 80 85 

ggc atg get ggt ggc tac aac cac aac gtt ctg aaa aag gca gcg gag 
Gly Met Ala Gly Gly Tyr Asn His Asn Val Leu Lys Lys Ala Ala Glu 
90 95 100 



403 



ctg gaa aag ctt ctt get gaa agt gga tac gaa gtg gtt cgt tat gtc 451 
Leu Glu Lys Leu Leu Ala Glu Ser Gly Tyr Glu Val Val Arg Tyr Val 
105 HO 115 



acc ggc aaa aag ggc gtc gac tac tac aag ttc cgc get gaa gat gtg 
Thr Gly Lys Lys Gly Val Asp Tyr Tyr Lys Phe Arg Ala Glu Asp Val 
120 125 130 

get ggc acc tgg act gga ttc tea cag gat cca gac tgg gca get acc 
Ala Gly Thr Trp Thr Gly Phe Ser Gin Asp Pro Asp Trp Ala Ala Thr 
135 140 145 

cac aac gtg cgc cgt cac etc att gat ggt ttc acc gec age tct gaa 
His Asn Val Arg Arg His Leu lie Asp Gly Phe Thr Ala Ser Ser Glu 
150 155 160 165 

ggt gaa get gca tgg cgc gag gga ctg aac eta cca gaa ggc cag gat 
Gly Glu Ala Ala Trp Arg Glu Gly Leu Asn Leu Pro Glu Gly Gin Asp 
170 175 180 

ate cag ggc ttc gac cag gtt cac gtg gtc tac acc gag ttc ate tec 
lie Gin Gly Phe Asp Gin Val His Val Val Tyr Thr Glu Phe He Ser 
185 190 195 

atg ctg act caa aac cca gta gtg cac caa ctg ctg cct gtt gag cca 
Met Leu Thr Gin Asn Pro Val Val His Gin Leu Leu Pro Val Glu Pro 
200 205 210 

gtc ate gaa gat gaa att ttc gaa aaa ggc gag gat ctg ctg tec tct 
Val He Glu Asp Glu He Phe Glu Lys Gly Glu Asp Leu Leu Ser Ser 
215 220 225 

tec ggc gaa gtc gaa ccc gac tac gag ttc gag ccg gat gca gac act 
Ser Gly Glu Val Glu Pro Asp Tyr Glu Phe Glu Pro Asp Ala Asp Thr 
230 235 240 245 

ctg ctt gag gca ctg ctt ccg cag tac gtc tct cgt agg ctg ttc tec 
Leu Leu Glu Ala Leu Leu Pro Gin Tyr Val Ser Arg Arg Leu Phe Ser 
250 255 260 

ate ttc ttg gag get gca get gca gag tec get tea cgt cga aac gcg 
He Phe Leu Glu Ala Ala Ala Ala Glu Ser Ala Ser Arg Arg Asn Ala 
265 270 275 

atg aag tct gcg act gac aac get acg gaa ctg gtc aag gac ctg tec 
Met Lys Ser Ala Thr Asp Asn Ala Thr Glu Leu Val Lys Asp Leu Ser 
280 285 290 

cgt gtg gee aac cag gca cgt cag gca cag ate acc cag gaa ate aca 
Arg Val Ala Asn Gin Ala Arg Gin Ala Gin He Thr Gin Glu He Thr 
295 300 305 



499 



547 



595 



643 



691 



739 



787 



835 



883 



931 



979 



1027 



gag att gtt ggt ggc gca ggc gcg etc gee gac age gga gaa agt gac 1075 
Glu He Val Gly Gly Ala Gly Ala Leu Ala Asp Ser Gly Glu Ser Asp 
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310 



315 



320 



325 



taattatgac tacagctctt gaa 



<210> 776 
<211> 325 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 776 

Met Ala Thr lie Arg Glu Leu Arg Asp Arg lie Arg Ser Val Asn Ser 
15 10 15 

Thr Lys Lys lie Thr Lys Ala Gin Glu Leu lie Ala Thr Ser Arg lie 
20 25 30 

Thr Lys Ala Gin Gly Arg Val Ala Ala Ala Ala Pro Tyr Ala Glu Glu 
35 40 45 

lie Gin Arg Val Leu Glu Arg Leu Ala Ser Ala Ser Ser Leu Asp His 
50 55 60 

Pro Met Leu Arg Glu Arg Glu Gly Gly Lys Arg Ala Ala Val Leu Val 
65 70 75 80 

Val Thr Ser Asp Arg Gly Met Ala Gly Gly Tyr Asn His Asn Val Leu 
85 90 95 

Lys Lys Ala Ala Glu Leu Glu Lys Leu Leu Ala Glu Ser Gly Tyr Glu 
100 105 HO 

Val Val Arg Tyr Val Thr Gly Lys Lys Gly Val Asp Tyr Tyr Lys Phe 
115 120 125 

Arg Ala Glu Asp Val Ala Gly Thr Trp Thr Gly Phe Ser Gin Asp Pro 
130 135 140 

Asp Trp Ala Ala Thr His Asn Val Arg Arg His Leu lie Asp Gly Phe 
145 150 155 160 

Thr Ala Ser Ser Glu Gly Glu Ala Ala Trp Arg Glu Gly Leu Asn Leu 
165 170 175 

Pro Glu Gly Gin Asp He Gin Gly Phe Asp Gin Val His Val Val Tyr 
180 185 190 

Thr Glu Phe He Ser Met Leu Thr Gin Asn Pro Val Val His Gin Leu 
195 200 205 

Leu Pro Val Glu Pro Val lie Glu Asp Glu He Phe Glu Lys Gly Glu 
210 215 220 

Asp Leu Leu Ser Ser Ser Gly Glu Val Glu Pro Asp Tyr Glu Phe Glu 
225 230 235 240 

Pro Asp Ala Asp Thr Leu Leu Glu Ala Leu Leu Pro Gin Tyr Val Ser 



245 



250 



255 



Arg Arg Leu Phe Ser He Phe Leu Glu Ala Ala Ala Ala Glu Ser Ala 
260 265 270 
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Ser Arg Arg Asn Ala 
275 

Val Lys Asp Leu Ser 
290 

Thr Gin Glu lie Thr 
305 

Ser Gly Glu Ser Asp 
325 



Met Lys Ser Ala Thr Asp 
280 

Arg Val Ala Asn Gin Ala 
295 

Glu lie Val Gly Gly Ala 
310 315 



Asn Ala Thr Glu Leu 
285 

Arg Gin Ala Gin lie 

300 

Gly Ala Leu Ala Asp 
320 



<210> 777 
<211> 1773 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1750) 
<223> RXN02434 

<400> 777 

cttcaatagt caaaaccagc aaactaattt tttaagtttt acgtaactgg ccccaccgct 60 

tgtggcaggc cttgcgtttt gacattgaag gacccttttt atg cgc act ttt gcc 115 

Met Arg Thr Phe Ala 
1 5 

get tat att gcc att gat ggc etc age ttt tec tac ccc aac ace cac 163 
Ala Tyr lie Ala lie Asp Gly Leu Ser Phe Ser Tyr Pro Asn Thr His 
10 15 20 

gtt tta age gat att teg etc acc gtt gcc aat ggc gat ate gcc gga 211 
Val Leu Ser Asp lie Ser Leu Thr Val Ala Asn Gly Asp lie Ala Gly 
25 30 35 

ctg att ggt gaa aac ggc gca gga aaa tec acc ctg etc age etc ate 259 
Leu lie Gly Glu Asn Gly Ala Gly Lys Ser Thr Leu Leu Ser Leu lie 
40 45 50 

get ggc gtc atg gaa ccc gac cag ggc agg att tac etc ccc gaa cgc 307 
Ala Gly Val Met Glu Pro Asp Gin Gly Arg lie Tyr Leu Pro Glu Arg 
55 60 65 

acc gga ttc ate gcc caa gaa aca gac tta ccg ttt gaa caa ccc gtg 355 
Thr Gly Phe lie Ala Gin Glu Thr Asp Leu Pro Phe Glu Gin Pro Val 
70 75 80 85 

cag teg ctt ate gac gcc gcc gtc gcc cca gtg cgc gcg gtc gat gcc 403 
Gin Ser Leu lie Asp Ala Ala Val Ala Pro Val Arg Ala Val Asp Ala 
90 95 100 

gcg att aca gat ttg tec acc aag ctt ggc gac gcc tec etc age gcc 451 
Ala lie Thr Asp Leu Ser Thr Lys Leu Gly Asp Ala Ser Leu Ser Ala 
105 110 115 



gaa gag cag gcg caa gtc gcc aca gat ttc gat gca gcg eta ggc get 
Glu Glu Gin Ala Gin Val Ala Thr Asp Phe Asp Ala Ala Leu Gly Ala 



499 
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120 125 130 

gca gaa gaa etc gga ctg tgg gaa tta gat gca cgt att gaa acc ate 
Ala Glu Glu Leu Gly Leu Trp Glu Leu Asp Ala Arg lie Glu Thr He 
135 140 145 

gtc gcg ggt etc ggc ctt gec gag gtg gat cgc age act ccc att ggt 
Val Ala Gly Leu Gly Leu Ala Glu Val Asp Arg Ser Thr Pro He Gly 
150 155 160 1^5 

gag ctt tec ggc ggt cag cgc cgc aga ttc gca ttg gca gcg ctg ctg 
Glu Leu Ser Gly Gly Gin Arg Arg Arg Phe Ala Leu Ala Ala Leu Leu 
170 175 180 

ttg gaa cca cac gat get ctg att ttc gat gag ccc acc aac cac etc 
Leu Glu Pro His Asp Ala Leu He Phe Asp Glu Pro Thr Asn His Leu 
185 190 195 

gac gac aca gee gta gat ttc etc ate teg gag att tec cgt ttc aaa 
Asp Asp Thr Ala Val Asp Phe Leu He Ser Glu He Ser Arg Phe Lys 
200 205 210 

ggt cca gtg ctg ate gec age cac gat cgc ttc ttc etc gac tec gtc 
Gly Pro Val Leu He Ala Ser His Asp Arg Phe Phe Leu Asp Ser Val 



215 



220 225 



tgt acc gag tta ate gac etc gat cct gca ctt gga cct gag ggc gga 
Cvs Thr Glu Leu He Asp Leu Asp Pro Ala Leu Gly Pro Glu Gly Gly 



230 235 



240 245 



tec ggc gaa gaa gta aaa caa gec gtg tct ttt ggt ggt gga ttt tct 
Ser Gly Glu Glu Val Lys Gin Ala Val Ser Phe Gly Gly Gly Phe Ser 
250 255 260 

gaa tac ate aaa gaa cgc gag acc cgc cgc acc cgc tgg get cag ttg 
Glu Tyr He Lys Glu Arg Glu Thr Arg Arg Thr Arg Trp Ala Gin Leu 



265 



270 275 



tac acc gca caa gaa acc gag egg gaa aaa etc gaa gaa acc acc ggc 
Tvr Thr Ala Gin Glu Thr Glu Arg Glu Lys Leu Glu Glu Thr Thr Gly 
280 285 290 

acc acc gaa teg gat att ttc cac age teg gtt tec aaa teg gaa get 
Thr Thr Glu Ser Asp He Phe His Ser Ser Val Ser Lys Ser Glu Ala 
295 300 305 

aaa ate acc gcg aaa ttt tac gca gac egg gca get aaa act caa ggc 
Lvs He Thr Ala Lys Phe Tyr Ala Asp Arg Ala Ala Lys Thr Gin Gly 
310 315 320 325 



547 



595 



643 



691 



7 39 



787 



835 



883 



931 



979 



1027 



1075 



1123 



aac cgc gtc cgc tec gec aaa aac cgc ctg aag gaa ttg gaa cgc tat 

Asn Arg Val Arg Ser Ala Lys Asn Arg Leu Lys Glu Leu Glu Arg Tyr 

330 335 340 

gaa ate cca gca cct cca aag cca ctg gaa ttc caa ggc ate cca gaa 1171 

Glu He Pro Ala Pro Pro Lys Pro Leu Glu Phe Gin Gly He Pro Glu 
345 350 355 

gec tec gga aac ggt cac ggt gaa aca eta gaa gtg egg get att get 1219 

Ala Ser Gly Asn Gly His Gly Glu Thr Leu Glu Val Arg Ala He Ala 
360 365 370 
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gtg gaa aac agg ctt caa ccc ttg act ttc cac ate gat ccc ggc gac 1267 
Val Glu Asn Arg Leu Gin Pro Leu Thr Phe His lie Asp Pro Gly Asp 
375 380 385 

cac ate ctg gtc gaa ggc ccc aac ggt gtc ggt aaa tec acc ctg ctg 1315 
His He Leu Val Glu Gly Pro Asn Gly Val Gly Lys Ser Thr Leu Leu 
390 395 400 405 

age gtt ctg gaa ggc gtg ctt gaa cca acc gaa ggt gaa ttg ate gtc 1363 
Ser Val Leu Glu Gly Val Leu Glu Pro Thr Glu Gly Glu Leu He Val 
410 415 420 

ccc gaa ggg ctg aaa gtt gcg cgc ctg aaa cag gac gat cag tgg acg 1411 
Pro Glu Gly Leu Lys Val Ala Arg Leu Lys Gin Asp Asp Gin Trp Thr 
425 430 435 

gaa aag cag ttg aac acc ccc gtc gac gaa ctg ttc gec gec eta teg 1459 
Glu Lys Gin Leu Asn Thr Pro Val Asp Glu Leu Phe Ala Ala Leu Ser 
440 445 450 

aaa ggt ccg gtc gga etc aac etc gtg gag atg ggg ctg ttg agg gag 1507 
Lys Gly Pro Val Gly Leu Asn Leu Val Glu Met Gly Leu Leu Arg Glu 
455 460 465 

acg teg caa age age ccg eta egg gee eta teg etc ggc caa cgc egg 1555 
Thr Ser Gin Ser Ser Pro Leu Arg Ala Leu Ser Leu Gly Gin Arg Arg 
470 475 480 485 

cgc gtc teg etc ggg etc ate ctg gcg age cca cca gat ctt ttg ctt 1603 
Arg Val Ser Leu Gly Leu He Leu Ala Ser Pro Pro Asp Leu Leu Leu 
490 495 500 

ctt gac gag ccc acc aac cac etc tec etc gcg ctg age gaa gaa etc 1651 
Leu Asp Glu Pro Thr Asn His Leu Ser Leu Ala Leu Ser Glu Glu Leu 
505 510 515 

gag teg gcg ata gaa aaa ttc ccc ggt cgc gtt att ctg gee age cac 1699 
Glu Ser Ala He Glu Lys Phe Pro Gly Arg Val He Leu Ala Ser His 
520 525 530 

gat agg tgg ate aga aaa cgt tgg acg ggg aag aaa ate age ctg age 1747 
Asp Arg Trp He Arg Lys Arg Trp Thr Gly Lys Lys He Ser Leu Ser 
535 540 545 

cgt taaaccctac tgaacaggaa cct 1773 

Arg 

550 



<210> 778 
<211> 550 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 778 

Met Arg Thr Phe Ala Ala Tyr He Ala lie Asp Gly Leu Ser Phe Ser 
15 10 15 



Tyr Pro Asn Thr His Val Leu Ser Asp lie Ser Leu Thr Val Ala Asn 
20 25 30 
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Gly Asp lie Ala 
35 

Leu Leu Ser Leu 
50 

Tyr Leu Pro Glu 
65 

Phe Glu Gin Pro 



Arg Ala Val Asp 
100 

Ala Ser Leu Ser 
115 

Ala Ala Leu Gly 
130 

Arg lie Glu Thr 
145 

Ser Thr Pro lie 



Leu Ala Ala Leu 
180 

Pro Thr Asn His 
195 

lie Ser Arg Phe 
210 

Phe Leu Asp Ser 
225 

Gly Pro Glu Gly 



Gly Gly Gly Phe 
260 

Arg Trp Ala Gin 
275 

Glu Glu Thr Thr 
290 

Ser Lys Ser Glu 
305 

Ala Lys Thr Gin 



Glu Leu Glu Arg 
340 



Gly Leu lie Gly 
40 

He Ala Gly Val 

55 

Arg Thr Gly Phe 
70 

Val Gin Ser Leu 
85 

Ala Ala He Thr 



Ala Glu Glu Gin 
120 

Ala Ala Glu Glu 
135 

He Val Ala Gly 
150 

Gly Glu Leu Ser 
165 

Leu Leu Glu Pro 



Leu Asp Asp Thr 
200 

Lys Gly Pro Val 
215 

Val Cys Thr Glu 
230 

Gly Ser Gly Glu 
245 

Ser Glu Tyr He 



Leu Tyr Thr Ala 
280 

Gly Thr Thr Glu 
295 

Ala Lys He Thr 

310 

Gly Asn Arg Val 
325 

Tyr Glu He Pro 



Glu Asn Gly Ala 



Met Glu Pro Asp 
60 

He Ala Gin Glu 
75 

He Asp Ala Ala 
90 

Asp Leu Ser Thr 
105 

Ala Gin Val Ala 



Leu Gly Leu Trp 
140 

Leu Gly Leu Ala 

155 

Gly Gly Gin Arg 
170 

His Asp Ala Leu 
185 

Ala Val Asp Phe 



Leu He Ala Ser 
220 

Leu He Asp Leu 
235 

Glu Val Lys Gin 
250 

Lys Glu Arg Glu 
265 

Gin Glu Thr Glu 



Ser Asp He Phe 
30 0 

Ala Lys Phe Tyr 
315 

Arg Ser Ala Lys 
330 

Ala Pro Pro Lys 
345 



Gly Lys Ser Thr 
45 

Gin Gly Arg He 



Thr Asp Leu Pro 
80 

Val Ala Pro Val 
95 

Lys Leu Gly Asp 

110 

Thr Asp Phe Asp 
125 

Glu Leu Asp Ala 



Glu Val Asp Arg 
160 

Arg Arg Phe Ala 
175 

He Phe Asp Glu 
190 

Leu He Ser Glu 
205 

His Asp Arg Phe 



Asp Pro Ala Leu 
240 

Ala Val Ser Phe 
255 

Thr Arg Arg Thr 
270 

Arg Glu Lys Leu 

285 

His Ser Ser Val 



Ala Asp Arg Ala 
320 

Asn Arg Leu Lys 
335 

Pro Leu Glu Phe 
350 
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Gln Gly He Pro Glu Ala Ser Gly Asn Gly His Gly Glu Thr Leu Glu 
355 360 365 

Val Arg Ala He Ala Val Glu Asn Arg Leu Gin Pro Leu Thr Phe His 
370 375 380 

He Asp Pro Gly Asp His He Leu Val Glu Gly Pro Asn Gly Val Gly 
385 390 395 400 

Lys Ser Thr Leu Leu Ser Val Leu Glu Gly Val Leu Glu Pro Thr Glu 
405 410 415 

Gly Glu Leu He Val Pro Glu Gly Leu Lys Val Ala Arg Leu Lys Gin 
420 425 430 

Asp Asp Gin Trp Thr Glu Lys Gin Leu Asn Thr Pro Val Asp Glu Leu 
435 440 445 

Phe Ala Ala Leu Ser Lys Gly Pro Val Gly Leu Asn Leu Val Glu Met 
450 455 460 

Gly Leu Leu Arg Glu Thr Ser Gin Ser Ser Pro Leu Arg Ala Leu Ser 
465 470 475 480 

Leu Gly Gin Arg Arg Arg Val Ser Leu Gly Leu He Leu Ala Ser Pro 
485 490 495 

Pro Asp Leu Leu Leu Leu Asp Glu Pro Thr Asn His Leu Ser Leu Ala 
500 505 510 

Leu Ser Glu Glu Leu Glu Ser Ala He Glu Lys Phe Pro Gly Arg Val 
515 520 525 

He Leu Ala Ser His Asp Arg Trp He Arg Lys Arg Trp Thr Gly Lys 
530 535 540 

Lys He Ser Leu Ser Arg 
545 550 



<210> 779 
<211> 1407 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (1384) 
<223> RXN00684 

<400> 779 

agtcacacct aaaagtgata gccatcacga atctttagga aaagtgattc aaacttcact 60 

gtgatcggct tcggccacac acaagtgtca ggagatgaca atg act tec cag act 11 

Met Thr Ser Gin Thr 
1 5 



tec caa caa tec acc tea ace ggt gga tgc cca ttc ggg cac aca tea 
Ser Gin Gin Ser Thr Ser Thr Gly Gly Cys Pro Phe Gly His Thr Ser 
10 15 20 



163 
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gag tec acc age cat cac ggc tac cag cct ttc gat atg cac aac ccg 211 
Glu Ser Thr Ser His His Gly Tyr Gin Pro Phe Asp Met His Asn Pro 
25 30 35 



atg ttg gcg aat gat caa cac gtc ggc gat atg gtg tea gat ctt gec 
Met Leu Ala Asn Asp Gin His Val Gly Asp Met Val Ser Asp Leu Ala 



150 155 



160 165 



ttg gtt gag tac tgg cag gaa tgc caa cgc atg gta get gat gca cat 
Leu Val Glu Tyr Trp Gin Glu Cys Gin Arg Met Val Ala Asp Ala His 
215 220 225 

gca cac ggt ggc gac aac etc acc get gat eta gtg cga gca cag caa 
Ala His Gly Gly Asp Asn Leu Thr Ala Asp Leu Val Arg Ala Gin Gin 
230 235 240 245 

gag ggt caa gaa ate acc gat cat gag att get tct ttg ctg tac tec 
Glu Gly Gin Glu He Thr Asp His Glu He Ala Ser Leu Leu Tyr Ser 
250 255 260 

ctg ctt ttt gcg ggg cac gaa aca acc acc acg ttg ate tec aat tgt 



259 



307 



355 



ttt cct gca tat aaa gaa etc cgt cag gaa gag cca gtg atg ttc gat 
Phe Pro Ala Tyr Lys Glu Leu Arg Gin Glu Glu Pro Val Met Phe Asp 
40 45 50 

gag cgc ate ggc tac tgg gtg gta acc aaa tat gac gac ate aaa acc 
Glu Arg He Gly Tyr Trp Val Val Thr Lys Tyr Asp Asp He Lys Thr 
55 60 65 

acc ttt gat gac tgg gaa aca ttc tec tct gaa aat gca caa gee cca 
Thr Phe Asp Asp Trp Glu Thr Phe Ser Ser Glu Asn Ala Gin Ala Pro 
70 75 80 85 

gtc cgc aag cgt gga cct cag gca acc caa ate atg acc gat ggc ggc 403 
Val Arg Lys Arg Gly Pro Gin Ala Thr Gin He Met Thr Asp Gly Gly 
90 95 10 0 

ttc act gca tac tec gga tta tea get cgt att cca cca gag cac acc 451 
Phe Thr Ala Tyr Ser Gly Leu Ser Ala Arg He Pro Pro Glu His Thr 
105 HO H5 

cgc ate cgc gca ate gca caa aag gee ttc acg cca cgc cgc tat aaa 4 99 
Arg He Arg Ala He Ala Gin Lys Ala Phe Thr Pro Arg Arg Tyr Lys 
120 125 130 

gca etc gaa cca gat ate cga gca atg gtg att gat cgt gtg gag aaa 547 
Ala Leu Glu Pro Asp He Arg Ala Met Val He Asp Arg Val Glu Lys 
135 140 145 



595 



643 



691 



tac gac att cca acc ate acg ate ctg acg ctg ate ggt gca gat att 
Tyr Asp He Pro Thr He Thr He Leu Thr Leu He Gly Ala Asp He 
170 175 180 

ttc atg gtg gtc acc tac aag egg tgg tea gat tec cgt gcg gee atg 
Phe Met Val Val Thr Tyr Lys Arg Trp Ser Asp Ser Arg Ala Ala Met 
185 190 195 

acc tgg ggc gat ctt agt gat gaa gag cag ate cca cac gca cac aat 739 
Thr Trp Gly Asp Leu Ser Asp Glu Glu Gin He Pro His Ala His Asn 
200 205 210 



7 87 



8 35 



883 



931 
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aaa get ate ggg ttc egg gag aac etc tec ttc cgc gtc ccc act tct 
Lys Ala He Gly Phe Arg Glu Asn Leu Ser Phe Arg Val Pro Thr Ser 
410 415 420 

gtt ccc gtg act tgg aac get taaegcttta ttaaataagg aga 
Val Pro Val Thr Trp Asn Ala 
425 



979 



1027 



Leu Leu Phe Ala Gly His Glu Thr Thr Thr Thr Leu He Ser Asn Cys 
265 270 275 

ttc cga gtt etc etc gat cat cca gag cag tgg caa gec att eta gag 
Phe Arg Val Leu Leu Asp His Pro Glu Gin Trp Gin Ala He Leu Glu 
280 285 290 

aat cca aaa ctg att cct gcg gca gtg gat gag gtc ttg egg tac tec 
Asn Pro Lys Leu He Pro Ala Ala Val Asp Glu Val Leu Arg Tyr Ser 
295 300 305 

ggc teg ate gtg ggg tgg cgt cga aaa gca tta aaa gac acc gag ate 1075 
Gly Ser He Val Gly Trp Arg Arg Lys Ala Leu Lys Asp Thr Glu He 
310 315 320 325 

ggc ggc gtt gec att aag gaa ggc gat ggt gtt ctg ctg etc atg ggt 1123 
Gly Gly Val Ala He Lys Glu Gly Asp Gly Val Leu Leu Leu Met Gly 
330 335 340 

tec gcg aac cgc gat gaa get cgc ttt gaa aat ggc gag gaa ttc gat 1171 
Ser Ala Asn Arg Asp Glu Ala Arg Phe Glu Asn Gly Glu Glu Phe Asp 
345 350 355 

ate age cgc get aat gcg cgc gag cac ctg tct ttt ggt ttc ggc ate 1219 
He Ser Arg Ala Asn Ala Arg Glu His Leu Ser Phe Gly Phe Gly He 
360 365 370 

cac tat tgc eta gga aac atg ctg gee aaa ctt caa gee aag ate tgt 1267 
His Tyr Cys Leu Gly Asn Met Leu Ala Lys Leu Gin Ala Lys He Cys 
375 380 385 

etc gag gaa gtc acc agg ctt gtt cct tec ctg cac ttg gtt gcg gac 1315 
Leu Glu Glu Val Thr Arg Leu Val Pro Ser Leu His Leu Val Ala Asp 
390 395 400 405 



1363 



1407 



<210> 780 
<211> 428 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 780 

Met Thr Ser Gin Thr Ser Gin Gin Ser Thr Ser Thr Gly Gly Cys Pro 
15 10 15 

Phe Gly His Thr Ser Glu Ser Thr Ser His His Gly Tyr Gin Pro Phe 
20 25 30 

Asp Met His Asn Pro Phe Pro Ala Tyr Lys Glu Leu Arg Gin Glu Glu 
35 40 45 

Pro Val Met Phe Asp Glu Arg He Gly Tyr Trp Val Val Thr Lys Tyr 
50 55 60 
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Asp Asp lie Lys 
65 

Asn Ala Gin Ala 



Met Thr Asp Gly 
100 

Pro Pro Glu His 
115 

Pro Arg Arg Tyr 
130 

Asp Arg Val Glu 
145 

Val Ser Asp Leu 



lie Gly Ala Asp 
180 

Ser Arg Ala Ala 
195 

Pro His Ala His 
210 

Val Ala Asp Ala 
225 

Val Arg Ala Gin 



Ser Leu Leu Tyr 
260 

Leu lie Ser Asn 
275 

Gin Ala lie Leu 
290 

Val Leu Arg Tyr 
305 

Lys Asp Thr Glu 



Leu Leu Leu Met 
340 

Gly Glu Glu Phe 
355 

Phe Gly Phe Gly 
370 



Thr Thr Phe Asp 
70 

Pro Val Arg Lys 
85 

Gly Phe Thr Ala 



Thr Arg lie Arg 
120 

Lys Ala Leu Glu 
135 

Lys Met Leu Ala 
150 

Ala Tyr Asp lie 
165 

He Phe Met Val 



Met Thr Trp Gly 
200 

Asn Leu Val Glu 
215 

His Ala His Gly 
230 

Gin Glu Gly Gin 
245 

Ser Leu Leu Phe 



Cys Phe Arg Val 
280 

Glu Asn Pro Lys 
295 

Ser Gly Ser He 
310 

He Gly Gly Val 
325 

Gly Ser Ala Asn 



Asp He Ser Arg 
360 

He His Tyr Cys 
375 



Asp Trp Glu Thr 
75 

Arg Gly Pro Gin 

90 

Tyr Ser Gly Leu 
105 

Ala He Ala Gin 



Pro Asp He Arg 
140 

Asn Asp Gin His 
155 

Pro Thr He Thr 
170 

Val Thr Tyr Lys 
185 

Asp Leu Ser Asp 



Tyr Trp Gin Glu 
220 

Gly Asp Asn Leu 
235 

Glu He Thr Asp 
250 

Ala Gly His Glu 
265 

Leu Leu Asp His 



Leu He Pro Ala 
300 

Val Gly Trp Arg 
315 

Ala He Lys Glu 
330 

Arg Asp Glu Ala 
345 

Ala Asn Ala Arg 



Leu Gly Asn Met 
380 



Phe Ser Ser Glu 
80 

Ala Thr Gin He 
95 

Ser Ala Arg He 
110 

Lys Ala Phe Thr 
125 

Ala Met Val He 



Val Gly Asp Met 
160 

He Leu Thr Leu 
175 

Arg Trp Ser Asp 

190 

Glu Glu Gin He 
205 

Cys Gin Arg Met 



Thr Ala Asp Leu 
240 

His Glu He Ala 
255 

Thr Thr Thr Thr 
270 

Pro Glu Gin Trp 
285 

Ala Val Asp Glu 



Arg Lys Ala Leu 
320 

Gly Asp Gly Val 
335 

Arg Phe Glu Asn 
350 

Glu His Leu Ser 
365 

Leu Ala Lys Leu 
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Gln Ala Lys He Cys Leu Glu Glu Val Thr Arg Leu Val Pro Ser Leu 
385 390 395 400 

His Leu Val Ala Asp Lys Ala He Gly Phe Arg Glu Asn Leu Ser Phe 
405 410 415 

Arg Val Pro Thr Ser Val Pro Val Thr Trp Asn Ala 
420 425 



<210> 781 
<211> 978 
<212> DNA 

<213> Corynebacterium glutamicum 

<220> 
<221> CDS 

<222> (101) . . (955) 
<223> RXN00387 

<400> 781 

ttccgcgccg gcgccaactt cgacggcacc gggctgacca ccttctgctt tgaagcgcac 60 

gatttctccg ccgactacct cgccaacggg ccaggccgag atg ttc cgc teg aat 115 

Met Phe Arg Ser Asn 
1 5 

att tec tac gca gtc ggc gac gac ate caa aac gac cca gaa acc tgg 163 
He Ser Tyr Ala Val Gly Asp Asp He Gin Asn Asp Pro Glu Thr Trp 
10 15 20 

gaa gac tac gaa ctt cgc gtc aac cac cca ctg cgc ate gaa ggc gac 211 
Glu Asp Tyr Glu Leu Arg Val Asn His Pro Leu Arg He Glu Gly Asp 
25 30 35 



cgc gtc tac ctt cag ggc cac ggc ttc gec cca aca ttc acc gtg acc 
Arg Val Tyr Leu Gin Gly His Gly Phe Ala Pro Thr Phe Thr Val Thr 
40 45 50 

tgg cca aat ggc gag acc cgc acc cag acc gtg cag tgg cgc cca gac 
Trp Pro Asn Gly Glu Thr Arg Thr Gin Thr Val Gin Trp Arg Pro Asp 
55 60 65 

gac ccg acc ttc ttc ctg tec tea ggc gtg gtc cgt ttc gat cca ccc 
Asp Pro Thr Phe Phe Leu Ser Ser Gly Val Val Arg Phe Asp Pro Pro 
70 75 80 85 



gaa ctg ctg acc tec tec tac ccg gcg atg cgt gac cca gee gtg gcg 
Glu Leu Leu Thr Ser Ser Tyr Pro Ala Met Arg Asp Pro Ala Val Ala 
120 125 130 

ate gat att tac cgc ggc gac aat ggc etc gat acc ggc ate gga cag 
He Asp He Tyr Arg Gly Asp Asn Gly Leu Asp Thr Gly He Gly Gin 



259 



307 



355 



4 03 



gec ggc atg tac cca gac ctt tac gag cgc cgc caa aac cag ttg gee 
Ala Gly Met Tyr Pro Asp Leu Tyr Glu Arg Arg Gin Asn Gin Leu Ala 
90 95 100 

ate cag gga ctt ttc gca ccg acc gcg gaa tgg gaa ggc gac aac aac 451 
He Gin Gly Leu Phe Ala Pro Thr Ala Glu Trp Glu Gly Asp Asn Asn 
105 HO H5 



499 



547 
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135 140 145 

tea ttg ttc age ctg gac tct agt etc atg cac age ggc gtg ctg caa 595 
Ser Leu Phe Ser Leu Asp Ser Ser Leu Met His Ser Gly Val Leu Gin 
150 155 160 165 

aaa att gag cgc gtc aac etc caa ate ggc gac acc gtc acc ctg gat 643 
Lys lie Glu Arg Val Asn Leu Gin lie Gly Asp Thr Val Thr Leu Asp 
170 175 180 

gat ggc acc acc gtc tec ttc gac ggc gcg tea gaa ttt gee aac tac 691 
Asp Gly Thr Thr Val Ser Phe Asp Gly Ala Ser Glu Phe Ala Asn Tyr 
185 190 195 

cag ate age cgc gac ccc aca caa aac tgg gtg ctg gtc acc acc gtg 739 
Gin lie Ser Arg Asp Pro Thr Gin Asn Trp Val Leu Val Thr Thr Val 
200 205 210 

att teg ctg gtc tec ctg gtt gga tec ctg atg ate cga cgc cgc cgc 787 
lie Ser Leu Val Ser Leu Val Gly Ser Leu Met lie Arg Arg Arg Arg 
215 220 225 

att tgg gtg cgt ttc tat cca caa gaa aac gga acc acc cgc gtg gaa 835 
lie Trp Val Arg Phe Tyr Pro Gin Glu Asn Gly Thr Thr Arg Val Glu 
230 235 240 245 

acc ggc gga ctt gee cgc acc gac cgc gca ggc tgg ggt ggc gaa tac 883 
Thr Gly Gly Leu Ala Arg Thr Asp Arg Ala Gly Trp Gly Gly Glu Tyr 
250 255 260 

gag aaa ttc cac cgc gaa ctg ctg ggt ctg aag gag gaa gat gaa gac 931 
Glu Lys Phe His Arg Glu Leu Leu Gly Leu Lys Glu Glu Asp Glu Asp 
265 270 275 

gaa gag tac ttc gac cac gac gac taacaccgca atttaaaggc ttt 978 
Glu Glu Tyr Phe Asp His Asp Asp 
280 285 

<210> 782 
<211> 285 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 782 

Met Phe Arg Ser Asn lie Ser Tyr Ala Val Gly Asp Asp lie Gin Asn 
15 10 15 

Asp Pro Glu Thr Trp Glu Asp Tyr Glu Leu Arg Val Asn His Pro Leu 
20 25 30 

Arg lie Glu Gly Asp Arg Val Tyr Leu Gin Gly His Gly Phe Ala Pro 
35 40 45 

Thr Phe Thr Val Thr Trp Pro Asn Gly Glu Thr Arg Thr Gin Thr Val 
50 55 60 

Gin Trp Arg Pro Asp Asp Pro Thr Phe Phe Leu Ser Ser Gly Val Val 
65 70 75 80 

Arg Phe Asp Pro Pro Ala Gly Met Tyr Pro Asp Leu Tyr Glu Arg Arg 
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85 90 95 

Gin Asn Gin Leu Ala lie Gin Gly Leu Phe Ala Pro Thr Ala Glu Trp 
100 105 110 

Glu Gly Asp Asn Asn Glu Leu Leu Thr Ser Ser Tyr Pro Ala Met Arg 
115 120 125 

Asp Pro Ala Val Ala lie Asp lie Tyr Arg Gly Asp Asn Gly Leu Asp 
130 135 140 



Thr Gly lie Gly Gin Ser Leu Phe Ser Leu Asp Ser Ser Leu Met His 
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>RXA0 0013-upstream 

CTGCAGAAAATTCGGGACGCATGATTGCACATATTACCCGCACCGATTGTGATTCTTAGA 
ACGCCACCTTATTCAGCACACTTGGCCGACGGCATGCACA 

>RXA00013 

AT G GAAG G CAT G AC T AAT C C AGAG C AG AC AC AT C C C GC T G C AAG CC T C G AAGAC AT GAT C 
AAAAC CAT C AC AAAG AC C T T C G T GAT T GC T C AC GAT C AG GAT T C T GAT GAG CAT C T T GC G 
CAGGCACTGGTGTACAACGCTGGACGTTTGGCATGGCGCATGCGCGAAAACGGTGTGGAT 
ACGGATTACAAGACTTCTGTGTCTGATGTGGTCACGGATGCCGATCGTGCGGCCGAGGCC 
TTCGTCGCAGGCGTTCTTGAAGCGTTGCGGCCTGAGGACGGCGTGCTTGGCGAGGAAGGC 
GCGGACCGGGCGTCGAAAAGCGGAAAAACCTGGGTCATCGACCCGGTTGATGGCACCTAC 
AACTTCACCCAGGGCTCAGATTATTGGTGCTCGGCGCTCGCGCTGGTCGAGGGCGATCCA 
TCCGCGCCATCGCGCGTGCTTTTCGGCGCCGTACACCGCCCAGCCATGGGTTATACGTGG 
TTCGGTGGCCCGGGAATCCGCACCACGCTCGACGGCAAGGAGCTAGATTTGCTTGTCGAC 
GCCCCCCTCAATCAAATCTCCCTGGCCACCTACATCCACCCGTCACGCATCGCGGAACCT 
GATATTCAAAAGGCGTGGATGAGCGTTGCCACCCACCCTGCAACGCTGCGCATGTTCGGC 
GCCGGCTCCATCGATTTGGCCAACATCGCCGACGGCAGCATGGGCGCATGGGTGCAGCAC 
AGCGTCGCAGATTGGGACTGGCTACCCGGCCGCGCACTCATCGAAGGCGTCGGCGGAGCG 
TGCATCAAAGTGACCGCCGGCGGCGTCGAATGGTCCGTTGCAGGAAACGCGGAAGCAGTT 
AGT GAG AT C T CCG AAACT T T AAGC GCAC T AGAC 

>RXA00013-downstream 

T AGCAACACAT GAGC AAAT AT GC 



>RXA0 001 4 -upstream 

CATCAAAGTGACCGCCGGCGGCGTCGAATGGTCCGTTGCAGGAAACGCGGAAGCAGTTAG 
T G AGAT C T C C G AAAC T T T AAGC GC AC T AGAC TAG CAAC AC 

>RXA00014 

ATGAGCAAATATGCAGACGATTTAGCCTTAGCCCTCGAACTCGCCGAACTTGCCGATTCC 
ATCACCCTCGACCGCTTCGAAGCCTCTGACCTGGAAGTATCCTCCAAGCCAGACATGACT 
CCCGTCAGCGATGCCGACCTGGCGACCGAAGAAGCACTCCGCGAGAAAATCGCCACCGCC 
CGCCCCGCCGACTCCATCCTCGGTGAAGAATTCGGTGGCGACGTAGAATTCAGCGGCCGC 
CAGTGGATCATCGACCCCATCGACGGCACCAAAAACTACGTCCGCGGCGTCCCCGTATGG 
GCAACCCTGATCGCGCTGCTCGACAACGGCAAACCCGTCGCAGGTGTCATCTCCGCACCC 
GCACTGGCTAGGCGTTGGTGGGCATCCGAAGGGGCCGGCGCATGGCGCACCTTCAACGGC 
AGCTCCCCACGCAAACTGTCCGTGTCCCAGGTGTCCAAGCTTGACGACGCCTCCCTCTCC 
TTCTCCTCCCTCTCCGGCTGGGCCGAACGAGATTTGCGCGATCAGTTCGTCTCCCTAACT 
GATACCACCTGGCGACTCCGCGGCTACGGCGACTTCTTCTCCTACTGCCTCGTCGCCGAA 
GGTGCCGTCGATATCGCCGCTGAACCAGAAGTCAGCCTCTGGGATCTTGCTCCCCTGTCC 
ATCCTGGTCACCGAAGCCGGAGGAAAGTTCACCTCACTGGCTGGCGTCGATGGACCACAC 
G G T G G C GAT G CAG TAG C C AC C AACG G C AT C C T GC ACG AT G AG ACG C T GGAT C G T T T AAAA 

>RXA0001 4 -downstream 
TAGACTCCCGGGTTTTGCTTGGT 

>RXA000 30-upstream 

TAAAAACGCCACTTTGGTGTCGATAACACCGAACTTCCGAACATAAAAGATGCGTTGGTG 
CTCTCTGCACAATGTTTCTTTCGGAACTATTCTGGCGACC 

>RXA00030 

ATGCGAATTGAAATCACAAGCGTATTTGTTGATGACCAGGCCAAAGCACTCGATTTCTAC 
ACCACGAAGCTCGGATTTGAGCTCAAACACGATGTAACTGCTGGTGACTACCGCTGGTTG 
ACTGTTGTTGATCCAGAAAACCCAGATGGTGTGCAGCTTTTGTTGGAACCAAACCAGCAC 
CCAGATGCAGCGACTTACCAAGCTGGAATTAAACGAGACGGTATTCCCGCTACACAGTTT 
TATGTTGATGATGTGCAGGAAGAATATGACAGCCTCAAGGATAAAGGCGTGGATTTCATC 
ATGGAACCAACCGATGTGGGCCCTTCAGTGATTGCCATTCTCGATGACACCGTAGGAAAC 
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CTAATT C AG AT T G T T CAAT T GAAGC AG AAC 

>RXA0 003 0-downst ream 
TAACCCCGTGGAATGACAAAATC 

>RXA00032-upstream 

CACTTGCTGAAGACGCCCACATCGAAGACCTTGCAGATGTAAACGCAAACGCCTAACTGT 
TTTTCGAGCTAAACCCATCCTTGAAAGGATCTTTTCCACC 

>RXA00032 

ATGAACACCCCACTCCAGCTCAACACTGAAAACCTGCAGGAAATCGCTTCGACTTCCGGA 
GTGCAGATCCCAGCGTTCAACCGCGCTGACGTCGCCCCGGGCATTGTCCACTTCGGTGTT 
GGCGGATTCCATCGCGCTCACCAAGCGATGTACCTCAATGAATTGATGAATGAGGGCAAG 
GCCTTGGATTGGGGCATCATCGGCATGGGTGTCATGCCTTCCGATGTGCGCATGCGCGAT 
GCCCTGGCCAGCCAAGAT CACCTTTATACCCTGACCACTAAAGCTCCTGATGGAACTCTT 
GAT C AAAAAAT CAT C GG AT C CAT CAT T G AC T AC GTGTTCGCTCCC G AGG AC C CAG C ACGG 
GCCGTTGCAACCCTCGCGCAGGACTCCATCCGCATTGTTTCCCTCACGGTGACTGAAGGC 
GGATACAACATCGATCCGGCGACAGAAGATTTCGACCACACCAACCCTCGAATCGTTGCT 
GACCGCGAAGCCCTGCAGGCGGGCGATACTTCCACTTTGCAGACCTTCTTTGGGTTGATC 
ACTGCCGCATTGATTTCCCGAAAAGAATCAGGATCTACGCCATTTACCATCATGAGCTGC 
GATAACATCCAAGGCAACGGCGATCTGGCTAAGCGTTTCTTCCTCGCCTTCGCACATTCC 
GTGTCTTCTGAGCTCGGCGAATGGGTGGAAAACAACGTGGCCTTCCCCAACTCCATGGTG 
GAC C G CAT C AC C C C T G AAAC C AC C GAC GG C G AC CG C GAT G AC AT C AAGGAAAT C GG C T AC 
ATCGATGCGTGGCCAGTGGTTTCTGAAGATTTCACCCAATGGGTCCTCGAGGATGCCTTC 
ACCCAGGGCCGCCCCGCGTACGAGGAGGTTGGCGTGCAGGTCGTCTCCGACGTGGAGCCT 
TATGAATTAATGAAGCTGCGCCTGCTCAACGCCTCCCACCAGGGACTTTGCTACTTCGGC 
CACTTGGCTGGCCACCACATGGTCCACGACGTCATGGCGGATACCCGCTTCCAGGATTTC 
CTCCTGGCTTACATGGAGCGCGAAGCCACCCCTACCCTCAAGGAACTTCCAGGTGTCGAT 
CTAGATGCTTATCGACGCCAACTCATCGCGCGATTCGGCAACGCCGCAGTCAAAGACACC 
GTACCGCGCCTGTGTGCGGAATCCTCCGACCGCATTCCAAAGTGGCTGTTGCCAGTCGTA 
CGCGAAAACCTCGCAGCAGGCCGCGACGTCACACTTTCTGCAGCCATCGTCGCATCCTGG 
GCGCGCTACGCAGAAGGCACCGACGAGCAGGGCAACCCAATAAAGATTGTTGACCGTTTG 
AGTGAGCGCGTCCAAGAAAACGCAT CAGGAAATCGCACCGATATTTTGTCATTCATCCGC 
GACCGTGGAATCTTCGGAGACTTGGTCGATGCTGAACCATTCACCAAGGCATACTCCGAG 
ACACTGTCCTCCCTTCATGACCGTGGCGCGGAAGCAACCATCGATGCACTTCTTACGCAG 
GTAACTGTC 

>RXA00032-downstream 
TAAATCCGTTGCGCGCTAGGGTT 

>RXA0 00 38 -upstream 

ACGATTGTGCTGTCGTTTGCGTTGGTGAATAGTTCTGGACCGGGTATTTTGCGGCGCACA 
TGGAACTCATTGAACGCCGCGCCCGGCTAAGGTGGGAGGC 

>RXA00038 

ATGAGTTTTGCTGAACATGCGATCATCTGGCACGTCTACCCCCTGGGCGCTTTGGGTGCT 
CCCATCCGGCCTGAAGCCCCCGCACCTGTCACACATCGGCTCCCCAATCTAATTGGGTGG 
CTGGATTATGTTGTCGAACTAGGCTGCAACGCCCTCATGCTGGGACCGGTATTCGAGTCC 
GTCAGCCACGGCTACGACACCCTCGATTTCTACCGCATCGACCCGCGCCTCGGCACCGAG 
GAAGACATGGACGCGCTGCTGGAGGCTGCGAATCAGCGGGGCATTGGAGTGCTTTTCGAC 
GGCGTCTTCAATCATGTTTCCAGTTCCTCTAAATATCTCGACCTGACCACCGGGGCGTCA 
TTTGAAGGCCACGACATCCTGGCGGAACTCGACCACACGAATCCCGCCGTAGTGGATCTG 
GTTGTCGATGTCATGAACCACTGGCTCGACCGCGGAATCGCAGGCTGGCGACTCGACGCT 
GTCTACGCCATCGCCCCTGAATTTTGGGAAAAAGTCCTGCCAGAAGTGCGACGAAAACAC 
CCACACGCATGGATCGTGGGGGAGATGATCCATGGAGATTACTCCGACTACGTGAAAAGC 
TCCGGCATTGATTCCGTTACCGAATACGAACTGTGGAAAGCCATTTGGAGCAGCATCAAA 
GAGCGCAATTTCTTTGAACTCGAATGGACTTTGAGTCGCCACAATGAATTCCTCGATACT 
TTCGTACCGCAGACATTCATTGGTAACCATGACGTCACCCGCATTGCCACCCGAATCGGT 
CAATCAAATGCGATCCTGGCCGCAGCGATCCTCTTCACGGTCGGAGGAACCCCAAGCATT 
TACTACGGCGATGAGCAGGGCTTTACGGGATTGAAAGAGGATAACGTTTTCGGTGACGAT 
GCCATTAGGCCACCTCTTCCTGCCGAGTTTTCTCCACTGGGCACCTGGATTGAAAACATT 
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TATAAGGCTCTGATCGCGCTGCGCAGGCAACACCCGTGGTTGTATCAGGCGCACACCGAA 
GTCCTTGAGATTGCTAATGAAGCGATGACCTATAAGTCCGTCGGTCTTGGAGGTGAAGAG 
CTGACAGTGCATCTTGATTTGGAAGAGGTGTCTGTTCGGATCCTTGATGGCGAGAAGGTG 
CTGTTTCAGTACAGCGCT 

>RXA00038-downstream 
TAGTTGTCGGTTCAAGGGTAGGG 

>RXA0 0041 -ups t r e am 

AT G AAG C AG C AGC AT C C AAGC T G GAAAAC G C T GAT C AC T AC C G T C T CAT G GAGCAAT T AA 
AGCTGCGCTAGAAACAAAAAGGAAAGTAGTGTGTGGGGCT 

>RXA00041 

ATGCACACAGAACTTTCCAGTTTGCGCCCTGCGTACCATGTGACTCCTCCGCAGGGCAGG 
CTCAATGATCCCAACGGAATGTACGTCGATGGCGATACCCTCCACGTCTACTACCAGCAC 
GATCCAGGTTTCCCCTTCGCACCAAAGCGCACCGGCTGGGCTCACACCACCACGCCGTTG 
ACCGGACCGCAGCGATTGCAGTGGACGCACCTGCCCGACGCTCTTTACCCGGATGCATCC 
TATGACCTGGATGGATGCTATTCCGGTGGAGCCGTATTTACTGACGGCACACTTAAACTT 
TTCTACACCGGCAACCTAAAAATTGACGGCAAGCGCCGCGCCACCCAAAACCTCGTCGAA 
GTCGAGGACCCAACTGGGCTGATGGGCGGCATTCATCGCCGTTCGCCTAAAAATCCGCTT 
ATCGACGGACCCGCCAGCGGTTTCACACCCCATTACCGCGATCCCATGATCAGCCCTGAT 
GGTGATGGTTGGAAAATGGTTCTTGGGGCCCAACGCGAAAACCTCACCGGTGCAGCGGTT 
CTATACCGCTCGACAGATCTTGAAAACTGGGAATTCTCCGGTGAAATCACCTTTGACCTC 
AGTGATGCACAACCTGGTTCTGCTCCTGATCTCGTTCCCGGTGGCTACATGTGGGAATGC 
CCCAACCTTTTTACGCTTCGCGATGAAGAAACTGGCGAAGATCTCGACGTGCTGATTTTC 
TGTCCACAAGGATTGGACCGAATCCAC GAT GAGGT TACT CACTACGCAAGCTCTGACCAG 
TGCGGATATGTCGTCGGCAAGCTTGAAGGAACGACCTTCCGCGTCTTGCGAGGATTCAGC 
GAGCTGGATTTCGGCCATGAATTCTACGCACCGCAGGTTGCAGTAAACGGTTCTGATGCC 
TGGCTCGTGGGCTGGATGGGGCTGCCCGCGCAGGATGATCACCCAACAGTTGCACGGGAA 
GGATGGGTGCACTGCCTGACTGTGCCCCGCAAGCTTCATTTGCGCAACCACGCGATCTAT 
CAAGAGCTTCTTCTCCCAGAGGGGGAGTCAGGGGTAATCAGATCTGTATTAGGTTCTGAA 
CCTGTCCGAGTAGACATCCGAGGCAATATTTCCCTCGAGTGGGATGGTGTCCGTTTGTCT 
GTGGATCGTGGTGGTGATCGTCGCGTAGCTGAGGTAAAACCTGGCGAATTAGTGATCGCG 
GACGAT AAT AC AGC CAT T G AG AT AAC T GC AGGT G AT G GAC AG 

>RXA0004 2-upstream 

GTGGTCTTTGACTCAAACGGCCAGTTACAACAGGTCCATTTAGACCAT CAAGTAATTTAA 
AT AC GAG C AAAAC T T T C C T G AT AAT AAAAG GAG T C C GAC C 

>RXA000 4 2 

ATGGACATCATCATCTGCAAAGACGAGCAAGAAGTCGGCAAAGCAGCGGCAGCCCTGATC 
GCACCCTTCGCAACTAAGGGCGGAACCTTGGGGCTTGCAACTGGATCGTCACCTTTGAGC 
ACCTACCAAGAGCTCATTCGCATGTATGAAGCTGGGGAAGTGTCATTCAAGAACTGCAAG 
GCATTCTTGTTGGATGAATACGTGGGATTAACGCGCGACGATGAAAACAGCTACTTCAAA 
AC CAT T C G T AAAG AGT T C AC T GAC C AC AT C GAC AT C G T T GAT G AAG AG GT C T AC AG C CCA 
GATGGTGCAAACCCTGATCCATACGAAGCAGCTGCAGAGTATGAGGCAAAGATCGCTGCA 
GAATCCGTTGATGTTCAAATCCTTGGCATCGGCGGAAACGGCCACATCGCTTTCAAT GAG 
CCATCATCTTCTCTGTCAGGACTGACAAAGGTCCAGGCGCTGCACCCTAAAACTGTGGAG 
G ACAAC G C T C GAT T C T T C AAC AC CAT C GAAG AG G T C C CAAC C C AC G CC C T C AC CC AG GG T 
TTGGGCACTTTGTCCCGCGCGCAAAACATCGTGTTGGTGGCAACTGGTGAAGGAAAAGCC 
GACGCCATCCGCGGAACTGTGGAAGGCCCACTGACCGCCATGTGCCCAGGTTCCATCCTG 
C AG AT G CAC AAC AAT G C C AC CAT CAT C G T T GAT GAAG C AG C AG CAT C C AAG C T GGAAAAC 
GCTGAT CACTACCGTCT CAT GGAGCAATT AAAG CTGCGC 

>RXA000 42-downstream 
TAGAAACAAAAAGGAAAGTAGTG 

>RXA0004 3-upstream 

AACAGCAGGCCTCAAGTCCGAAGATAAT TAACCTAAATCCGTAGACATAAGACATCATAC 
GTCCTATGCTTGCTGGAAGGAAGCAAATAACCTCAGAAAG 
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>RXA0004 3 

AT G G C AG AAG T G GT G CAT TAT C AAG AAAAT G C AG G T C AAG CAG T T AAAAAAAT T G AAG G A 
AGAATTGTTACCCCCCACGGGGTGATTGATGGCTTTCTCCAACTCGAAAACGGCATCATC 
ACGGAACTCTCTGGAGAACCAGCACCTAAAAACGCAGGATTCCACCCCGAACTCCCCACG 
ATTGTTCCCAGTTTTATTGATCTTCATAAT CACGGTGGAAACGGTGGCGCGTTTCCTACG 
GGAACGCAGGACCAGGCGAGGAATGCCGCGCAGTATCACCGCGAACATGGCACGACCGTG 
ATGTTGGCAAGCATGGTTTCGGCGCCGGCTGACGCACTGGCAGCGCAGGTGGAAAACCTT 
ATTCCCTTGTGTGAAGAGGGCCTGCTGTGCGGCATTCACCTCGAGGGTCCTTTCATCAAC 
GCATGCCGTTGTGGTGCTCAAAACCCGGATTTTATTTTTCCCGGCAACCCAACAGATCTT 
GCCCAGGTGATCCATGCGGGAAAAGGTTGGATCAAATCGATCACAGTAGCGCCGGAAACT 
GACAATCTTACTGAGCTTCTCGATCTCTGCGCAGCGCACCACATCATTGCTTCCTTCGGG 
CACACTGATGCAGATTTTGATACCACTACCAGCGCAATTGCCTTGGCTAAAGAGAAAAAT 
GTGACGGTCACGGCTACGCATTTGTTCAATGCGATGCCTCCGCTGCATCATAGGGATCCC 
GGCAGCGTGGGCGCTTTGCTTGCTGCGGCACGTGCCGGGGACGCATATGTTGAGTTGATC 
GCCGACGGCGTGCATTTGGCCGATGGAACGGTCGATCTAGCTCGTTCCAACAACGCCTTT 
TTCATCACGGACGCCATGGAAGCCGCCGGAATGCCAGACGGTGAGTACATTTTGGGCGTT 
TTGAACGTCACCGTCACCGATGGCGTCGCCCGTCTGCGCGATGGCGGCGCCATCGCCGGG 
GGTACCAGCACACTAGCGAGTCAGTTCGTGCACCACGTGCGCAGGGGTAT GACGCTTATC 
GACGCGACCCTCCACACCTCAACCGTCGCCGCCAAAATTCTCGGACTTAGCGATCACGAA 
ATCGTTAAATCCAACCCTGTAAATTTTGTGGTCTTTGACTCAAACGGCCAGTTACAACAG 
G T C C AT T T AG ACC AT C AAG TAAT T 

>RXA0004 3-downstream 
TAAATACGAGCAAAACTTTCCTG 

>RXA0 005 5-upst ream 

TCT TAT TGGTTCTTCGTTTTGTATCGATAAATACAATCGGTTTCCTGGCT TAAT AAGGCT 
GTTCCTGTCAACCTGCAATGGAAGAGGAAGTGTACCTAGC 

>RXA00055 

GTGGATGTCGTCGACATCGCACGGTGGCAATTCGGAATTACCACCGTCTATCACTTCATT 
TTTGTCCCACTGACCATTGGCTTAGCACCGCTGGTCGCGATCATGCAAACGTTTTGGCAA 
G T T ACCG GC AAAGAGC AC 

>RXA0 00 98 -upstream 

TAAATTTGTCGTGTTTCCCACTTTGAACACTCTTCGATGCGCTTGGCCACAAAAGCAAGC 
T AAC C T GAAG AT G T T AT T T AAC GACAATAAAG GAG T T T T C 

>RXA00098 

ATGGCGGACATTTCGACCACCCAGGTTTGGCAAGACCTGACCGATCATTACTCAAACTTC 
C AGG C AACC AC T CT G C G T GAAC T T T T C AAG G AAG AAAAC C GC G CC GAG AAG T AC AC C T T C 
TCCGCGGCTGGCCTCCACGTCGACCTGTCGAAGAATCTGCTTGACGACGCCACCCTCACC 
AAGCTCCTTGCACTGACCGAAGAATCTGGCCTTCGCGAACGCATTGACGCGATGTTTGCC 
GGTGAACACCTCAACAACACCGAAGACCGCGCTGTCCTCCACACCGCGCTGCGCCTTCCT 
GCCGAAGCTGATCTGTCAGTAGATGGCCAAGATGTTGCTGCTGATGTCCACGAAGTTTTG 
GGACGCATGCGTGACTTCGCTACTGCGCTGCGCTCAGGCAACTGGTTGGGACACACCGGC 
C AC AC GAT C AAG AAG AT C G T C AAC AT T GG T AT CGGTGGCTCT G AC C T C G G AC C AGC C AT G 
GCTACGAAGGCTCTGCGTGCATACGCGACCGCTGGTATCTCAGCAGAATTCGTCTCCAAC 
GTCGACCCAGCAGACCTCGTTTCTGTGTTGGAAGACCTCGATGCAGAATCCACATTGTTC 
GTGATCGCTTCGAAAACTTTCACCACCCAGGAGACGCTGTCCAACGCTCGTGCAGCTCGT 
GCTTGGCTGGTAGAGAAGCTCGGTGAAGAGGCTGTCGCGAAGCACTTCGTCGCAGTGTCC 
ACCAATGCTGAAAAGGTCGCAGAGTTCGGTATCGACACGGACAACATGTTCGGCTTCTGG 
GACTGGGTCGGAGGTCGTTACTCCGTGGACTCCGCAGTTGGTCTTTCCCTCATGGCAGTG 
ATCGGCCCTCGCGACTTCATGCGTTTCCTCGGTGGATTCCACGCGATGGATGAACACTTC 
CGCACCACCAAGTTCGAAGAGAACGTTCCAATCTTGATGGCTCTGCTCGGTGTCTGGTAC 
TCCGATTTCTATGGTGCAGAAACCCACGCTGTCCTACCTTATTCCGAGGATCTCAGCCGT 
TTTGCTGCTTACCTCCAGCAGCTGACCATGGAATCAAATGGCAAGTCAGTCCACCGCGAC 
GGCTCCCCTGTTTCCACTGGCACTGGCGAAATTTACTGGGGTGAGCCTGGCACAAATGGC 
CAGCACGCTTTCTTCCAGCTGATCCACCAGGGCACTCGCCTTGTTCCAGCTGATTTCATT 
GGTTTCGCTCGTCCAAAGCAGGATCTTCCTGCCGGTGAGCGCACCATGCATGACCTTTTG 
ATGAGCAACTTCTTCGCACAGACCAAGGTTTTGGCTTTCGGTAAGAACGCTGAAGAGATC 
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GCTGCGGAAGGTGTCGCACCTGAGCTGGTCAACCACAAGGTCATGCCAGGTAATCGCCCA 
ACCACCACCATTTTGGCGGAGGAACTTACCCCTTCTATTCTCGGTGCGTTGATCGCTTTG 
TACGAACACATCGTGATGGTTCAGGGCGTGATTTGGGACATCAACTCCTTCGACCAATGG 
GGTGTTGAACTGGGCAAACAGCAGGCAAATGACCTCGCTCCGGCTGTCTCTGGTGAAGAG 
GATGTTGACTCGGGAGATTCTTCCACTGATTCACTGATTAAGTGGTACCGCGCAAATAGG 

>RXA000 98 -downstream 
TAGTCGCTTGCTTATAGGGTCAG 

>RXA00 14 8 -upstream 

CTTTGAGGGCAGCGCGCATGCGCCCGATGGTTATTTGAACATGACAATTGATGCCGCGGC 
GACGCTGGCTGACCTGCTAGATGCTTTGGGAGCTTAAATC 

>RXA0014 8 

ATGACGTCGATCCCTAATTTTTCAGACATCCCATTGACTGCTGAGACACGTGCATCGGAG 
TCACACAACGTTGACGCCGGCAAGGTGTGGAACACTCCCGAAGGCATTGATGTCAAGCGC 
GTATTCACGCAGGCTGACCGCGACGAGGCGCT^AGCGGCGGGACATCCGGTGGATTCTTTG 
CCAGGTCAAAAGCCATTTATGCGCGGGCCGTACCCAACTATGTACACCAATCAGCCGTGG 
ACGATTCGCCAGTACGCAGGCTTTTCAACCGCCGCGGAATCCAATGCGTTTTATCGGAGG 
AACCTTGCTGCGGGTCAAAAAGGTTTGTCGGTTGCGTTCGATCTAGCGACCCACCGCGGT 
TATGACTCGGATAATGAGCGCGTGGTCGGCGATGTGGGTATGGCCGGCGTGGCGATTGAT 
TCGATTTTGGATATGCGTCAGCTGTTTGATGGCATTGATTTGTCCAGCGTGTCGGTGTCG 
ATGACCATGAATGGCGCTGTGCTGCCGATTCTTGCGTTCTATATCGTGGCGGCTGAGGAA 
CAAGGTGTGGGTCCGGAGCAGCTTGCGGGCACGATCCAGAATGACATCTTGAAAGAATTT 
ATGGTGCGCAACACCTATATTTATCCGCCGAAGCCGTCGATGCGCATCATTTCCAACATC 
TTTGAGTACACCTCCTTGAAGATGCCACGTTTTAACTCCATTTCGATTTCTGGCTATCAC 
ATCCAGGAAGCGGGAGCGACTGCCGATTTGGAGCTGGCCTACACTCTGGCGGATGGTATT 
GAATACATCCGTGCAGGTAAAGAGGTAGGCCTTGACGTGGATAAGTTCGCGCCTCGTCTG 
TCCTTCTTCTGGGGTATTTCTATGTACACCTTCATGGAGATCGCAAAGCTGCGTGCGGGA 
CGACTGCTGTGGAGCGAGTTGGTGGCAAAATTCGATCCGAAAAACGCCAAGTCCCAGTCG 
CTGCGCACGCACTCGCAGACCTCTGGTTGGTCGTTGACCGCGCAGGATGTGTACAACAAC 
GTCGCCCGCACCGCGATTGAGGCGATGGCTGCAACCCAGGGCCACACCCAGTCGCTGCAC 
ACCAATGCACTTGATGAGGCGTTGGCGCTGCCCACCGATTTCTCTGCTCGTATCGCCCGA 
AACACCCAGCTGTTGCTGCAGCAGGAATCTGGCACGGTGCGTCCAGTTGATCCATGGGCG 
GGCTCCTATTACGTGGAGTGGTTGACCAATGAGCTGGCTAACCGCGCGCGCAAGCACATC 
GATGAGGTGGAGGAAGCCGGCGGAATGGCGCAGGCCACCGCGCAGGGAATTCCTAAGCTG 
CGCATTGAGGAATCAGCGGCACGCACCCAGGCTCGCATTGATTCCGGCCGCCAGGCGCTG 
ATCGGCGTGAATCGCTACGTGGCGGAAGAAGATGAGGAAATTGAAGTCCTCAAGGTTGAC 
AACACCAAGGTTCGCGCAGAACAGTTGGCTA71ACTCGCGCAACTGAAAGCAGAGCGCAAC 
GATGCGGAAGTCAAGGCTGCGCTGGATGCGTTGACAGCTGCTGCCCGCAACGAGCATAAA 
GAGCCAGGGGATTTGGATCAGAACCTGCTCAAACTTGCCGTCGATGCTGCGCGCGCAAAA 
GCTACCATTGGAGAGATCTCCGATGCTTTGGAAGTTGTCTTTGGCCGCCACGAAGCAGAA 
ATCAGGACGCTGTCTGGCGTGTACAAGGATGAGGTTGGAAAGGAAGGCACAGTGAGCAAC 
GTCGAACGCGCGATCGCCCTGGCTGACGCCTTTGAGGCTGAGGAAGGCCGCCGCCCACGT 
ATCTTTATTGCCAAGATGGGCCAGGATGGACAT GACCGTGGACAGAAGGTTGTCGCGTCT 
GCCTATGCTGACCTGGGCATGGACGTGGATGTTGGACCGCTGTTTCAAACTCCAGCCGAA 
GCTGCCCGCGCCGCCGTGGACGCCGATGTTCACGTGGTGGGTATGTCTTCGCTGGCAGCA 
GGCCACCTCACCTTGCTG 

>RXA0 014 9-upstream 

TTTTCGTAGGTAAACACAGGTGAAGGCTTTACAAGCTTGTGAACTCCCTACACAAAAGCA 
ATCCAATAGCTATCCATAAGCAAGAGAAAGTAAGTCTACG 

>RXA0014 9 

TTGACTGATCTCACAAAGACTGCGGTGCCCGAGGAACTTTCAGAGAACCTCGAAACTTGG 
TACAAGGCTGTGGCCGGTGTTTTCGCGCGCACACAGAAAAAAGACATCGGCGACATTGCC 
GTAGATGTGTGGAAGAAACTCATCGTCACTACACCGGATGGTGTTGATATCAATCCGCTG 
T AC AC C AG AG C AG AT GAG T C C C AGAGG AAAT T C AC T G AGG T T C C T G G T GAG TTTCCCTTC 
ACTAGGGGAACCACTGTTGATGGTGAACGCGTTGGTTGGGGTGTTACTGAGACTTTCGGA 
CATGACAGCCCGAAGAATATCAACGCTGCGGTGCTGAATGCTCTGAATTCTGGCACCACC 
ACATTGGGTTTTGAGTTCTCTGAGGAATTCACGGCAGCTGATCTTAAAGTTGCTCTCGAA 



Appendix A, Page 5 



Attorney Docket No.: BGI-126CP 



GGCGTGTATCTCAACATGGCTCCGTTGCTGATTCATGCGGGTGGATCCACGTCAGAGGTT 

GCAGCGGCGTTGTATACGTTGGCGGAGGAAGCCGGAACGTTTTTTGCTGCGTTGACCTTG 

GGTTCTCGTCCTTTGACGGCGCAGGTTGATGGTTCGCACAGTGACACCATTGAAGAAGCA 

GTTCAGTTGGCAGTGAATGCTTCCAAGCGTGCGAATGTGCGCGCTATCTTGGTGGATGGT 

TCCAGTTTTTCCAACCAGGGCGCGTCGGATGCTCAAGAAATTGGTCTAAGTATCGCCGCC 

GGTGTGGATTATGTCCGTCGCTTGGTCGATGCAGGCCTTTCCACGGAAGCTGCACTTAAG 

CAGGTGGCGTTCCGTTTTGCGGTCACCGATGAGCAGTTCGCGCAGATTTCTAAGCTGCGT 

GTGGCTCGACGTCTGTGGGCCAGGGTGTGTGAGGTGCTTGGTTTTCCAGAGCTGGCCGTA 

GCACCACAGCATGCGGTGACTGCACGAGCGATGTTTAGCCAGCGTGATCCGTGGGTGAAT 

ATGCTGCGCAGTACTGTTGCAGCTTTCGCTGCAGGCGTCGGTGGAGCAACCGATGTGGAG 

GTTCGTACTTTTGATGATGCGATCCCAGATGGAGTTCCTGGAGTGTCGAGGAATTTCGCT 

CACCGCATCGCGCGCAATACTAATTTGTTGTTGCTAGAAGAGTCACATCTTGGTCACGTG 

GTTGATCCTGCTGGTGGATCATATTTCGTGGAGAGCTTCACCGATGATCTAGCGGAGAAG 

GCGTGGGCTGTGTTCAGTGGCATCGAAGCTGAGGGCGGATACAGTGCAGCTTGTGCATCC 

GGCACGGTGACTGCCATGCTTGATCAGACGTGGGAGCAGACTCGCGCTGATGTGGCGTCG 

AGAAAGAAGAAGCTCACTGGAATTAATGAGTTCCCGAACTTGGCGGAGTCTCCGCTGCCA 

GCTGATCGTCGGGTAGAACCTGCAGGTGTGCGTCGATGGGCAGCGGATTTTGAAGCGCTG 

CGCAATCGTTCGGATGCTTTCTTGGAAAAGAACGGCGCGAGGCCACAGATCACGATGATT 

CCTCTGGGACCGTTGTCCAAGCACAATATTCGCACTGGTTTTACTTCCAACCTGTTGGCT 

TCCGGTGGCATTGAAGCAATCAACCCGGGTCAACTTGTTCCCGGCACTGACGCTTTTGCA 

GAAGCTGCACAGGCCGCAGGCATTGTAGTGGTGTGTGGAACGGACCAAGAGTATGCCGAA 

ACGGGGGAGGGAGCCGTCGAAAAGCTCCGCGAAGCGGGCGTTGAGCGCATCCTGCTTGCT 

GGCGCGCCGAAGAGCTTTGAGGGCAGCGCGCATGCGCCCGATGGTTATTTGAACATGACA 

ATTGATGCCGCGGCGACGCTGGCTGACCTGCTAGATGCTTTGGGAGCT 

>RXAQ014 9-downstream 
TAAATCATGACGTCGATCCCTAA 

>RXA0 01 95 -upstream 

TCGCAGTCATCATGCAGGCATAACCTGAAACCCATCCGTTTGGATTGCCCCAAATGGGTG 
TAGTGGGTGCGTTTACCCAACAAGTGCAAGAATGGGAGTC 

>RXA00195 

GTGACTAAAAAGATCCTTATTTTGGGAAGCACTGGTTCGATTGGAACTCAGGCGCTGGAC 
GTTATTGCTGATAATTCAGACAAGTTTGAGGTGGTGGGTATCGCTGCGGGCGGTTCTCAG 
CCAGACCTCGTTATTTCGCAGGCGCAGCAGTTGGGGCTGGCTGCAGACAAGGTTGCGGTT 
GCTGATGCACAGGCTGCCGCAGTAATTTCGAAGGCTCTCGGCGGCGAGATCATCTCTGGA 
ACCGATGCTGCGAAGATTCTGGTGGAAACCACAAAGGCCGACACTGTGCTTAATGCTCTG 
GTTGGTTCTTTGGGGCTTGCGGCAACGCTGGCCACTCTGGAATCTGGTGCGCATCTTGCC 
TTGGCTAACAAAGAATCGCTGGTTGCCGGTGGTGAGTTTGTTACCTCAAAGGCAAAGCTG 
GGGCAGATCATTCCGGTCGATTCGGAGCACTCTGCCATGGCGCAGTGTTTGCGTTCGGGT 
ACTCGTGATGAGGTTGCGCGGATTGTGCTGACAGCTTCGGGCGGACCTTTCAGGGCTGGA 

CCAGGGAGAAGATGTGGGAGG 

>RXA00195-downstream 
TGACTCCCGAGCAGGCAGCAGCG 

>RXA00196-upstream 

CTGCCATGGCGCAGTGTTTGCGTTCGGGTACTCGTGATGAGGTTGCGCGGATTGTGCTGA 
CAGCTTCGGGCGGACCTTTCAGGGCTGGACCAGGGAGAAG 

>RXA0019 6 

ATGTGGGAGGTGACTCCCGAGCAGGCAGCAGCGCACCCAACGTGGGCGATGGGGCAGATG 
AACACGTTGAACTCCGCCACCCTTATTAATAAAGGCCTCGAACTCATCGAGGCGACCCTG 
CTGTTTGAAACGGATGCGGATCTCATTGATGTGACGGTGCATCCGCAGTCGAT CATCCAC 
TCCATGATCACGTTTACGGATGGTGCGACCATCGCGCAGGCGTCGCCACCATCGATGAAA 
CTGCCGATCGCGTTGGCGCTTGATTGGCCACATCGGGTGCCGAAGGCTCAGCCGGCGCTG 
GATTTCACCGCTGCTCATACCTGGGCTTTTGAGCCGGTGGATGATGCCGCATTCCCTGCG 
GTGCAGCTGGCTAGGCACGTCGCAAAGCAAAAAGGCACGTACCCCGCGGTGTATAACGCC 
GCCAACGAGGAGGCGGCTGAGGCGTTTTTGCGCGGGCGAATCAAGTTTCCGCAGATCGTG 
GACGTGGTGGACGAGGTCCTCCAAGGAGCTTCTCAGTTTGCTGGTGTAGCATCACACGTC 
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GATGATATTTTGGCAACCGAATCTGAGGCACGCGCGCGTGCGAATGCTTTGATCAACCGG 
TTGGCAACCAACTTG 

>RXA00196-downstream 
TAAGCTAAGGAGCTTCCGCCTCG 

>RXA00202-upstream 

CTGGCAGCAGATTGTCATCGGTTGTGTCATCGCGCTTGCGGTGGGCTTCGATGTCATCCG 
AAAC AAAACC T CT AAGT AAT T C CT G AAAGG AAAT T T T C AC 

>RXA00202 

ATGTACGCTCGTAAACTTATTGCTCTGTCCGCTTCTGTCGTTTTGGCTTTCAGCTTGTCT 
GCTTGCAACCGTGAATCTTCTGGCACCAGCGCAGACGGCGGTTCTGCGGATGGGTCGATC 
ACCTTGGCTCTGTCTACCCAGACCAACCCGTTCTTTGTGCAGCTTCGTGATGGTGCCCAG 
GAAAAGGCTGATGAATTGGGCGTGACCCTCAATGTTCAGGATGCTTCCGATGACGCTGCA 
ACGCAGGCCAACCAGCTCAACAACGCTGTCACCACCGGTGCTGGCGTGGTGATTGTCAAC 
CCAACTGATTCTGATGCTGTGGTGCCGTCGGTGGAAGCTCTCAACCAGGCTGACATTCCT 
GTTGTGGCTGTCGACCGTTCCTCCAATGGTGGCGAGGTGGCGTCCTTCGTGGCATCTGAC 
AACGTTGCTGGCGGCGCGCAGGCTGCTGCAGCCCTGGCAGAGGCGATCGGTGGCGAAGGT 

G AAAT CC T C AT GC T GC AAG GC AT T GC GGG AT C C T C T GC AT C AC GT GAT CGT GGACAGGG A 
TTTGAAGAGGAGATCGCTAAGCATGAGGGCATTTCCATTGTGGCTAAGCAGACCGCCAAC 
TTTGACCGCGGTGAGGGCCTGGACGTGGCAACTAACCTGCTGCAGGCACACCCCAATGTG 
AAGGCGATCTTCGCGGAAAACGATGAGATGGCGTTGGGCGCAATCGAAGCCCTGGGTGCT 
CGTGCTGGTGAAGATGTCATCGTTGTCGGTTTCGATGGCACCAATGATGGTCTGGCAGCG 
GTTGAAGATGGACGCATGTTGGCCACCGTTGCTCAGCAGCCAGAAGAGCTGGGAGCAAAG 
GCTGTGGAAGAAGCAGCTAAGCTCCTGCGCGGTGAGGACGCTGAAACAGAGGTACCAGTT 
GAGGTTGTCACTGTGAAGCTCGACAACGTCGCGGACTTCAAG 

>RXA002 02-downstream 
TAGTCGGCGATGAAAAAGTCCGT 

>RXA0 020 6-upstr earn 

TTAAATAAGATGGTCAGAGACAGTTTTTTGGCCTGTCAACCCCTGTGATTCTCTTATTTT 
TGGGTGATTGTTCCGGCGCGGGTGTTGTGATGGGTTTAAT 

>RXA00206 

ATGGAAGACATGCGAATTGCTACTCTCACGTCAGGCGGCGACTGCCCCGGACTAAACGCC 
GTCATCCGAGGAATCGTCCGCACAGCCAGCAAT GAATTTGGCTCCACCGTCGTTGGTTAT 
CAAGACGGTTGGGAAGGACTGTTAGGCGATCGTCGCGTACAGCTGTATGACGATGAAGAT 
ATTGACCGAATCCTCCTTCGAGGCGGCACCATTTTGGGCACTGGTCGCCTCCATCCGGAC 
AAGT TTAAGGCCGGAATT GAT CAGATTAAGGCCAACTTAGAAGACGCCGGCATC GAT GCC 
CTTATCCCAATCGGTGGCGAAGGAACCCTGAAGGGTGCCAAGTGGCTGTCTGATAACGGT 
ATCCCTGTTGTCGGTGTCCCAAAGACCATTGACAATGACGTGAATGGCACTGACTTCACC 
TTCGGTTTCGATACTGCTGTGGCAGTGGCTACCGACGCTGTTGACCGCCTGCACACCACC 
GCTGAATCTCACAACCGTGTGATGATCGTGGAGGTCATGGGCCGCCACGTGGGTTGGATT 
GCTCTGCACGCAGGTATGGCCGGCGGTGCTCACTACACCGTTATTCCAGAAGTACCTTTC 
GATATTGCAGAGATCTGCAAGGCGATGGAACGTCGCTTCCAGATGGGCGAGAAGTACGGC 
ATTATCGTCGTTGCGGAAGGTGCGTTGCCACGCGAAGGCACCATGGAGCTTCGTGAAGGC 

C AC AT T G AC C AG T T C GG T C AC AAG AC C T T C AC G G G AAT T GG AC AG C AG AT C G C T GAT GAG 
ATCCACGTGCGCCTCGGCCACGATGTTCGTACGACCGTTCTTGGCCACATTCAACGTGGT 
GGAACCCCAACTGCTTTCGACCGTGTTCTGGCCACTCGTTATGGTGTTCGTGCAGCTCGT 
GCGTGCCATGAGGGAAGCTTTGACAAGGTTGTTGCTTTGAAGGGTGAGAGCATTGAGATG 
ATCACCTTTGAAGAAGCAGTCGGAACCTTGAAGGAAGTTCCATTCGAACGCTGGGTTACT 

GCCCAGGCAATGTTTGGA 

>RXA0020 6-downstream 
TAGTTTTTCGGGCTTTTAT CAAC 

>RXA0022 4 -upstream 

GTGATGTCATTGGTGCATCGGGTGCTGCTGAAAAGATTGCTGAGTACCTCGCTTCAGAGA 
AC CT CATC T AGCC ACT AT C T T C AC AAAGG AGAAC AT T T AA 
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>RXA0 0224 

ATGTCTATTTCTTATGTGCTGGTTGAGCAGCTAGATGGCCGCCCAGAACCAGTTACCCTT 
GAATTGATCACTGCTGCTCGCGCACTCGGTGACGTCGTTGCCGTTGTCGTTGGCGAGCCA 
GGTGCCGGCGTAAACCTTGCTGCTGAGCTCGGCAATTGGGGTGCAGCACAGGTTGTTTCC 
GCTGAAATCTCTGGCGCTTCCAACCGTTTGATCTTGCCTGCTGTTGATGCGCTGCACATT 
TTGGCTGCGAACAACCCAGGTCCAATTGTTATCGCTGCAACTGCAAGCGGTAATGAGATC 
GCTGGTCGTTTGGCTGCCCGTTTGGCTTCTGGTGTGCTCACCGATGTCGTCGGAATCAAT 
GCCGACCGCACCGCACAGCAGTCCATTTTCGGCGACACCATTCAGGTGTCCGCTGCAGTT 
GGTGGCGCTTCACCGCTGTACACCCTGCGTCCAGGTGCCCTTGATGGCGTGGCCGTTCCT 
GCAACCGGTGAATTGGCAACCATTGAGATCCCAGGCGCAACCGCCAAGGATGTCACCATC 
ACCTCCTTCACGCCAAGCACCCAGAGCGATCGCCCTGAGCTGCCACAGGCAAAGGTCGTT 
ATCGCAGGTGGACGTGGTGTCGGAAGCGAAGAAAACTTCCGCAGCATCGTTGAACCACTG 
GCAGATGCATTGGGCGGTGCCGTTGGCGCAACCCGCGACGCCGTTGATCTGGGCTACTAC 
CCAGGCGAGTACCAGGTTGGTCAGACCGGTGTCACCGTGTCCCCAGACCTCTACATCGGC 
CTCGGCATTTCCGGTGCAATTCAGCACACTTCTGGTATGCAGACCGCAAAGAAGGTTATT 
GTGAT CAACAACGATGAGGACGCGCCGATCTTCCAGATTGCGGACCTCGGTGTCGTTGGC 
GACCTCTTTGACATCGCCCCTGCGCTCATCGAAGAGATCAACAAGCGCAAG 

>RXA002 2 4 -downstream 

T AGG AG TTTT GAAC AC TTTTTAT 

>RXA0 022 5-upst ream 

GTAGGCGTCGAAAAGCAATGGGCGAAGCCCGCGTAGTATGGGCGGGCAACGCTAAAAGCG 
CCAAAAACGCCAAAAATCGTGAATTGAAAGGTGAGTGTGG 

>RXA0 02 25 

ATGTCCACAATCGTGGTTCTGGTTAAAAATGTTCCAGACACCTGGTCTAAGAGGACTCTG 
G AAG C T GAT T T C ACC C T T GAC CG T GAGGG T G TAG AT C GAG T C T T GGAT GAGAT CAAT GAG 
TTTGCTCTGGAGCAGGCACTGCGCTTGCGGGAGTCCAACCCGGATGCTGGTTACCGCGTT 
GTTGCGCTGAGCGCCGGCCCTGCCGGTGGGGAAGAGGCGCTGCGTAAGGCGCTGTCCATG 
GGTGCTGATGAAGCAATCCAGCTCAGTGATGATGCCTTGGCTGGTTCTGATCTTTTGGGA 
ACCGCTTGGGCGCTGAACAACGCTATCAACACCATCGCGGGTGTTGCTCTCATCGTGACG 
GGTTCGGCTTCTTCCGATGGTTCCATGGGTGCGCTTCCTGGCGTGTTAGCTGAGTACCGC 
CAGGTCCCAGCGTTGACTAACTTGTCTGCGCTGAAGGTCGAGGGTGCATCTATTACTGCC 
ACTCGCATTGATAACCACGGCACCTATGAGTTGCAGGCTGCACTTCCTGCGGTTGTGTCG 
ATTTCCGATAAGGCTGACAAGCCACGTTTCCCTAACTTCAAGGGCATCATGGCTGCTAAG 
AAGGCTGAGATCAAGAAGCTTTCCTTGGCTGAAATCGGCGTGGCTCCAGAGCAGGTTGGT 
CTGTCTCACGCGGCAACTGCTGTTACTGCTGCAGCTGATCGTCCTGAGCGCTCCCAAGGT 
GATGTCATTGGTGCATCGGGTGCTGCTGAAAAGATTGCTGAGTACCTCGCTTCAGAGAAC 

CTCATC 

>RXA00225-downstream 

T AGC C AC T AT C T T CACAAAG GAG 

>RXA002 35-upstream 

C GAAAC AAGAT T C G T G C AAC AAT T G G G T G T AG ACG T G AT T GAAG AC AT T T GAT C AC G T GA 
ATAATTCTAGTTAGCTCCCAAGTTGGCATAGGAGGCCACA 

>RXA0 0235 

GTGGCTGAAATCATGCACGTATTCGCTCGCGAAATTCTCGACTCCCGCGGTAACCCAACC 
GTCGAGGCAGAGGTTTTCCTGGATGACGGTTCCCACGGTGTCGCAGGTGTTCCATCCGGC 
GCATCCACCGGCGTCCACGAGGCTCATGAGCTGCGTGACGGTGGCGATCGCTACCTGGGC 
AAGGGCGTTTTGAAGGCAGTTGAAAACGTCAACGAAGAAATCGGCGACGAGCTCGCTGGC 
CTAGAGGCTGACGATCAGCGCCTCATCGACGAAGCAATGATCAAGCTTGATGGCACCGCC 
AACAAGTCCCGCCTGGGTGCAAACGCAATCCTTGGTGTTTCCATGGCTGTTGCAAAGGCT 
GCTGCTGATTCCGCAGGCCTCCCACTGTTCCGCTACATCGGTGGACCAAACGCACACGTT 
CTTCCAGTTCCAATGATGAACATCAT CACCGGTGGCGCTCACGCTGACTCCGGTGTTGAC 
GTTCAGGAATTCATGATCGCTCCAATCGGTGCAGAGACCTTCTCTGAGGCTCTCCGCAAC 
GGCGCGGAGGTCTACCACGCACTGAAGTCCGTCATCAAGGAAAAGGGCCTGTCCACCGGA 
CTTGGCGATGAGGGCGGCTTCGCTCCTTCCGTCGGCTCCACCCGTGAGGCTCTTGACCTT 
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ATCGTTGAGGCAATCGAGAAGGCTGGCTTCACCCCAGGCAAGGACATCGCTCTTGCTCTG 
GACGTTGCTTCCTCTGAGTTCTTCAAGGACGGCACCTACCACTTCGAAGGTGGCCAGCAC 
TCCGCAGCTGAGATGGCAAACGTTTACGCTGAGCTCGTTGACGCGTACCCAATCGTCTCC 

AT CG AG G AC CC AC T GC AG G AAG AT GAC T G G GAG GG T T AC AC CAACC T C AC C G C AACC AT C 
GGCGACAAGGTTCAGATCGTTGGCGACGACTTCTTCGTCACCAACCCTGAGCGCCTGAAG 
GAGGGCATCGCTAAGAAGGCTGCCAACTCCATCCTGGTTAAGGTGAACCAGATCGGTACC 
CTCACCGAGACCTTCGACGCTGTCGACATGGCTCACCGCGCAGGCTACACCTCCATGATG 
TCCCACCGTTCCGGTGAGACCGAGGACACCACCATTGCTGACCTCGCAGTTGCACTCAAC 
TGTGGCCAGAT CAAGACTGGTGCTCCAGCACGTTCCGACCGTGTCGCAAAGTACAACCAG 
CTTCTCCGCATCGAGCAGCTGCTTGGCGACGCCGGCGTCTACGCAGGTCGCAGCGCATTC 
CCACGCTTTCAGGGC 

>RXA00235-downstream 
TAAATAAAAGCGCTTTTCGACGC 

>RXA0024 6-upstream 

TTGCAAGGATTGTAATTTAAGGCACATCTATGTCGGTGTGAAATTACATGTGCCAGAAGA 
GCAATTTGCCAAGTAATCCAAGCGAGAAGGAGTGAGTTTT 

>RXA0024 6 

AT GACCACTGCTGCACCCCAAGAATTTACCGCTGCTGTTGTTGAAAAATTCGGTCATGAC 
GTGACCGTGAAGGATATTGACCTTCCAAAGCCAGGGCCACACCAGGCATTGGTGAAGGTA 
CTCACCTCCGGCATCTGCCACACCGACCTCCACGCCTTGGAGGGCGATTGGCCAGTAAAG 
CCGGAACCACCATTCGTACCAGGACACGAAGGTGTAGGTGAAGTTGTTGAGCTCGGACCA 
GGTGAACACGATGTGAAGGTCGGCGATATTGTCGGCAATGCGTGGCTCTGGTCAGCGTGT 
GGCACCTGCGAATACTGCATCACCGGCAGGGAAACTCAGTGCAACGAAGCTGAGTATGGT 
GGCTACACCCAAAATGGATCCTTCGGCCAGTACATGCTGGTGGATACCCGTTACGCCGCT 
CGCATCCCAGACGGCGTGGACTACCTCGAAGCAGCACCAATTCTGTGTGCAGGCGTGACT 
GTCTACAAGGCACTCAAAGTCTCTGAAACCCGCCCGGGCCAATTCATGGTGATCTCCGGT 
GTCGGCGGACTTGGCCACATCGCAGTCCAATACGCAGCGGCGATGGGCATGCGTGTCATT 
GCGGTAGATATTGCCGATGACAAGCTGGAACTTGCCCGTAAGCACGGTGCGGAATTTACC 
GTGAATGCGCGTAATGAAGATTCAGGCGAAGCTGTACAGAAGTACACCAACGGTGGCGCA 
CACGGCGTGCTTGTGACTGCAGTTCACGAGGCAGCATTCGGCCAGGCACTGGATATGGCT 
CGACGTGCAGGAACAATTGTGTTCAACGGTCTGCCACCGGGAGAGTTCCCAGCATCCGTG 
TTCAACATCGTATTCAAGGGCCTGACCATCCGTGGATCCCTCGTGGGAACCCGCCAAGAC 
TTGGCCGAAGCGCTCGATTTCTTTGCACGCGGACTAATCAAGCCAACCGTGAGTGAGTGC 
TCCCTCGATGAGGTCAATGGTGTGCTTGACCGCATGCGAAACGGCAAGATCGATGGTCGT 
GTGGCGATTCGTTTC 

>RXA0024 6-downstream 
TAACGGATTGTGTTGAAACTGCT 

>RXA00251-upstream 

AACCAGCGTTTTCAGCGAGATACTGGACATATCAACTAAAATCCCTGAATAAAACATCTA 
ACATGGGTTTTATACAGAAAATTCATACGAAAGGTTGATC 

>RXA00251 

ATGAAGAAGAAGATTGCGGTCGTTACCGGAGCGACCGGAGGCATGGGAATTGAGATCGTC 
AAAGACCTCTCCCGCGACCACATTGTCTACGCCTTGGGCCGAAATCCAGAGCATCTGGCA 
GCTCTCGCAGAGATCGAGGGAGTAGAGCCTATCGAGTCCGATATCGTGAAGGAAGTGTTG 
GAAGAGGGAGGCGTCGACAAGCTAAAAAACCTCGACCACGTGGATACGCTGGTGCACGCC 
GCGGCGGTGGCGCGTGACACGACCATCGAAGCCGGCAGTGTGGCCGAATGGCACGCACAC 
CTTGATCTCAACGTCATTGTCCCGGCCGAGTTGAGTCGCCAACTCTTGCCCGCCCTCCGC 
GCGGCATCCGGCTGCGTCATCTACATCAACTCCGGCGCCGGCAACGGACCACACCCCGGC 
AACACCATCTACGCCGCCAGCAAACACGCCCTCCGCGGACTCGCCGACGCCTTCCGCAAA 
GAAGAAGCCAACAACGGCATCCGCGTCAGCACTGTCAGCCCCGGCCCCACCAACACCCCC 
ATGCTGCAAGGCCTCATGGACTCACAAGGCACCAACTTCCGCCCAGAGATCTACATCGAA 
CCAAAAGAAATCGCCAACGCAAT CAGATTCGTGATTGACGCTGGCGAAACCACCCAGATC 
ACCAACGTGGACGTACGACCACGTATCGAACTGGCGGACCGGAAAGAT 

>RXA00251-downstream 
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TAGTTCTGGGGGGCTTCCTGGGC 
>RXA002 68-upstream 

TACGCCACCCACGGCAAGGCCATGATTCCGCTGTACATCTTCTACTCGATGTTCGGGATT 
CCAGCGCACCGGTGACTCCATTTGGGCAGCAGCCGATCAG 

>RXA002 68 

ATGGCACGTGGCTTCTTTTTGGGCGCTACCGCAGGTCGCACCACCTTGACCGGTGAAGGC 
CTCCAGCACATGGATGGACACTCCCCTGTTTTGGCTTCCACCAACGAGGGTGTCGAGACC 
TACGACCCATCCTTTGCGTACGAGATCGCACACCTGGTTCACCGTGGCATCGACCGCATG 
TACGGCCCAGGCAAGGGTGAAGATGTTATCTACTACAT CACCATCTACAACGAGCCAACC 
CCACAGCCAGCTGAGCCAGAAGGACTGGACGTAGAAGGCCTGCACAAGGGCATCTACCTC 
TACTCCCGCGGTGAAGGCACCGGCCATGAGGCAAACATCTTGGCTTCCGGTGTTGGTATG 
CAGTGGGCTCTCAAGGCTGCATCCATCCTTGAGGCTGACTACGGAGTTCGTGCCAACATT 
TACTCCGCTACTTCTTGGGTTAACTTGGCTCGCGATGGCGCTGCTCGTAACAAGGCACAG 
CTGCGCAACCCAGGTGCAGATGCTGGCGAGGCATTCGTAACCACCCAGCTGAAGCAGACC 
TCCGGCCCATACGTTGCAGTGTCTGACTTCTCCACTGATCTGCCAAACCAGATCCGTGAA 
TGGGTCCCAGGCGACTACACCGTTCTCGGTGCAGATGGCTTCGGTTTCTCTGATACCCGC 
CCAGCTGCTCGTCGCTTCTTCAACATCGACGCTGAGTCCATTGTTGTTGCAGTGCTGAAC 
TCCCTGGCACGCGAAGGCAAGATCGACGTCTCCGTTGCTGCTCAGGCTGCTGAGAAGTTC 
AAGTTGGATGATCCTACGAGTGTTTCCGTAGATCCAAACGCTCCTGAGGAA 

>RXA0 02 68 -downstream 
TAAAT C ACC T CAAG G GAC AG AT A 

>RXA002 88-upstream 

GGCGTGCTAAAAAAGCACGTCAAATACAGAATCGGCAGATTACATCGCTGAGCAGAGAAA 
ACACGGGCATGAAACGTACCCAAGGGCTAACATCGGGGGC 

>RXA0028 8 

ATGAGCGCGCAAATGGATACCCCTGATCCCACTATGTCTGCTGTTGCAATGTTAGATTCC 

ATCCCTTCT GAT C AAC C AG AT T T C C T GAT C GAT G T AGAAG T AG AT C GAC C AAC T C C C GG A 
CCACATGATCTGCTAGTCCACATTGAGGCGGTCTCAATTAACCCTGTTGATACCAAGGTA 
CGCATGCGGGCCGGGAAGCAAAAGCATCCTAAAATTTTAGGTTTTGATGCTGCAGGTGAG 
GTGGTGGCTGTTGGATCGCAGGTCACGCTCTTCAATGTTGGTGACAAAGTGTTCTACGCA 
GGATCCAATCAGCGTCCAGGAAGTAACGCAGAGTACCAGGTGGTGGATGAACGGCTGGTG 
GGTCACGCACCACAAAGCTTGGGGGCACACGACGCCGCTGCTCTCCCACTTGTCGCGCTC 
ACTGCATGGGAGTCACTTTTTGACCGATTGGGAGTAACTCAGTCAACTACTGGAACACTG 
TTGGTCTTGGGCGGTTCAGGAGGTGTGCCTTCAGCTCTTATTCAACTTGCTCGAGCTCTC 
ACTGGTCTGAAAGTAGTGGCAACAGCTTCTCGCCCTGAATCACAAGAATGGGTGACAAAG 
CTCGGTGCTCATGAGGTGATTGATCACTCCAAGGATTTGAGTGAGCAAATCTCCGACGTG 
GATTTTGTTTTCAGCTCGTGGACTACTGGGCGTGAAGTAGAGCTCGCCACGTTGATGAAA 
CCCCAGTCCCACCTAGTGCTCATCGATGATCCAGTGGATCCCAATTTGGGCGCTTTTAAG 
CAAAAAGCGATCGCTTTGCACTGGGAGTTCATGTTTACCCGCGCTATGTTCAACACTCCT 
GATATGGGTGAACAAGGGAAAATTCTGAATAAGATCGCCGACATGGTTGATCGGGGTCAG 
TTTGAGTCCGTGACAGCAACGGTGCTGGATGGGCTCAACGCTGCAAACATCATGGAGGGG 
CACCGGCTCGTTGAGCAGGGTAAAACCTCAGGAAAAATTGTTGTGAGGGTA 

>RXA002 8 8 -downstream 
TAAAGAG GAC T T GAAAAAT GC AC 

>RXA002 90-upstream 

AGCTACAGATTTAGCTAGTGTTTTTGTTCCAGAACCCTAAATGAGGTTCTACCCTTAACA 
GAG C T T C C C GC AAAAAC AC C GAT T AAC AAG G C TAAAT GAT 

>RXA002 90 

ATGACCATCGACCTGCAGCGTTCCACCCAAAACCTCACCCATGAGGAAATCTTCGAGGCA 
CACGAGGGCGGAAAGCTCTCCATTAGTTCCACTCGTCCGCTCCGCGACATGCGCGATCTT 
TCCCTTGCTTACACCCCTGGTGTTGCTCAGGTTTGTGAAGCAATCAAGGAAGATCCAGAG 
GTTGCGCGCACCCACACGGGCATTGGAAACACCGTCGCGGTTATTTCCGACGGCACCGCT 
GTTCTTGGCCTTGGCGATATCGGACCTCAGGCCTCCCTTCCCGTCATGGAGGGCAAGGCT 
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CAGCTGTTTAGCTCTTTCGCTGGCCTGAAGGCTATCCCTATCGTTTTGGACGTTCACGAT 
GTTGACGCTTTGGTTGAGACCATCGCAGCCATCGCGCCTTCTTTCGGTGCTATCAACTTG 
GAGGACATCTCCGCTCCTCGTTGCTTCGAGGTGGAGCGCCGCCTCATCGAGCGTCTCGAT 
ATTCCAGTTATGCACGATGACCAGCACGGCACCGCTGTGGTTATCCTCGCTGCGCTGCGC 
AACTCCCTGAAGCTGCTGGATCGCAAGATCGAAGACCTCAAGATTGTTATTTCCGGCGCA 
GGCGCAGCGGGCGTTGCAGCTGTAGATATGCTGACCAACGCTGGAGCAACCGACATCGTG 
GTTCTTGATTCCCGAGGCATCATCCACGACAGCCGTGAGGATCTTTCCCCAGTTAAGGCT 
GCTCTTGCAGAGAAGACCAACCCTCGTGGCATCAGCGGTGGCATCAATGAGGCTTTCACC 
GGCGCGGACCTGTTCATTGGCGTGTCCGGCGGCAACATCGGCGAGGACGCTCTCAAACTC 
ATGGCCCCGGAGCCAATCCTGTTCACCCTGGCGAACCCAACCCCAGAGATCGATCCTGAG 
CTGTCTCAGAAGTACGGCGCCATCGTCGCGACCGGGCCGGTCTTGACCTGCCTAACCAGA 

TCA 

>RXA002 93-upstream 

AGAGATTGTTGATTCGGCACCAACTTTACCCACGAGGGTAGAAATGAAGCATTCAGGATG 
AC AAAAC CC AAC C T C AC AC C AAC AAC C T AT C C T G GAG C C C 

>RXA0 02 93 

ATGAAAATCTTTGTTGGTTTTGGCGATTATCCACTCACCACCAAGGCCCTTAAGGAGGCA 
GGCGCAGAAATAGTGGACTCCCTCGAAAAAGCCGAGGGGTTTGTCTTCACTCAAACACCA 
GGCACAGAATTTCCCCTACTTCCCGACGGAGTGAGGTGGGTGCAATTTCCCAATGCGGGG 
CTCAACGCATATTTCACAGCTGGGCAGATTGATGACAAACGCCGGTGGTCAAATGCATCA 
GGGGTGTATGGCCAACAGGTAGCCGAAGCAGCAATGGCTCTTTTGCTGGGACTGATTCAT 
ATGCACCCCACCATGGTGCGTGCCGATAGTTGGGCACCAAGCACTCAAATAGATCAGCAG 
ACCAGATGGCTTGATGGTGCAACAGTTGCCATTGTGGGAGCTGGTGGAATCGGTAAACAT 
CTGGCAGCCATGTTGAAACCTTTTGGCGCAAAGTCTTTAGCAGTAAGCAGGACCGGTACA 
CCCACCCAAGATTTTGATGCAACGGAACCTATATCCAACCTGCACCAAGTACTTGCCGAC 
GCCGACCATGTGGTGTTGTGCGTACCGCTTACCGCAGACACCTATCATCTGATCGGAAAA 
GCAGAGCTTAAAGCAATGCAGTCCACTGCAATTTTGATCAACGTGGCTCGCGGAGAAGTA 
GTAGATACAGAAGCATTAGTTGACGCCTTAGATGCCCAAGAAATATCCGGGGCAGGCTTA 
GATGTCACCGATCCTGAACCATTGCCGGACGATCATCCACTGTGGGGGCGCAGCAATGTG 
ATCATTACCCCGCACGTAGCCAACACGTTGACCTCGATGGATCGCATGCTTGCCCCAGTG 
GTGGCAGAAAACTACCGACGGTTTCTCGCTGGAGAAAAGATGCTGACCGAGGTGGACATC 

CACAAAGGTTAC 

>RXA00293-downstream 
TAGAGCAGTGGCTTTGAATATAG 

>RXA002 96 

ACCATCAAATTCAACAGACTCGACCCAGAAGTATTTAGCCAGCATTCTCGCGCGAAGCTG 
CGCACGGATATGACAACCCGTGCAGCATATTCTTCTGATGCAGGAATTTTTAGACGCGTC 
CCTGCAGCTGTAGCTGAACCAGAAAATGTGGAACAAATTCGTGATGCCATTGCTGTTGCG 
GTGGCACGAGGGTGGTCTGTTGTTGGGCGCGGTGGAGGAAGCTCGGTTGCTGGAAATGCG 
ATCGGTGAAGGTTTGATCATCGATACGTCACGCTATTTCAACCGCATTTTAGATATTGAT 
CCAGTTGCACAAACTGCAGTTGTGGAACCCGGTGTGGTGTGTGATGCCTTGCGCGATGCA 
GCCGCAGT^ATTCGGATTAACTTACGGCCCGGATCCTTCCACGCATTCCCGGTGCACGATC 
GGTGGCATGGTTGCCAACAATGCGTGTGGTTCACACTCGGTTGCATTCGGTACAGCTGCG 
GAAAATCTCGTGGATGTCACGCTCATGCTCAGCGATGGCCGAGAAGTCACTGTGACAAAA 
GATGGCTGCGATGATGCTGAGATCAATCAGAAGCTCACCGACTTAGCGTCCAAGAATCAG 
GACCTTATTAGTAAAGAACTGGGTCGTTTCCCTCGCCAAGTGTCGGGCTACGGTTTGCAT 
TATCTTGCCCACGACATGGCCAAAGCAATGGCGGGCACCGAGGGAACCATTGGAATCATT 
ACTCGGTTGACGGTGAAGTTGGTTCCAACACCCAAAGTGAAAGCGCTTGCTGTCCTGGCT 
TTCGACACGGTTTTTGACGCCGCCCGAGCAGCCGCCAAATTGCGACTGCCTGGGGTAGCA 
ACCATTGAAGGCATGGGCGGAGATCTCCTCGCTGCGCTGCGCAGTAAACAGGGAC7VATCA 
GAAGCTGGGCAGAATCTTCCAGGAAACCGCATCGGCATTGAAGCCGGCGGATGGTTGTAC 
TGCGAGACAGGAAGTGACACCCTGCAGGCCGCGGTACAAGCCGCCGAGGAAGTCGCAACC 
GCCGTTGACACCATTGATTACGTGGTCGTGTCTGAGCCTTCTGT^TGCGGGAATTGTGG 
CGCATCCGTGAATCCTCGGCGGGCATTGTCACGCGCTTAGCTGATGGTGGGGAAGCGTGG 
CCGAATTGGGAAGACTCGGCGGTGCCTCCAGAGAATTTAGCTGATTATCTCCGCGATCTT 
TATGCGCTGATGGATAAGTTCGATTACCAGGGTATTCCATTTGGACACTTTGGAGT^AGGC 
TGCGTCCACGTTCGCATCAGTTTTGATTTCTCTACCAAGGAAGGCCTGAAGAAATTCGAG 
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GCGTTCATGAATGAAGCCTCCACCTTGGTGGCGTCTTATGGTGGCAGCCTCTCGGGCGAG 
CATGGAGACGGTCGCGCCCGCTCATCCTTCCTTGACCGCATGTATTCAGCAGAAATGCGT 
GCACTCTTCGAAGAATTCAAGCTGATTTTCGATCCCCAGCGCATCTTCAATCCGGGAGTG 
TTGGTCTGGGCAGATCCTGTCATGCAAGGACTTCGCATGGACCCGGGCCAGCGCGCCCTC 

G AC AT C AC GC C C GT AC AC AAAT T C T C T AAAG AC AAAGG T T C CAT GAT CAAC G C G GT G AAT 

CGCTGCGTGGGTGTATCCGCATGCCGCTCAGAATCCGACGCGATGTGCCCGTCCTTCCAA 

ATCACCGGCGACGAAGTACATTCCACCAGAGGCCGCGCCCGCTTGCTCTCTGAGATGTTC 

CGCGGTGAATCCATCGCCGACGGCTACCGCAGCGAAGAAGTCAATGAAGCCCTTGACCTG 

TGCCTTTCCTGCAAAGCATGCGCATCGGAATGTCCAGTCAACGTCGACATGTCCACCTAC 

AAAGCCGAATTCCTGGACAAACACTACGCCGGCCGACTTCGCCCCATGGCCCATTACGTC 

ATGGGCTGGCTGCCGCTTCTGGGACACGTTGCCCATAAAATACCGCTTCTTCCTACGCTT 

ATCGACGCCACCATGCAGTCAGCACTCACCGCCCCAGTGGTGCGCAAGGTCGGCGGGCTC 

GCTGATCGCCCGTTGATTTCCTTCGCCCACCGCTCGCTGCGCAAGTACAAGCCGAAGAAA 

AACTCAGGTGAAACGGTGGTGCTGTGGCCCGATTCCTTCAACACCAACCTCGACACCGGA 

CCAGCTCACGCAGCGATCAAAACTCTTGAAGCCCTCGGTTACAACGTGGTCATCCCAGAT 

GGCTTCGTCTGCTGTGGACTCACCTGGCATTCCACCGGCCAATTGAGCATGACAAAGAAA 

GTCCTAGAACAAACGGCGAAAGTGATGAAACCCTACCTGGACCAAGGTCTAACAGTCGTT 

GGTTTGGAACCTTCGTGCACCGTCATGCTTCAAGATGAGGCAACAGAACTCTCCGATAAC 

CCTGATCTGGCACGCCTTGCAGCACTGACCAAACCATTCGCTGAGGTCATCGCACCAAAG 

ATCACCGAGCTAGTCGAGTCTGGAAGCCTCCAGCTAACAGAATCAACTGCGCTTACCCAG 

GTGCACTGCCACGAGCGTTCGCTAGGCGACCCACAACAATCGGCACTCGTTCTTGAAGCT 

TTGGGTGTAAAAGATGAACAAATTGCCACTGGTTGTTGCGGGCTTGCCGGAAACTGGGGC 

TTTGAAAAAGACCACGCTGAAATGTCCTTCGCACTTGGTGAACGAGAGCTGTTCCCCAAG 

GTCAGAAAAGCAGAAGGACATGTGATTGCTGACGGTTTCTCCTGCCGCACCCAGATCGAA 

CAAGGCACCGGAAAACAAGCAACGCACCTTGCAGAGGTGGTCTTAAGCATCTTGGAGCAA 

AACAACAT GGCACAA 

>RXA0 0296-downstream 
TAACGATCATGCAACAGGTGCTC 

>RXA0030 9-upstream 

AGCGCATGATCGATGCCTGCGAGTCCGCAGGGGTCCAACTTGGCGTGCTCTTCCAGCGCC 
GCTTCTGGCCCGCGGCTCAAAAAATGAAAAAGGAGCCGTC 

>RXA00309 

ATGGGCCAATGCACGGTAGCGCTTTACCGAGAGCATTCCTATTACACAGCAACCCCATGG 
CGAGGAACCTGGGCAGCCGATGGCGGTGGAGTGCTCATGACTCAAGCCATCCACTACATC 
GATCTTTTGTACTGGCTGTTGGGCGAACCCGTGGAAGTTTTCGGCTACACCAACTCCTTC 

AAAC AC GG C G AC AACAT CG AAG T C G AAGAC AGC G CC G T T GC C AC TGTGCGTTTT G AAT C G 
GGCGCGTTGGCCACAATTTCAGCCACCACCGCCGCAGAGCCAGCACTCGGCGCACAAGTG 

CAGGTGATGGGA 
>RXA00310-upstream 

TTGCGGGATTCATCATCGGCGCAATCGCACTGTCTGCCGCAGTTATTTTGACCACCAAGG 
AAACCGCCT T C ACCAAGCT T GAAGATC TAGGGAAGAAAT A 

>RXA00310 

ATGTCTGACAAGATCTGGAAAGTCGGCATCATCGGTTGCGGTGCAATCAGCCGAAACCAT 
ATCGAAGCAGTTCAGGCAATCCCCGGCGCAGAAGTCAGCGCAGTCTGTGATGTGGATGGT 
GCGAAAGCATCGGAAACCGCAGCGAAATATGGAATTTCTCCCAGTTTCACGTCTGTCGAT 
GAGATCCTCGCCTCCGGGGTGGACATTGTCGCAGTCTGCACCCCACATCCAACCCACGAA 
ACAGTGGTCCTCGCCGCTGCTGCCGCCGGAGTGCACGTGCTTTGTGAGAAGCCAATCGCC 
ATCGAACTCGATTCCGCACAGCGCATGATCGATGCCTGCGAGTCCGCAGGGGTCCAACTT 
GGCGTGCTCTTCCAGCGCCGCTTCTGGCCCGCGGCTCAAAAAATGAAAAAGGAGCCGTCA 

TGGGCCAATGCACGG 

>RXA00 310-downstream 
TAGCGCTTTACCGAGAGCATTCC 

>RXA0 03 17 -upstream 

CAACGGTTACATCACTCACGCATTACCTCCCCTGGTTGGTACCGCATGTTCGTTTCCCAA 
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GTCAAGCCAAGCCTTGAAAAATTCTGGCAAGGTTAATGGT 
>RXA00317 

GTGACTACGCCTTCTAAGAAAACTCTGCTCTTTGATCTCGACGGAACCCTCGTCGATTCT 
TTCCCCGGTATCCGCACTTCATTCCTTCACACCCTGCACGAAAAGAACTGGGAAATCCCC 
TCTGAGGAACGCATCTCGCAAGTTCCAGGACCTCCCATGGAATGGACGTTCCAGGATTTG 
GGCATGACTCCAGAGCAGGCAC7y\GACGCTCTGCAGACCTACCTTGAGCATTACGGCCAG 
GTGGGTTGGGATCTTTCCGAAGCATTCCCCGGCATGCGAGATTTGCTGATCCCCTTGATA 
TACGAAGGTTTTCGTCTGTGCACCGCCACCTTTCAAGGG 

>RXA0032 7 -upstream 

AACGATTTTCGCCGTCGCAACCGTGATCACCGGTCGCTTTCCGGCATCGTGTCGTCGCGG 
CTAGGGGGCCAGGCGCGGGATGATTGGGTTTGTCACGCCG 

>RXA0032 7 

ATGATTCAGGCGGCGTTGTGGATCGTGCTCTTTTTATTCGCTGATCGCCTGTCCAATCCG 
CTGGTTTTTGTCAGCGCCATCATGTTCGCGATTTCCTTTAGCTCCCCCGTGGCGAACTTC 
GGTTTCGATACGATCTGCGAAAAACTCGACCGCCGCGTCATGGTCGCCGGCACCGGCATG 
GCCAACATGAGCGCCTACATTTGCGCGATGCTGGCCACACAAATCATCGGATTTTTACTC 
GACTGGAACGCCGACGGCCACGCCTACACCTGGTCGAATTTCCAGGTGGCGTGGCTTGGT 
CTGGGCGCGGTGTGGCTGGCAGGCATGATCGGGCTTGCAGTCTGCCTCCTGCTGCAGCGT 

CGAAAAAATATTGCTTTTCGACGC 

>RXA0 032 7 -downstream 
TAAAACCCGACCGTAACCGCTAG 

>RXA0 032 8-upst ream 

GTCACGGGATTTGTTGTAGCCCGACTCAAGGGTGGACCGGGCCGCAGATTACTCGCCCAG 
ATTAGGTCTACCAAGGACTTTTAAAGATCGGGTAAAACCT 

>RXA00328 

GTGGGCGTTGAAAGGGGCAAGGTCTCTGCCAAGGCACTAGTTGTCTGGTTGACGGCAATG 
TGCGTGTACATCGTGGCCATTGCTGGTCGAACATCATTTGGTGTCGCCGGAGTGCATGCG 
ATCGATCGCTTTGATATCGACGCCTCCCGGTTGGCCGTGTTCACTTCTGTTCAGGTTGGA 
GTCTATGTTCTCGCGCAGATTCCCATGGGCATGCTGGTGGACAGGTTCGACGCCCGGAAA 
CTCTTGCTGGCTGGCGCTTTAATTTTGGCAGCTGGCCAGCTCATTTTGGGTTTCACTGAT 
TCTTATATGATCGCCATTTTTGCCCGAGTGCTCATCAGTGTTGGCGATTCTTCTGCATTT 
TTGTCCGTGATGCGACTGTTGCCCAACTGGTTCCCGATGTCTTGGACACCTGTGTTGCAG 
CAGCTCACGGGCGCTTTTGGCTTTGTGGGGCAGTTTTCTCCGCGGTGCCGTTTTTGCACA 

T ACT C AAC AC C T 

>RXA0 032 8 -downstream 
TAGGGTGGACAATTCCTTTCGCA 

>RXA0032 9-upstream 

T G T G AAG AAC AAT GAT C AAC GGCCTTCGC C AAG AC C G CAT C C C AG AGAGAAAG T AAC T AC 
CCGCGCCCTCATAGTTTGGGCAGCAGCCTGTCTTGTGTAT 

>RXA0032 9 

ATGGCAGCCATTACCAGCCGCACCAGCTTTGGTGTGGCTGGAGTGGAGGCCATTGATCGT 
TTTCAGGTAGACGCCACACGCATTGCAGTATTCACTTCTGTTCAGGTTGGTGTGTACGCG 
TTTGCTCAGATTCCGATGGGCATTTTGATCGATAAGTTTGGTCCTCGGAAGCTCCTTGCC 
ATTGGTGCTTTGGTGATGGGTATCGGCCAGCTCATTTTGGGCTTTACGGATAGCTATTCC 
ATCGCGATTATTGCCCGCGTGTTTATCGGCGCCGGCGATGCATCGATCTTCCTTTCGGTT 
ATGCGCATCCTGCCGTTTTGGTTCCCACTGAAGCACACCCCTATTTTCACGCAGTTAACT 
ACCTGCCTTGGCCAGTTGGGCCAGTTCTTTTCTGCGGTGCCTTTCATGGCGTTGTTGGGT 
GCGCAGGGTTGGCCTGTGGCGTTTGTCAGCCTTGGTTCCGTGGTGGCACTCATTGCGATC 
GCAGCGCTGGTGGCCGTTCGGGATACTCCAGATCCTCAGCCAAAACCTGTCGAATCAGCT 

C AG G AAG C AG AT AAAC C AAG CCTGCGCGC GAG T T T G AAG T T GAT T G T C C G C AAT C C GAT T 
ACGTGGCAGGGTTTCTTCATTCACTACGTATTGATGGTGTGGCAGACCGTGTTCTCCATG 
ATGTGGGGCGTCCCGCTGATGACTTTGGGCATGGGACTGTCTGCAACGACGGCTGGTTTG 
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GTGTTGAGCATCAACACGCTGTGCATGGTGGTATCGGCGCCAATCATCGGAATAATTTCC 
GCACGCCTTGGGTATCGCCGTGACGTGGTCGCCATTGCGCTGTCGTTTGTTCAATCCGCA 
GTATGGCTGGTGTTCTTGGCCTCCGATGCACCTCGTGGTTTGATGGCTATCATCTTGGTC 
AACATCGTCATGGGTCTGACTACTGCGGCTTCTGGTTATGGCTTTGACACCATTCGTGAG 
CGCCTAGATCGCAAGATTTTGGCTGCGGGCACGGGACTGGCAAACATGGGTGGATTCTTG 
TCATCGATGGTTGCAGCGCAGGTTATGGGGTTCCTTCTTGATCACAGCGCGCATGGTAGC 
ACCTATACTTGGGTGGACTTCCGTTTTGGTTTCCTTGCGATTCTTGTCACATGGGCCGTC 
GGAGTCACGGGATTTGTTGTAGCCCGACTCAAGGGTGGACCGGGCCGCAGATTACTCGCC 

C AG AT T AG GT C T AC CAAG G AC TTT 

>RXA0032 9-downstream 
TAAAGATCGGGTAAAACCTGTGG 

>RXA0034 0-upstream 

CGGTATCTCCGACATCCGCAACACCCCCAAAGATGAGGTTCCACAGTGCCCAGAATGTGG 
CTCTTACCT CAT C AC T G AC AT C T C T T AG AAAG AC C AC C C A 

>RXA0034 0 

GTGAAATTAGTCATCGAGGCCGACGGCGGCTCCCGCGGAAACCCCGGCGTCGCCGGCTCC 
GGCACCGTGGTGTACTCCGACAACAAAGCAGAAGTTCTCAAAGAAATCGCCTATGTTGTC 
GGAACAAAAGCCACCAACAACGTCGCCGAATACCGCGGACTACTCGT^AGGCCTCAAAGCA 
GCCCGCGAGCTCGGCGCTACCTCCGTGGATGTCTACATGGACTCCAAACTTGTCGTTGAA 
CAAATGTCCGGCCGGTGGAAAAT CAAACACCCCGACATGAAAGTTCTAGCGATCGAAGCC 
AAGGAGATTGCTTCCGAAATCGGGTCCGTTTCTTATACGTGGATTCCGCGTGAGAAAAAC 
AAACGAGCTGACGCATTGTCCAACGTGGCGATGGATGCTGCAGCGGCAGGTAAGCCGGTA 
GGTGTTGTAGGGGATTCTGCTTCTGTATCTTCTGCTTCTTCGGTTGCGGGCTCAGAGAAA 
GAAGACCTCAACTGCACCGAAACCAAACCCACCAACTGGAACGGCGCAACCACAGATCCC 
ACTCGTTTCTTGTTGCTTCGCCACGGCCAAACTGCTATGTCAGTGGCACGCCTTTACTCC 
GGTAGGTCCAACCCAGAGCTGTCTGAACTTGGTGAAAAACAAGCAGCAGCGGCAGCACGA 
CGACTCGCTCAAACCGGTGGCATCGACGCTATTGTGAGTTCTCCGCTCACCCGCACGATG 
CAAACCGCAGAAGCAGCAGCGGCCGCACTGGGAATGAAAGTACGTGTTATCGATGATCTC 

AT C G AAAC T G AC T T T G G AC T G T G G GAT G G AAAAT CAT TTT C AG AAG CC C AC G AAC AAG AT 
CCAGAACTGCACACCAAGTGGCTCACTGACTCATCTGTAGCCCCACCCGGTGGTGAGTCC 
CTGCAGACGGTTAATCGACGTGTGAAAAAGGCTCGTGAAAGCCTCCAACGCGAATACGGT 
GCAGCGAATGTTTTGGTGGTCAGCCACGTCACCCCAATCAAAGCCATCAT GAGGCAAGCA 
TTGGACGCAGGCCCATCCTTCTTTCAGAAGGCACACCTTGACTTGGCGTCGCTGTCGATC 
GCAGAGTTTTACGAAGACGGCCCAACCTGCGTAAGACTGTTCAACGACACCTCACACCTG 

GAAGCG 

>RXA0 034 0-downstr earn 

T G AC G AC AG T C T G AC G G AAG C T C 

>RXA0037 9-upstream 

CGTGCTGGATAAACAGCACCGCCCCGCAGCAGTGTTCTTGCGCGAAGTCACCTCCAAAGA 
TGTGTTGGATGTTGCGTTGCCATTGGTAGATGAGGCCTAA 

>RXA0037 9 

ATGTCTGAGATTGTGGTAGCCCAAAGCATCGGCCAGCAGTTTGCTGACGTCGCAGCTTCC 
GGGCCACTGTTCCTTGGCATCCTTGCCGCAGCGCTCGCAGGTCTGGTGTCTTTTGCCAGC 
CCGTGTGTTGTGCCGTTGGTGCCAGGATATATTTCCTACCTCGCCGGCGTGGTCGGTGGG 
G AAGT GGAAT AC AGC GC T CAT GC C AC C 

>RXA00381-upstream 

AAACCTGGTTTGTGTCTTCCGCTCTCACGGACGATGATTTCTCCAAGATCGAGCAGGCAC 
TCAAGCCCGCCGCACGTGCAGCAGCAGAAGCGAAGGCATC 

>RXA00381 

ATGACGCAAACCATTGTCCATCTAGTTCGCCACGGCGAAGTCCACAACCCAGAGAAAATC 
CTGTACGGACGCATGCCCGGATACAGGTTGTCTTCCCGTGGACGCAGCCAAGCCGCCCGC 
ACTGCAGCTTCTTTTGAAGGCCACGATGTCACCTACATTGCGGCCTCCCCATTGCAGCGT 
GTGCAGGAAACCTCCGAACCGTTCATCAAGGTCACAGGCCTAGAACTGATCACCGACGAG 
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GATCTTCTGGAAGCAGGCAACCGTTTCGAAGGCCTGCGCACCAAAGGTTGGCGTTCCCAG 
TTGTGGAACCCCGTGCGTTGGCCTTTGATGTACAACCCCACGCTTCCCAGCTGGGGCGAA 
CACTACACCGACATTTTGGAAAGAATGATGGCGGCTGTGGAACGAGCTCGGGTGGCAGCG 
GAAGGACACGAAGCAATCCTGGTGACCCACCAGTTGCCGATCGTGTGCGTGCAACGCCAC 
GCCCGCGGACAAAGCCTGTCCCATAACCCAGCGACCAGGCAATGCGACCTCGCCTCAGTG 
ACATCCTTGGTGTTCCAAGACGATCAAATTGTCGGCGTGCATTACAACGAACCAGCTCAG 

GAG ATT 

>RXA00381-downstream 
TGATCACTCGTGCGTTTGACCAA 

>RXA00385 

CTTGGCGGAGTGTTCGCTCTCGGTTGGACCCCTTGTTTGGGCCCCACCCTGGCTGCGATC 
ATCTCCATTTCTGCAGGTACTGAAGGCATGACCGCTGCGCGTGGCGTGATCTTAATTGTG 
GGTTACTGCCTCGGACTGGGGCTGCCGTTCCTGCTGATCGCGTTGGGCTCCAGCAAGGCA 
CTCACCGGAGTCGAGTGGTTGCGCAAGCATTCCCGCACCCTGCAAATTATCGGCGGTGTG 
TTTTTGATCTTGGTCGGAGTAGCGTTGCTCTCTGGCTCATGGGCAATTTTTATCAACTGG 
GTCCGTCAGTGGACCGTTGAATACGGCGCAACACTGCTC 

>RXA0 038 5-downstr earn 

T AG AAAAAG AC T T T TAG TAG GAA 

>RXA0038 6-upstream 

GAAGAGTACTTCGACCACGACGACTAACACCGCAATTTAAAGGCTTTTCAAGCCTGCCCC 
ACAT CGAAGCAGT T T T C ACAAAGAAT AAGGT T GGAAAAT T 

>RXA0038 6 

ATGTTGCCCGTCAACCAAACGTATGCGCAGTTCTCAGACACTGCCTTCGTATCGGCATAC 
ATCATCTACGTTCTGGCACTCATCCTCTCCCTCGTCTACTACGTAAAACAACAAGGCATT 
ATCGACGCCCGCCGCGAGCAAACCCGCGTCAGCGAACTCGTTGGTGCAGGCGGCAGCGCT 
GATGTTGATACTGACCTGCCTGATGACATCGCCGACGGTGTCCTCGCCGACGAAGACCTT 

G C AAAAC G C G AAGAAACC G C ACG C AAAC T AG C C AAC AT G AC C CAAT C T C T CAT G T GGCT C 
GGCGTCATGGTGCACCTCGTATCCGTCGTGATGCGCGCGCTGTCTGCCAGCCGATTCCCC 
TTCGGCAACCTGTATGAATACATCCTCATGGTCACCCTCTTCGCCAT GATCGGAGCCGTA 
CTCATCCTGCAGCGCCCACAATTCCGCGTGGTATGGCCATGGATCCTCACCCCAATGGCT 

GGCACTTGGTTTTCTACGGTGGCACCCAGC 
>RXA0038 8 

ACCCTGGATAACCTGGCATACAAGACCGCGATCTGGACTGTCCCAATCTTCGGCCTGGGC 
ATCATCTTGGGTGCCATCTGGGCAGAAGCAGCCTGGGGTCGTTTCTGGGGATGGGATCCT 
AAGGAAACAGTCTCCTTCATCACCTGGGTTCTCTACGCTGGTTACCTCCACGCACGTGCA 
ACTGCTGGTTGGCGCAACACCAACGCTGCATGGATCAACATCCTGGCGCTGGTCACGATG 
ATTTTTAATCTGTTCTTCATCAACATGGTCGTATCTGGTCTGCACTCTTACGCCGGACTG 

AAC 

>RXA0 0 3 8 8 -downstream 
TAAGCACTTTTGGTTGGCGGGGT 

>RXA0 04 0 6 

GACCCAGTTGAGGTTGCTGCGGACACTCAGGAAATGATCAT CACCCGCATCATCGACAAT 
GCATCGGTGCAGGCAGCTTCCGTGTTGCGTCGACCAGTTAGCTCTGCCCGTGCGATGGCA 
CAGGTCAGGCCAGTTACCGATGGTCGGGGTGCATCTGTTTTCGGTCTGCCAGGACGTTAT 
GCCGCGGAATGGGCTGCGCTTGCTAACGGCACTGCGGTGCGTGAGCTTGATTTCCATGAC 
ACGTTCCTCGCTGCGGAATACTCCCACCCAGGAGATAACATTCCTCCGATTTTGGCTGCA 
GCACAGCAGGCTGGAAAAGGTGGCAAGGATCTGATCCGTGGCATCGCTACTGGGTATGAG 
ATTCAGGTTAACTTGGTGCGTGGAATGTGCCTGCATGAGCACAAGATTGATCACGTTGCT 
CATCTTGGACCATCAGCGGCTGCTGGTATCGGAACCTTGCTAGACCTAGATGTGGACACC 

AT C T AC C AGG C AAT T G G T C AG G CAT T G C AC AC C AC CAC GGC GAC GAG G C AG T C C C G T AAA 
GGTGCGATTTCTTCATGGAAGGCATTTGCTCCTGCGTTTGCGGGCAAGATGTCCATCGAG 
GCAGTAGATCGCGCAATGCGTGGCGAGGGCGCACCGTCACCAATCTGGGAAGGCGAAGAC 
GGCGTAATCGCGTGGCTGCTGTCCGGTCTTGATCACATCTACACCATTCCTTTGCCTGCA 
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GAAGGTGAAGCCAAACGAGCAATCTTGGATACCTACACCAAGGAACACTCGGCGGAATAC 
CAGTCACAGGCACCGATCGACTTGGCGCGCAGCATGGGGGAGAAGCTGGCAGCACAGGGC 
TTGGACCTGCGTGATGTGGACTCCATCGTTTTGCACACCTCCCACCACACTCACTACGTG 
AT C G GC AC C GG AT C T AAT GAT C C AC AGAAG T T C GAT C C AGAT GC AT C G C G AG AAACC C T T 
GAT C AC T CC AT CAT G 

>RXA004 27-upstream 

TGCTGATGATCCGGAGCGGTTGGCATTTCCGCTGCGTCGGGGCTTGGAGTGGCGTCGGAT 
GCGCAGTGAGTTGATTGATCCAGCCAACCCGGAGGATGAT 

>RXA0 04 2 7 

TTGCTGCCGGGCATCGCCTCCTTGTTCAATGGTGCCCTGATCAGCGCTTATGCAATGGAG 
CGCATTGGCGTGCCGGACTATCGACTGTTTATTCGCGGCGATGAGGTGGAGTATCACCGC 
CGTTTGGTGCGTTCCGGTTTGCCGTTTGGTACGTGTTTGACCACGGCGTATTTGCACCCG 
GATGGTTCTGATGAGTTCAAGCCGATTCTGGGTGGGCGGATGCATACGCAGTATCCGGAT 
AATGATTTCAAGAGGTTTTTCACCTACCGCAACCGTGGCTACCTGATGAGCCAGCCGGGA 
ATGCGCAAGCTTCTCCCTCAGGAATATGCGCGCTTTGCGTGGTTCTTCCTGGTTCAGAAA 
CGGGATGTGAAGGGATTCCGGGAGTGGCTGCGCCTGCACAAACTGGGCCGCGACGAGAAA 

TTCAATAGGCCC 

>RXA0 0 427 -downstream 
TAGATCAGTTTTAGTAGTTCCTC 

>RXA004 8 3-upstream 

AGACCCAAGAGTAAAATCCCAGGATTTGCTTATACTTGCGCTCATGGATAATCAACTTCG 
TCCCACTTTGCATTATCAAGCTCAAAACCCGCACCGGCGA 

>RXA004 8 3 

GTGCTGGTCACCGGTGCGACAGGCTACATTGGCGGCAGGTTGATTACTGAGTTACTTGCT 
GCCGGTTTCCAAGTTCGGGCCACCTCGAGGAAAAAAACAAGTCTTCAGCGCTTTGACTGG 
TACGAGGACGTCGAGGCAGTGGAAGCGGATCTGACTGACGCGACTGAGTTAGATACGTTA 
TTTAAGGATGTAGACGTTGTTTACTATCTAGTGCATTCCATGGGAGGTAAGAATGTTGAT 
T T T G AAG AG C AAG AG C AAC G C AC T G C T G AAAAT G T AAT T C AAG C T G C T GAT C AAG C C G G G 
ATAAAACAGATTGTCTACCTTTCCGGCTTACACCCGCGTAATCGAAAAATAGAAGAACTA 
TCTAAGCACATGCGCTCACGGGAAAAGGTCGCCCAGATTTTGCTGGCAGGCCAGACACCA 
GCTTTAATTTTAAGGGCTGCCACAATTATTGGTTCCGGCTCTGCATCATTTGAAATAATC 
CGTCATCTCACGGAGCGTTTGCCTAGAATGATAGCGCCTCAGTGGATTACTAATCAGATT 
GAGCCTTTAGCAATACGGGATGTTTTGCATTACCTAATCTCGGCGGCTGATTTAAAGGAT 
CCAGTCAACCGCTCCTGCGATATTGGGTGTGGAAAGTCGTAT GAATTTGCGGATCTATTG 
CGTATCTATGCCGATGTTCGGGGACTGAAACGTCATGTAAATTCCGTACCTCTCAATTTG 
CCCATGGACAAGCTATCCGGTCTTTGGATTAGTCTAGTGACACCTGTTCCATTTCAATTG 
TCTTTCCCTTTAGCTCAAT CAATGGCTGAGGATGCCGTCACTGAAGAGCACAGCATTAAA 
GATATTATTTCAGATCCACCCGATGGTTTTATTGAGTATCGGGAAGCAGTGGAGCTGGCA 
TTAGCTGCAGAATTTGATCGTGGAGTTCCAACGTCATGGGATCGAAGCTGGACTGTACAA 
CAACCGTGGGCTGGCCAGCCTACCGATCCAGAGTGGGCGGGCAAAGCTGTATATGAAGAC 
GTCCGCACAGAAGATACTGATCTCCGAGCAGCGCAGGTCTGGCCGATCATTGAAGGTTTG 
GGTGGCGTGAACGGCTGGTATTCTGCACCACTGCTATGGCGATTGCGGGGTATCGCTGAC 
AGACTCATCGGCGGTCCAGGTTTGGGCGGACGGCGGGATCCCCGTCATTTGAAACTTGGG 
GAT CGCATTGATTGGTGGCGGGT TACT GAGATCGATCCACCACATAGATTAGTGCTCACC 
GCAGAGATGAAAGTAGATGGTGGCGCTTGGCTGATCCTGGAAGTTGCGGACAAGGAAAAT 
GGCGGATGTACTTATACCCAGCGCGCAATATTTGAGCCGAAGGGTTTGCCCGGTTATCTC 
TATTGGTGGGTTGTTTCACCGTTCCATGCGATTATTTTTCCTTATATGCGTTCGAATATT 
TTAAAAGCTGCGCGTAAACTCACT 

>RXA004 8 3-downstream 
TAATCGCAGAGTAGGCGTCTAAA 

>RXA0 0511 

GAGCTGCGCAAGAACACCCTCGTGGGCACTGTCATGAGCAACCTGGGATTGAAGATTGCT 
ATGGAT GAAGCCGGAAT TACACTGCGTACCACCAAGGTAGGAGACCGCTACGTGCTGGAA 
GACCTCAATGCAGGTGGATTCAGCCTGGGCGGCGAGCAATCTGGCCACATTGTTCTTCCA 
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GATCATGGCACCACTGGCGATGGAACTTTGACTGGTCTTTCCATCATGGCGCGCATGGCT 
GAAACCGGAAAGTCCTTGGGCGAGTTGGCACAAGCTATGACGGTGCTGCCACAGGTTCTG 
AT CAATGTGCCAGTTTCGGATAAGTCCACCATCGTGAGCCACCCAAGCGTTGTGGCTGCG 
ATCGCGGAAGCAGAAGCTGAGTTGGGCGCCACCGGTCGCGTTCTTCTTCGTGCTTCTGGC 
ACCGAAGAGCTTTTCCGCGTGATGGTTGAGGCTGGAGACAAGGAACAAGCTCGTCGTATC 
GCGGGACGTCTTGCTGCAGTGGTTGCAGAAGTC 

>RXA00511-downstream 
TAATTCACTTCAGTCACAGCGCA 

>RXA00 5 12 -upstream 

T AC AAC GAG T AC AAC G C T T T C G AC C AG C AAG T AT T C AC C TAT T C C GC T G AC AGC T AC AAG 
CCCATCTTCTAACCCGCCTATATATAAGGAGTGAATCACC 

>RXA00512 

ATGTCCAGCGCCACAACCACTGATGTTCGCAAAGGGCTCTACGGAGTCATCGCCGATTAC 
ACGGCCGTTTCCAAAGTCATGCCAGAGACCAATTCACTGACCTACCGTGGCTACGCGGTG 
GAAGATTTGGTGGAAAACTGCAGCTTCGAGGAGGTGTTTTACCTCCTGTGGCACGGCGAG 
CTGCCCACTGCGCAACAACTTGCGGAGTTCAATGAGCGTGGCCGTTCCTACCGCTCCCTG 
GATGCCGGTTTGATCTCCCTGATCCACTCTTTGCCCAAAGAAGCCCACCCGATGGATGTT 
ATGCGCACCGCGGTGTCCTACATGGGCACCAAGGATTCCGAGTATTTCACCACCGATTCT 
GAGCACATCCGCAAAGTTGGCCACACCTTGTTGGCGCAGCTTCCGATGGTGCTAGCCATG 
GATATTCGTCGCCGCAAGGGCCTCGATATCATCGCCCCTGACTCCAGCAAGTCAGTCGCC 
GAAAACCTGCTGTCTATGGTGTTTGGTACTGGCCCGGAATCACCTGCATCCAACCCAGCT 
GACGTCCGCGATTTTGAGAAATCACTGATCCTCTACGCCGAGCACTCCTTCAACGCCTCC 

ACCTTCACCGCCCGCGTG 
>RXA00514 

CACGAGCGTTCCTATGCTCCTGAGCGAGCCCTCCGCCGAGAGACCATCGAGCTGTGGAAC 
AAGATTTCCACGGTGGAGGATCCTGAATGGACCAGGCGTTACCACTCCGTTGATCCTGCA 
GAAAAGGCCTTCGGCGCACGCGCAGTGATCACCTTCAAGGATGGAACCGTCGTGGAAGAT 
GAACTGGCTGTGGCGAATGCGCATCCTCTGGGAGCACGGCCTTTCGCTAGGGAGCAGTAC 
ATTCAGAAATTCCGCACCTTGGCTGAAGGTGTTGTGTCCGAAAAGGAACAGGATCGCTTC 
TTGGATGCGGCACAGCGTACGCACGAGCTTGAGGATCTTTCAGAACTCAACATTGAATTG 
GATGCCGATATTTTGGCCAAGGCTCCTGTGATTCCGGAAGGACTGTTC 

>RXA0 05 14 -downstream 
TGATGGCGGGTTTGTTTTCCTCT 

>RXA005 17 -upstream 

GGTCTTAGAACCAGCGTGCACTGATGGCGATTAAAGGGGGTTGCGCCTATACCTATTGCT 
GGT AT ACAT T T CGGTAT AC CT AAACCGAAT T GAGGGAT TC 

>RXA00517 

AT GC C AG AA G T C AC T G T C AAC G C C C AAC AAC T C AC TGTTCTCTG C AC AG AC AT C C T C AC C 
AAAACTGGAGTACCTGCAGCAGACGCCCATCTTGTCGGTGATAGTTTGGTGCAGGCTGAT 
CTTTGGGGTCACCCCTCCCACGGTGTGCTTCGACTGCCTTGGTATGTGCGCAGACTCCAC 
AGTGGCGCGATGACTACACATGCACACGTGGAGGTTCTCAATGATTTGGGTGCCGTGTTG 

G C G T T G GAT G G AC AC AAT G G AAT CG G C C AAG T T T TAG C T GAT CAT G C T C G T AAAGAAG C A 
GTGACTAGGGCAATGATGTTCGGCATCGGTGCGGTGTCGGTGCGCAACTCCAATCATTTT 
GGAACTGCCATGTACTACACCCGGAAAGCGGCAGCGCAAGGATGTGTTTCCATTCTCACC 
ACCAATGCATCTCCGGCGATGGCGCCCTGGGGTGGCAGAGAAAAACGGATCGGTACCAAC 
CCATGGTCTATTGCGGCACCTTTTGGAGAAACGGCTACGGTAGTCGATATAGCCAATACT 
GCGGTTGCGCGCGGAAAGATCTACCACGCACGACAGACAAACATGCCCATTCCTGAGACT 
TGGGCGATCACGAGTGAGGGCGCACCCACCACGGATCCTGCTGAGGCAATCAACGGTGTC 
GTCCTTCCCATGGCTGGTCACAAAGGTTATGCGATTAGCTTCATGATGGATGTGCTTTCT 
GGAGTTCTCACTGGTTCCCAGCACAGCACCAAGGTACATGGTCCGTATGATCCCACTCCC 
CCAGGTGGAGCTGGCCACTTGTTCATCGCGTTGGATGTTGCAGCGTTTCGCGATCCACAA 
GATTTCGATGACGCACTCAGCGATCTGGTTGGGGAAGTTAAATCCACTCCGAAAGCACAA 
AACACCGAGGAGAT TT T CT ACCCCGGTGAAT CGGAAGACCGT GCGCATCGGAAAAACTCT 
GCGCACGGTATTTCATTGCCTGAAAAAACGTGGATGGAACTGCAAGAACTGGCAATCGAG 
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AACCATGTTGTAACTCACCGT 

>RXA0 0517 -downstream 
TGATCTGCGCGTTAAACCTGGCC 

>RXA00518 

GTCCTTCCGGTATTAGCTGCCCGCCACGACGGCGAAAAGTGGGTTGCCATGTATGAAAAC 
ATGCGCGACGCCATGGACGCCCGCACCGGCATCAAGCCGAATCTCGATTTCCCTGCTGGC 
CCTGCCTACCACCTGCTCGGTTTCCCGGTCGATTTCTTCACCCCGCTGTTCGTCATCGCC 
CGCGTCGCCGGCTGGACGGCCCACATCGTGGAGCAGTACGAAAACAACTCGCTCATCCGC 
CCACTGTCCGAGTACAACGGCGAGGAGCAGCGCGAGGTCGCGCCCATTGAAAAGCGC 

>RXA005 18 -downstream 
TAAAAGATTTTCGCTTTTCGACG 

>RXA0 0521 

CTCGACGCTGCTGATGAAGTTCAGATCAAGCACATCGCAGCTGACGGCACCGAGACCATC 
CTCAAGGACAGCCTCAAGCTTCTTGAAGGCGAAGTTCTAGACGGAACCGTTCTGTCCGCA 
AAGGCACTGGACGCATTCCTTCTCGAGCAGGTCGCTCGCGCAAAGGCAGAAGGTATCCTC 
TTCTCCGCACACCTGAAGGCCACCATGATGAAGGTCTCCGACCCAATCATCTTCGGCCAC 
GTTGTGCGCGCTTACTTCGCAGACGTTTTCGCACAGTACGGTGAGCAGCTGCTCGCAGCT 
GGCCTCAACGGCGAAAACGGCCTCGCTGCAATCCTCTCCGGCTTGGAGTCCCTGGACAAC 
GGGGAAGAAATCAAGGCTGCATTCGAGAAGGGCTTGGAAGACGGCCCAGACCTGGCCATG 
GTTAACTCCGCTCGCGGCATCACCAACCTGCATGTCCCTTCCGATGTCATCGTGGACGCT 

T C CAT GC C AG C AAT GAT T C G T AC C T C C G G C C AC AT G T G G AAC AAAG AC G AC C AG GAG C AG 
GACACCCTGGCAATCATCCCAGACTCCTCCTACGCTGGCGTCTACCAGACCGTTATCGAA 
GACTGCCGCAAGAACGGCGCATTCGATCCAACCACCATGGGTACCGTCCCTAACGTTGGT 

C T GAT G GC T C AGAAGG C T G AAG AG T AC G G C T C C CAT G AC AAGAC C T T CC G CAT C G AAGC A 
GACGGTGTGGTTCAGGTTGTTTCCTCCAACGGCGACGTTCTCATCGAGCACGACGTTGAG 
GCAAATGACATCTGGCGTGCATGCCAGGTCAAGGATGCCCCAATCCAGGATTGGGTAAAG 
CTTGCTGTCACCCGCTCCCGTCTCTCCGGAATGCCTGCAGTGTTCTGGTTGGATCCAGAG 
CGCGCACACGACCGCAACCTGGCTTCCCTCGTTGAGAAGTACCTGGCTGACCACGACACC 
GAGGGCCTGGACATCCAGATCCTCTACCCTGTTGAGGCAACCCAGCTCTCCATCGACCGC 
ATCCGCCGTGGCGAGGACACCATCTCTGTCACCGGTAAC 

>RXA00 606-upstream 

ATGGATAACCAGACTGGCACGCGCGATATTCGTCGCCTCGGTTTCCTGGTCAAGAAAAAT 
GCCGTTCACGTTTGTGTCTGTATTAATAGGTGCGTTGTCG 

>RXA00 606 

ATGGCATCGGTTCCGCCGTTGCTCGGCTTCGTGTCCAAAGAAGGCATGATCACAGCGTTC 
ATGGACGCCCCCATCGGCAACTCCTATGTTGTATTACTGCTGGTCGGCGCAGCAATCGGC 
GCGGTCCTAACCTTCACATACTCCGCGAAACTCGTGCTCGGCGCATTCGTCGACGGCCCA 
CGCGACATGTCACACGTCAAGGAAGCCCCCGTCTCCCTCTGGCTTCCGGCCGCCCTGCCT 
GGACTTATGTCTCTGCCACTAGTCCTAGTACTTTCGCTTTTCGACGCCCCCGTCTCCGCC 
GCAGCCACCTCCGCCGCGGGGGAAGCGGCGCACATGCACCTGGCATTGTGGCACGGCATC 
AACACCCCACTGTTGATTTCCTTGGGTGTGCTGGTGGCCGGAATCCTTGGTGTGCTGTTC 
CGCAAAGAGCTGTGGAAAATCGCCGAGACCAGCCCTTTCCCCATCGCCACAGGCAACGAC 
ATCCTATCGATGCTGGTTTACCGAGCCAACTTGCTGGGTAAATTCTTCGGTCGCATGGCT 
GATTCGATGAGCCCACGCAGGCACTTGGTCAGCCTCATCGTGCTGCTCTGGGCGCTGGCT 
GCTTTTGCCACCATTCACCCCTCGGTTCAGCTTGCACCAAAGCAACCGGGAATTGATCGT 
TGGATCGACCTCATTCCGCTTGCCATCATCGCGCTATCTGTCTTCGGCCTGCTCACCACC 
CGAAACCGCCTCAGCGCAGCCGTGCTTGTGGGTACCGTTGGTGTGGGTGTTTCCTTCCAG 
ATGCTACTTCTGGGCGCTCCCGATGTTGCACTTACCCAGTTCCTGGTAGAAGGCCTCGTC 
GTGGTAATCATCATGATGGTTGTCCGGCACCAGCCTGCCAACTTCAAGCGCATCAAGCCC 
AGCAGAAGGCGCAGCACCGTTCTTGTCGCCGTCCTTGCTGCCTTCGCCGCATTCATGGCG 
GTGTGGGGATTGCTTGGCCGTCACGAACGTTCTGAGCTGGCCATGTGGTACCTCAACCAA 
GGTCCAGAGATCACCTCTGGCGCCAACGTGGTGAACACCATCCTCGTGGAATTCCGTGCA 
CTGGATACGTTGGGCGAGCTCTCCGTGCTTGGCATGGCAGCTGTCGTCATCGGTGCGATG 
GTGGCTTCCATGCCTCGTCATCCGTTTGCCAAGGGCACCCACCCTCGCCCCTTTGGCCAA 
TCACAGTTGAACTCCATTCCGCTGCGCATGCTGCTTAAGGTGCTGGTTCCAGCGCTATGC 



Appendix A, Page 18 



Attorney Docket No.: BGI-126CP 



TTCTTGAGCTTCATGGTGTTCATGCGTGGACACAATGATCCGGGAGGCGGTTTCATCGCA 
GCCCTAATTGCCGGTGGCGCGCTGATGCTCCTGTACCTGTCCAAGGCCAAAGATGGCCGC 
ATTTTCCGCCCGAATGTTCCTTTCATTCTCACTGGTGCGGGCATCTTGATGGCAGTGTTC 
TCGGGCGTACTGGGACTCACCCACGGTTCTTTCCTGTACGCCATCCACTTCAACTTCGTA 
GGCCAGCACTGGACCACCTCGATGATCTTCGACCTCGGCGTGTACCTGGCCGTGTTGGGC 
ATGGTGTCCATGGCAATCAACGGCCTGGGCGGATACCTGCGCCCAGGTACCGACAATGCA 
GATCTGGACTACGCCCGCCGAAGTGGCCCACTGCCAGCAACGCCAACGGTTGAACCCGAA 
C C AG AAG G C GAT G AAG AC T G G C C C G AAC C CAT C AAC C C C G C AG G C G AT AAC AAAG AG GAG 
GCAAACCGA 

>RXA0060 6-downstream 
TGATTCTCGCACTGACAGTCGCG 

>RXA00 608-upstream 

CGACGACACCCGGTCCATCGAACCAGATGACGATCAATCGCCTTTGACTACTAGCGCTCG 
TTCAGTCACCAACCCAACAGATCAGGAGGATAAAGCTTAA 

>RXA00608 

ATGGCCATGGATGTTCTCCTTCCTATTTTCGTTGCAGTTCCCCTTGCTGCCTCTGCCATT 
GCGGTGCTTCTGCCGTGGCGTCTCATCCGCGATATTTTGCACATCATCGTGCCTTTCGCG 
GGTATTTTTGCTGGCATCTGGTTGTTTGCACACACCGCTGAACACGGCCCGATTGCTCAC 
AACGTGGGCCTTTATGTCGGTGGCGTGGCAATCCCCTTTGCTGCCGATACGTTCAGCGCC 
ATCATGTTGATCACCACCTCGATCGTTGCGGTGGCTGCCAACTGGTTTGCCACCATCGTC 
GGTGAAACCCGCGCGCGTTTCTATCCAGCGCTCACATTGATGCTGATCACGGGCGTCAAC 
GGTGCTCTGCTGACTGCCGATCTGTTCAACTTCTTTGTGTTCATCGAAGTGATGCTGCTG 
CCTTCCTATGGTTTGATCGCCATGACCGGAACGTGGGCGCGCCTAGCCTCTGGACGAATC 
TTCGTACTAGTCAATCTCTCTGCCTCCACATTGCTGGTTGCAGGTGTGGGAATCGTCTAC 
GGTGTCATAGGCTCAGTCAACATCGCAGCTCTGCAAGATGTCGTAGAGGGCAACCCCCTG 
GTTGCCAGCGCAATGGGCATCGTGGTTATTGCCATCGCGGTTAAAGCCGGTGTATTCCCA 
GTGCACACATGGCTGCCACGCACCTATCCTGGTACATCAGCAGCTGTGATGGGGTTGTTC 
TCCGGTTTGCACACCAAAGTCGCGGTATACATGCTCTATCGCATT 

>RXA00635 

GGTACGGATTTCCCTTATTCTGATTTCCTTCCTAAAGACAACGTTGCCCAGGTGGATATC 
AACGGTGCGCACATTGGTCGACGTACCACGGTGAAGTATCCGGTGACCGGTGATGTTGCT 

G C AAC AAT C G AAAAT AT T T T GC C T CAT G T G AAG G AAAAAAC AG AT CGTTCCTTCCTT GAT 
CGGATGCTCAAGGCACACGAGCGTAAGTTGAGCTCGGTGGTAGAGACGTACACACATAAC 
GTCGAGAAGCATGTGCCTATTCACCCTGAATACGTTGCCTCTATTTTGAACGAGCTGGCG 
GATAAGGATGCGGTGTTTACTGTGGATACCGGCATGTGCAATGTGTGGCATGCGAGGTAC 
ATCGAGAATCCGGAGGGAACGCGCGACTTTGTGGGTTCATTCCGCCACGGCACGATGGCT 
AATGCGTTGCCTCATGCGATTGGTGCGCAAAGTGTTGATCGAAACCGCCAGGTGATCGCG 
ATGTGTGGCGATGGTGGTTTGGGCATGCTGCTGGGTGAGCTTCTGACCGTTAAGCTGCAC 
CAACTTCCGCTGAAGGCTGTGGTGTTTAACAACAGTTCTTTGGGCATGGTGAAGTTGGAG 
ATGCTCGTGGAGGGACAGCCAGAATTTGGTACTGACCATGAGGAAGTGAATTTCGCAGAG 
ATTGCGGCGGCTGCGGGTATCAAATCGGTACGCAT CACCGATCCGAAGAAAGTTCGCGAG 
CAGCTAGCTGAGGCATTGGCATATCCTGGACCTGTACTGATCGATATCGTCACGGATCCT 
AATGCGCTGTCGATCCCACCAACCATCACGTGGGAACAGGTCATGGGATTCAGCAAGGCG 
GCCACCCGAACCGTCTTTGGTGGAGGAGTAGGAGCGATGATCGATCTGGCCCGTTCGAAC 

ATAAGGAATATTCCTACTCCA 

>RXA0 0 63 5 -downstream 
TGATGATTGATACACCTGCTGTT 

>RXA00 67 9-upstream 

GGACCGTGAGGATTGCTCCCGTTTGTCTTGCCAAATCAAGGTCACCGAAGGCATGGATCT 
TTCGTTGACCACGCCAGAAACGCAAGTGTGAGGTTGAATC 

>RXA00679 

ATGAATACTTCAGCTGAAACTGGAATCTTGATCATCGGTGCAAACCAATCGGGTGTGCAG 
CTGGCGATTTCCCTGCGGGCCACGGGTTTCACCGAATCGATCACGCTTCTAGGCGAGGAG 
GATCACCGCCCCTACCAGCGTCCCGCCTTGTCCAAGGAGTTCCTCCAGGACAAGATCGAC 
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AAAGAGCGTCTGATTTTCCGTTCCAATGAGTATTGGGAAGAAAATAATATTCGCCTGGTC 
AAGGGCGTGCGCATCGAACGCATTGAAAAGAACGACGACGGATCAGGGGTCGCCTACGGC 
GCCGGACAAGAATTCGCTTTTCGACGTCTCGCTCTAGCGGTTGGTGCCCGCCCTCGCCAC 
CTCGACCTCCCGGGCGCCACCTTGGAGGGTGTCACCTACCTGCGCAACGCGGACGACGCC 
TTGGCGCTCAAAGCGATGATTGGTTCTGTCACCGATGCCGTTGTAGTCGGTGGTGGGTTC 
ATCGGATTGGAAGCTGCGTGTTCGCTTCATGACCTCGGCAAAAATGTCACCGTCCTGGAA 
TATGGTCCGCGTCTGATTGGCCGAGCGGTGGGTGAAGAAACCGCAGCATTCTTCCTCGAA 
CAACACCGTTCCCGTGGCGTAAATATCGTGCTTGATGCCCGCATGAAACAGTTTGTGGGC 
AAGGATGGAAAGCTCAGCGGCATTGAGCTAGAAGATGGCACAGTAATTCCTGCCCAACTA 
GTCATTGTGGGCATCGGTGTCATTCCGAACACAGAACTTGCCGCTGTTCTGGGCTTAGAC 
ATCAACAACGGCATCGTGGTGGATAAACATGCCGTCGCGTCAGATGGCACCACCATTGCG 
ATTGGCGATGTCGCCAACATTCCCT^ATCCAATCCCTGGTTCCCCCGCTGATGAACGCATC 
CGACTAGAAAGCGTCAATAACGCCATCGAGCACGCAAAGATCGCTGCATACTCACTCGTC 
GGCCAGCCCGAAGCCTACGCCGGAATCCCCTGGTTCTGGTCCAACCAAGGCGATCTCAAA 
CTACAAATTGCAGGACTTACCCTTGGTTATGACAGCACAGTAATCCGACAGGATCCCGAG 
AAAAAGT^AGTTCTCTGTCCTTTATTACCGTGGCGACAACATCATCGCCGCCGATTGTGTC 
AACGCTCCACTGGATTTCATGGCTGTGCGCAGTGCACTTTCCAGGAACCAAAATATCCCC 
GCCGACCTTGCTGCAGATATTTCGCAGCCGCTGAAAAAACTAGCCGTTGACCTGGAGGTT 

ACCCGA 

>RXA00 67 9-downstream 
TGACTCGCAGTAATTTACCCGCT 

>RXA00 68 0-upstream 

TTCTTGCATCCCCAGAAGCCGAATACATCACTGGGCAAACACTCATCGTTGATGGTGGCC 
GACAGTTCATCTAAGTACTAAAAGTTCTAAGGAGAAGATC 

>RXA00680 

ATGTCTACTATTCATTTCATTGATCATGCTGGCAAAACCCGCACCATCGAGGCGACTGTT 
GGTGATTCAGTAATGGAGACCGCAGTCCGAAACGGAGTGCCTGGAATTGTTGCTGAATGC 
GGCGGTTCCTTATCGTGTGCAACCTGCCATGTGTTTGTTGACCCTGCACAGTATGATGCG 
CTTCCCCCAATGGAGGAGATGGAAGATGAAATGCTGTGGGGTGCTGCCGTGGACCGTGAG 
GATTGCTCCCGTTTGTCTTGCCAAATCAAGGTCACCGAAGGCATGGATCTTTCGTTGACC 
ACGCCAGAAACGCAAGTG 

>RXA0 0 680-downstream 

T GAG G T T GAAT CAT G AAT AC T T C 

>RXA00 682-upstream 

ATAGGCACCTTCGATTTCAGCTCAATCACCGTCGCAATGACCGGCACGAAGTAAAACCAC 
CGCATCTTTTCGTCGAAAAGCATCTAAAAGGAGTTTGACC 

>RXA00 682 

ATGGCTAATAAATCTTTCCCCAAGCCCTCCGATCTTCCAGTGCCCAAGGGCGCTGAAGGT 
TGGGAAGATCTGTACCCGTACTACCTCGTTTTCCAAGACAAGCTCATGGATCAAGAGAAT 
GAGAAATTCTGGTTCTGCGATTCACAGCACTGGCCAACTGTGTTCAAGCCTTTTGAAACT 
ATCGGTGGTGAATTCGCTGTAAAGTGCCTCGGCCAATACAACGCTCGGCATTTGATGATC 
CCGAATGCCAATGGCATCGAGTTCCGCGTGCATCTGGGATACCTCTATATGTCCCCTATT 
CCAGTGCCTGAAGATCAGATTGCGGAACGCGTCCCCATGTTCCAGGAACGCATCACGCAC 
TACTTCCAAAACTGGGAGCCAATGCTGGCAAATTGGAAGGAGCGAGTATTAGGAACCATC 
AATGAGCTGGAATCTCTAGAATTCAAGCCACTGCCTGACTACGTGCCTATCGATGATATT 
GTCTCCGGAAAAGCCAAAGACGGCACCGAAGTACTCATGGAAAACTTCGATCGGCTCATT 
CAGCTCGCCTACCAAAACTGGCAATACCACTTTGAGTTCCTCAACTTGGGTTACATCGCT 

T AC C T AGAT T T C T T C AAT T T C T G C AAGG AAG T C T T C C C AGAT AT CC C T GAT CAAT C AAT T 
TCGATGATGGTTCAGGGCGTGGATATGGAGCTGTTCCGCCCCGATGATGAACTAAAGATT 
CTGGCACAGCTAGCGGTCGACCTTGGCCTGCAAACTCACTTTGCCAACCCGGATGATCCG 
CAAGCTACCTTGGCTGCTATCGCAAAGGCAGAAGGCGGCGCGACATGGATAGCGCGCTGG 
GAAGAAGCACAAGATCCGTGGTTCAACTTCACCGTCGGTAATGGCTTCTACGGTCACGAT 
AAATACTGGATCGAGCACCTGGAACTTCCACTGGGGTACATCGCGGATTACATCCGCCGC 

C TAG AT G AAGGC C AAA C C AT C TCCCGCCC G AAAG AT G AAC T CAT C G C AG AAAAG G AAC G C 
GTGGTGGAAGAATACCGCGACCTTTTGGATGGAGAACAACTCGCGCAGTTTGATGCTAAA 
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TGCGGCCTCGCTGCTACTGCATACCCCTATGTGGAAAACCATAACTTCTACATCGAGCAC 
TGGACCATGTCAGTATTTTGGCGCAAAGTACGCGAACTTTCCCGCACTCTCCAGGGCTAC 
GGTTTCTGGGAGAACGAGGATGACATGTTGTACCTCAACCGCACTGAAGTCCGCGATGTC 
CTCTTCGACCTGGCTACTGCGTGGGGTGTCGGCGCACCCGGTGGTCCAATTGGCACGATC 
ATTTGGCCGGAAGAAATTGAGCGAAGAAAAGCAATTGTCACCGCTTTGAAAACTGCCCGA 
CCAGCGCCAGCTCTTAACACTCCTCCAGAGTCCATCACCGAACCTTTCACCCGCATGCTC 
TGGGGAATCACCACCGAACAGGTGCAATCATGGTTGGGCAATGACGAGGATGCCGAAGAA 
GGAACCCTTAAAGGCATGGCTGCATCCCCTGGTGTGGTGGAAGGCTACGCTCGAGTAATT 
CTCAGCGCAGATGACCTTTCAGAAATCCAGCAGGATGAAATCCTCGTTGCCCCTGTAACA 
GCACCTTCTTGGGGCCCAATCTTTGGCAAAATCAAGGCAACAGTCACTGATATTGGTGGC 
ATGATGAGCCATGCTGCGATCGTGTGCCGCGAATACGGCTTGCCGGCTGTTACTGGAACT 
GGCGCTGCATCCACCACCATCAAAACCGGCGATTACCTCAAGGTCGATGGAACCAAGGGC 
AAGGTTGTCATTGTTGATCCAGATGCGCCACGCATCGAAGGACCCGGCGCGCACAGCCAT 
GCGCACTCAGTAGCAGCACATGGGGTGGATACACATGCC 

>RXA0 0 68 2 - down st r e am 
TAGTCCACGCACTGTTCTTATCA 

>RXA00683-upstream 

GGACAAAGCTATCGGGTTCCGGGAGAACCTCTCCTTCCGCGTCCCCACTTCTGTTCCCGT 
GACTTGGAACGCTTAACGCTTTATTAAATAAGGAGACACC 

>RXA00 68 3 

ATGACCAACAGTTTGAACATCCCGTTTGTCCAGCGCTTCGATGAAGGCCTGGATCCTGTT 
CTAGAAGTACTCGGTGGCAAGGGCGCTTCACTAGTCACCATGACAGATGCTGGAATGCCC 
GTTCCACCTGGATTTGTGGTCACTACTGCCAGCTTTGATGAATTCATCCGTGAAGCAGGG 
GTTGCTG7\ACACATCGAT7VAATTCCTAAACGATCTCGATGCAGAAGATGTTAAGGAAGTG 
GATCGAGTTTCTGCGATCATCCGCGATGAGCTGTGCAGTCTTGACGTTCCAGAGAATGCT 
CGTTTCGCAGTGCACCAGGCTTATCGCGATCTCATGGAACGATGCGGTGGCGACGTCCCG 
GTTGCTGTCCGGTCATCGGCCACTGCCGAAGATCTGCCCGATGCTTCCTTCGCAGGGCAA 
CAGGACACCTATCTGTGGCAAGTCGGTTTGAGCGCTGTCACTGAACACATCCGTAAATGC 
TGGGCTTCGCTGTTCACTTCCCGTGCCATTATCTACCGTCTGAAAAACAACATCCCCAAT 
GAGGGCCTCTCCATGGCGGTAGTTGTTCAAAAAATGGTCAACTCTCGTGTCGCAGGCGTG 
GCAATCACTATGAATCCTTCCAACGGCGACCGCTCGAAGATCACCATCGATTCCTCATGG 
GGTGTTGGTGAAATGGTGGTCTCAGGTGAAGTGACACCAGACAATATCTTGCTGGACAAG 
AT CACGCTGCAGGTTGTCTCCGAACACATTGGAAGCAAACACGCTGAACTCATCCCCGAT 
GCCACCAGTGGAAGCCTCGTGGAAAAGCCCGTTGATGAAGAACGCGCAAACCGCCGCAGT 
CTGACTGATGAGGAAATGCTCGCTGTGGCACAAATGGCTAAGCGTGCAGAAAAACACTAC 
AAGTGCCCACAAGATATCGAATGGGCGCTGGACGCTGATCTGCCAGATGGAGAAAACCTT 
CTGTTATTGCAATCCCGCCCGGAAACTATCCACTCCAACGGTGTGAAGAAGGAAACCCCA 
ACTCCGCAGGCTGCCAAAACCATAGGCACCTTCGATTTCAGCTCAATCACCGTCGCAATG 

ACCGGCACGAAG 

>RXA00 683-downstream 
TAAAACCACCGCATCTTTTCGTC 

>RXA00 68 6-upstream 

ATAGGCTTGAACAATACGTCGTTACACTGGCCGATTTGATACCTTTCAAAACTTTTACCC 
TTCATCGGAGTGCCAGGGGAACTTAGAGGAGCATTAAATA 

>RXA0 0 68 6 

ATGGCGGGAGGAAATCGCGAACCTGGACGTACAGTCACCTCCAAGGTGATCGCCGTACTG 
GGAGCTTTTGAACACACCATGCGTCCACTTGGTGTCACTGAAATCGCTGAGCTGGCAGAC 
CTCCCACCAAGTACCACCCACCGTCTCGTTTCTGAATTAACCGAAGGCGGACTACTCAGC 
AAGAAATCTGATGGGCGCTACCAATTGGGCTTACGTATCTGGGAACTCGCCCAAAATACA 
GGACGGCAGTTACGCGACACTGCACGCCCGTTCATCCAAGAGCTCTACTCACTTACTTCC 
GAGACTGCGCAGCTAGTGGTCCGCGATAAAGATGAAGCACTTTTGATTGACCGAGCCTAC 
GGCACGAAGAAAATTCCACGCTCGGCTCGAGTCGGTGGTCGACTACCTCTGAACTCCACT 
GCGGTTGGCAAGATTCTCCTTGCGTTTGATGAGCCATGGGTAAAACAGTCCTATCTCAAG 
CTGCCACTCAACGCCTCCACCCCAAAGACAATTGTGAATCCCGACGTCTTGGCTGCGCAG 
CTGAAACAAATTCACTCGCAAGGCTTTGCCATCACACATGACGAGCAACGAATCGGCGGC 
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GCATCGATCGCCGTACCGGTCTGGCATACAGGAAAACTGGGAGCAGCACTGGGGTTGGTG 
GTTCCCACCGCACAGGCTGCAAATCTTGAGCGCTATCTCCCGATCCTTCAGGCGACAAGT 
C AG AG AAT T AC AAAAG C AAC C G C G C T CAT T C C T T T G G AC AC AC TTTTGGCTT C AC AC AAA 
AAT GC AG AAC GAAAAG GC GAT ACC 

>RXA00 68 6-downstream 
TAAACCCGCCCTCCATCTGCATA 

>RXA007 00-upstream 

AC G C CC C ACAAG T C G C AAAAAT C AC C G C C G GC AT C C AAGAGGAAT C AC AC T G GC T C AC AG 
TCTCGGCCGTGAAAGCTGCGCTAGGGCATGGTGAAATCTC 

>RXA007 00 

ATGATCAACGCCATCACACTCAAGCCCAAAACCTTCCTCACCTTAAGCTTCCTTGCGGTT 
TTGAGCATCGTGATTTTCTTCTGGCCGCTGATCGTCAACCCGGAATCCTTCCTGTCCGAC 
AAAGCCCAAGCGCCCCTCTACATCGCGATCGTCATTCCCCTCGTGCTGGCCGCTGTCATC 
GCCGAAATCAGTGAAAACGGATTCGACGTTAAAGCCGTAGCCATGCTCGGCGTCCTCACC 
GCCATGGTTGCCGTAGTCCGACCATTCGGTGCCGGCGCAGCAGGCTTTGAAGCAGTCTTC 
TTTGTCCTCATCCTCGGCGGACGAGCCTTCGGACCCGGCTTCGGATTCATCCTCGGCAAC 
ACCGGACTGTTCGCATCCGCGCTGCTCACCGCAGGAATCGGACCGTGGCTCCCCTACCAA 
ATGCTCGCAGCCGCCTGGGTCAGCTTCGGCGCCGGCCTACTCCCCCAAGTACGCGGCAAA 
AAGGAAATGCTCATCATCGTCCTATACGCCATCGTCTCTTCACTCGGCTACGGAACCATG 
ATGAACATGAGCTTCTGGCCCTACGCCATCGGTGTCACCAGCGGGCTTTCCTTCACACCC 
GGCGCGCCCGTCCTGGAAAACCTCCACACCTTCATGCTGTTCTGCCTCACCACATCCATG 
GGTTGGGATCTCGGCCGCGCCTTCTTCACCTCAGTGCTATTACTGCTCACAGCCAAACCC 
GTTTTAGGTGCTTTACGACGCGCCAGCCGCCGCGCCGCTTTCGGCGTCGAGCGTGACTTC 

GGGGAGGCCGGGGTGCCTCGGGTC 

>RXA0 07 00-downstream 
TAAAGATTTTGTTGGCTTGCTTC 

>RXA00703-upstream 

CTGGGAGTCCTCTTGATTTTAGGTTTTCCACATACCCCCATATAGATTGAAGAATTCATT 
TTTCGGCATGGGTTCAATTGCCGGGTCTAGACTGTGACCT 

>RXA00703 

AT G AC AAC C C C T CC AAC T G AGAT T T C G AAC G T G AAT C CC AC C GC GAAT GAAT T T GAT GAT 
CCGGATGTGGGACGGCGCATTACTTCTGCTGCTGGTGTGCCAGGCGTTTTGCATGCGCTC 
CAGCATGCTGTTCCGAATCGTGCCCTGCTGCCGTTGCTCACCATGAATAAACCAGGCGGC 
ATCGACTGTCCTGGTTGTGCTTGGCCTGAGCCTTCCACTGCCAACCTTGGTGTGGTTGAG 
TTCTGCGAGAACGGTGCCAAGGCGGTCGCCGAGGAAACAACACCTGATCGTGCCGGCAAA 
GAGTTCTGGGCAGAGCATTCTATTTATGATCTGCGGGAAAAGACCGATCACTGGCTGGGA 
AAGCGTGGCCGAATCACCGAGCCCATGTTTTATGATCGTTCTTCTGGCGAT GATCACTAC 
CGCCCTATTTCTTGGGATCGTGCATTTGCGATCATTGCGTCGAAGCTCCGCGAGATCGAG 
CCAGAT GAAGCGGTGTTTTACACCTCTGGTCGAGCACCCAATGAGCCGGCTTATATGCTG 
CAGCTTCTAGCCCGCCGACTTGGCACAAATAATCTTCCAGACTGTGGAAACATGTGCCAC 
GAGTCCACCGGTACTGCCTTGGGTGAGACCTTGGGTTTGGGCAAGGGATCCGTGGTGATG 

G AGG AT T T C T AC AAC AC T GAT T T GT T GAT T T CCG T GGGAC AAAAC C CGGGC ACC AAC C AC 
CCACGTGCGTTGACGGCTTTCAAAGAATTGAAGGAAAACGGTGGCAAGATTCTGGCGCTG 
AACCCCATGCCAGAGACCGGTCTGATGAAATTCCGTGAGCCCCAATCAGTCAAGGGCGCG 
TTGAGCATTTCAGACAAACTTGCTGATGAATACTTGCAGATCCGTCTTGATGGAGACCGC 
GCATTCTTCCAGGCGCTCAACAAGGAACTCATCCGTAGAGATGCCCTAGATCATGCATTC 
TTGGATAAATTCTGTTCAGGTGTGGATGAAACCATCGAGCACCTCAAATCACTCGATGAT 
GAGGTTCTGCTCAAGGGATGCGGTCTGACGGCAGCGGAGATCAACAAGGCCGCTGACATG 
GTGGAAAAGTCTGACACCGTGGTGGTGTCATGGACTCTCGGGGTCACCCAGCATAAGAAC 
GCTGTGTACACCATCCGTGAAATGGTGAACTTCCTGCTGCTTACTGGAAATATTGGTAAG 
CCTGGCGCAGGCACTGCCCCGCTTCGTGGGCACTCAAACGTCCAGGGTGATCGAACCATG 
GGTATTTGGGAGAAAATGCCGGAGGCATTCCTTGCTGCTCTTGAAAACGAGTTTGGTTTC 
GATGTGCCCCGCAAGCACGGCTTCGACACGGTAAATTCCCTGCGAGCCATGCGCGAAGGC 
AAGACCAAGTTCTTTCTCTCCCTCGGTGGCAACCTTGTTCGAGTGTCCTCAGATACGTCT 
GTTGTCGAAAAGGGCATGGAATCCAATGAGCTGACGGTGCATCTGTCGACCAAGCCCAAT 
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GGTTCACAAGCATGGCCTGGTGAGCAGTCACTTATCCTTCCGGTGATTGCTCGAACAGAT 
AAGGATGTCCAAAAGTCAGGCGTCCAGCGTGTGACAGTTGAGGATTCTGCCGGCGCTGTT 
CACGCATCCACTGGTAAACGAACCGCCAACAAGGATCTGAATTTGAAGTCCGAATGCGAC 
ATCATTGGAACCATCGGTAAGCAGACCTTCGGTGATGCCTTCTGGCAGCCGATGATTGAT 
AACTACGATGTGGTCCGCGATCACATCGAGGCCACCATTCCTGGGTTCCACGATTTCAAC 
CGTCGCATCGACAACCCCGGTGGATTCCTCCTCCCCAACGGACCTCGTGAGCGCATCTTC 
AAC AC AT C C AAT G G C AAG G C C C AAT T G AC GG T T AAT G AAAC C AAT G T GAT T GAG C T AC CC 
AAGGACTATTTGCTTAT GAACACGGTACGTTCACATGATCAATACAACTCCACGATTTAC 
GGTCTGGATGACCGCTACCGCGGTGTTCGCAATGGTCGCCGCGTAGTGTTCGTCAATCCT 
CAAGATTGTAAGCAACGTGGTCTCAAGGATGGAGACATCGTCGATATCGTCTCTGTCTTT 
GATGATGGCGAACGCCGAGCACCGAATTTCCGAGTGGTGGAATATGACACCGCGAGGGAC 
TGCGTCACCACGTATTTCCCTGAGGCCAACGTATTGGTTCCATTGGATTCAGTAGCTGAA 
AAATCCAACACTCCAGTGTCCAAGTCAGTTGTGGTTCGCCTTGAAGCAACAGGACGTACT 
GCTTCT 

>RXA007 03-downstream 
TAGAAAAACACCAGGG AAT TTTC 

>RXA007 05 

CCACGCGTTGTGTCCACTGACGAGCAAGTTTTTGTTAACACTCGTCCGGATACTGTTGCG 
GTGGAGGAGCCTCTAGAAATTCGGGTTAATGGCACTGCGCTTACCACCACTATGCGCACG 
CCCGGCCATGATATTGAGTTGGTGCATGGCCTCCTCTTGTCAGAAGGTCTGATCACGGAT 
GCTTCTGAGGTTTTTACCGCCCGCTATTGTGCAGGAGCTGTTGGCCCAGATAATCAAAAT 
ACGTACAACGTCTTAGAACTTGATGTCATCCCCAAAGACAATCCGGCCCGGGATCCCGTC 
CAGAATCCCTCCCATAATCCCGAAGGCAGCCAACACGAAGCACTCCACATCCCAACTTTC 
CAACCGGTACGCGAACTAAACCTCGTGGCAGCCCAACGCAATGTGCTGACTACGTCTGCT 
TGTGGTGTTTGTGGCACGACGTCTATTGAGCAGTTGATGAACAAGAAGGGCTGGCCCATT 
ACGCCGATTACACCGGATCCTCGGATGATTGTGTCGTTGCCAGATAAGTTGAAGTCGAAG 
CAGAAGATTTTCGACAAAACTGGTGGGGTTCATGCTGCTGGTTTGGCCACGCTTGATGGT 
GAGATGTTGATTATTCGAGAGGATGTCGGTCGGCATAACGCAGCTGACAAAGTTATAGGA 
AACATGCTGATGGCGGGAAAGCTCCCCTTGGAAAACACTATTTTGGTGATGAGTTCTAGG 
GCGTCTTTTGAGCTTGTCCAAAAGGCTGCCATGGCTGGAATTTCGGGTGTAATCGCTGTT 
GGTGCTGCAACATCGCTGGCAATCGAGGCGGCGCAGGATTCAGGTATTTTCCTTGCTGGT 
TTTGTTCGGGGCAACAAGTTTAACCACTATGCGGGCGAGCTCGGA 

>RXA007 05-downstream 
TAATGCCAGAACAGGTAGAACAG 

>RXA0 07 82-upstream 

GGGTATGGATGCAGCGGCTGATCACGCTGCCCATTTGGCCAATCTTGCCCAGCACGGCCA 
GTTCGCAACCGCTAATTAGTTAAGGAGCACCTGTTTAATC 

>RXA007 82 

ATGTCTATTTTTCTCAATTCAGATTCCCGCATCATCATTCAGGGCATTACCGGTTCGGAA 
GGTTCAGAGCATGCGCGTCGAATTTTAGCCTCTGGTGCGAAGCTCGTGGGTGGCACCAAC 
CCCCGCAAAGCTGGGCAAACCATTTTGATCAATGACACTGAGTTGCCTGTATTTGGCACT 
GTTAAGGAAGCAATGGAGGAAACGGGTGCGGATGTCACCGTAATTTTCGTTCCTCCAGCC 
TTTGCCAAAGCTGCGATCATTGAAGCTATCGACGCTCACATCCCACTGTGCGTGATTATT 
ACTGAGGGCATCCCAGTGCGTGACGCTTCTGAGGCGTGGGCTTATGCCAAGAAGGTGGGA 
CACACCCGCATCATTGGCCCTAACTGCCCAGGCATTATTACTCCCGGCGAATCTCTTGCG 
GGAATTACGCCGGCAAACATTGCAGGTTCCGGCCCGATCGGGTTGATCTCAAAGTCGGGA 
ACACTGACTTATCAGATGATGTACGAACTTTCAGATATTGGCATTTCTACGGCGATTGGT 
ATTGGCGGTGACCCAATCATCGGTACAACCCATATCGACGCTCTGGAGGCCTTTGAAGCT 
GATCCTGAGACCAAGGCAATCGTCATGATCGGTGAGATCGGTGGAGATGCAGAGGAACGC 
GCTGCTGACTTCATTTCTAAGCACGTGACAAAACCAGTTGTGGGTTACGTGGCAGGCTTT 
ACCGCCCCTGAAGGAAAGACCATGGGGCATGCTGGCGCCATCGTGACAGGTTCAGAAGGC 
ACTGCGCGAGCAAAGAAGCATGCATTGGAGGCCGTGGGTGTTCGCGTGGGAACAACTCCG 
AGTGAAACCGCGAAGCTTATGCGTGAGGTAGTTGCAGCTTTG 

>RXA00 782-downstream 
TAACTAACAGGCCACAGATCTTA 
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>RXA007 83-upstream 

AAAGTTCCCAAGGGGTGGGGGCTGAGCACCACGGATCCAATTTTGTTGCAATTTGCAAAG 
T T T ACAGT G T T AGACT T C AC AAT AC GAT CAT AT T GGT GAG 

>RXA007 83 

TTGAAACACTTACTTTTACGGGAAGACTTTGTTAAAGACGCAGAAGGCTCTAAGCATGGG 
CCGGAAATGGAATTGGCAGTGGATCTTTTTGAATACCAAGCACGGGACCTCTTTGAAACC 
CATGGTGTGCCAGTGTTGAAGGGAATTGTGGCATCAACACCAGAGGCGGCGAGGAAAGCG 
GCTGAGGAAATCGGCGGACTGACCGTCGTCAAGGCTCAGGTCAAGGTGGGCGGACGTGGC 
AAGGCGGGTGGCGTCCGTGTGGCACCGACGTCGGCTCAGGCTTTTGATGCTGCGGATGCG 
ATTCTCGGCATGGATATCAAAGGACACACTGTTAATCAGGTGATGGTGGCGCAGGGCGCT 
GACATTGCTGAGGAATACTATTTCTCCATTTTGTTGGATCGCGCGAATCGTTCGTATCTG 
GCTATGTGCTCTGTTGAAGGTGGCATGGAGATCGAGATCCTGGCGAAGGAAAAGCCTGAA 
GCTTTGGCAAAGGTGGAAGTGGATCCCCTCACTGGTATTGATGAGGACAAAGCGCGGGAG 
ATTGTCACTGCTGCTGGCTTTGAAACTGAGGTGGCAGAGAAAGTCATTCCGGTGCTGATC 
AAGATCTGGCAGGTGTATTACGAAGAGGAAGCAACACTCGTTGAGGTGAACCCGTTGGTG 
CTCACGGATGACGGCGATGTGATTGCGCTTGATGGCAAGATCACGCTGGATGATAACGCT 
GATTTCCGCCATGATAACCGTGGTGCGTTGGCTGAATCTGCCGGTGGCTTGGACATTTTG 
GAACTGAAGGCCAAGAAGAATGATCTGAACTACGTGAAACTTGATGGCTCTGTGGGCATC 
ATTGGCAATGGTGCAGGTTTGGTGATGTCCACGTTGGATATCGTGGCTGCAGCTGGTGAA 
CGCCATGGTGGGCAGCGCCCCGCGAACTTCCTAGACATTGGTGGCGGAGCATCAGCTGAA 
TCGATGGCTGCTGGTCTCGATGTGATCCTTGGGGATAGCCAGGTACGCAGTGTGTTTGTG 
AATGTGTTTGGTGGCATCACCGCGTGTGATGTGGTGGCAAAGGGAATCGTTGGAGCTTTG 
GATGTGCTCGGCGATCAAGCAACGAAGCCTCTTGTGGTGCGCCTTGATGGCAACAACGTG 
GTGGAAGGCAGACGAATCCTCGCGGAATATAACCACCCTTTGGTCACCGTTGTGGAGGGT 
ATGGATGCAGCGGCTGATCACGCTGCCCATTTGGCCAATCTTGCCCAGCACGGCCAGTTC 

GCAACCGCTAAT 

>RXA0 07 8 3-downstream 

T AG T TAAG GAG C AC C T G T T T AAT 

>RXA0 07 94 -upstream 

GCGGGTTGATACAGCCCAAGCGCCGATACATTTATAATGCGCCTAGATACGTGCAACCCA 
CGTAACCAGGTCAGAT CAAGTGCCCCAGGAGGCCCTTCAG 

>RXA007 94 

ATGAACCTAAAGAACCCCGAAACGCCAGACCGTAACCTTGCTATGGAGCTGGTGCGAGTT 
ACGGAAGCAGCTGCACTGGCTTCTGGACGTTGGGTTGGACGTGGCATGAAGAATGAAGGC 
GACGGTGCCGCTGTTGACGCCATGCGCCAGCTCATCAACTCAGTGACCATGAAGGGCGTC 
GTTGTTATCGGCGAGGGCGAAAAAGACGAAGCTCCAATGCTGTACAACGGCGAAGAGGTC 
GGAACCGGCTTTGGACCTGAGGTTGATATCGCAGTTGACCCAGTTGACGGCACCACCCTG 
ATGGCTGAGGGTCGCCCCAACGCAATTTCCATTCTCGCAGCTGCAGAGCGTGGCACCATG 
TACGATCCATCCTCCGTCTTCTACATGAAGAAGATCGCCGTGGGACCTGAGGCCGCAGGC 
AAGATCGACATCGAAGCTCCAGTTGCCCACAACATCAACGCGGTGGCAAAGTCCAAGGGA 
ATCAACCCTTCCGACGTCACCGTTGTCGTGCTTGACCGTCCTCGCCACATCGAACTGATC 
GCAGACATTCGTCGTGCAGGCGCAAAGGTTCGTCTCATCTCCGACGGCGACGTTGCAGGT 
GCAGTTGCAGCAGCTCAGGATTCCAACTCCGTGGACAT CAT GATGGGCACCGGCGGAACC 
CCAGAAGGCATCATCACTGCGTGCGCCATGAAGTGCATGGGTGGCGAAATCCAGGGCATC 
CTGGCCCCAATGAACGATTTCGAGCGCCAGAAGGCACACGACGCTGGTCTGGTTCTTGAT 
CAGGTTCTGCACACCAACGATCTGGTGAGCTCCGACAACTGCTACTTCGTGGCAACCGGT 
GTGACCAACGGTGACATGCTCCGTGGCGTTTCCTACCGCGCAAACGGCGCAACCACCCGT 
TCCCTGGTTATGCGCGCAAAGTCAGGCACCATCCGCCACATCGAGTCTGTCCACCAGCTG 
TCCAAGCTGCAGGAATACTCCGTGGTTGACTACACCACCGCGACC 

>RXA007 94 -downstream 

T AAGAGC T CT T AG T T CGAAAAAC 

>RXA0 07 99 

CTACAATTCCGCGATCTCGACGGCGACGGCGTACTTGCACCTTATGAAGATTGGCGTCTA 
ACCCCAGCAGAGCGTGCCGCTGACCTGGTGAAACGTATGAATGTGGAAGAAAAAGCGGGC 
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CTGATGATCATCGGTTCGCACTACCCCGGATACTCGCCTTTGGCGCCGGAGAGTGAAGGC 
AAAGACGCGGAAAAGTGCGAGCCTTTGCTGAACCCTGTCGATATGTGGCGTGAGGATAAC 
CCGATCACGGGTGTTCCTTTCACCGAGCCTGTGCTGGCAACTTCTTCCACTGAAAATGCC 
ATTAACCTGCGCAATCAGCGTTACTTAATTGTTCGTGACAACCTGCCAGCTCGTGGGCTT 
GCTACTTGGACCAATGCTGTTCAGGAAGTCGCGGAGCGATCCCGTTTGGGTATTCCTGTT 
GCGTTTGCGTCGAATCCTCGTAACCACGTCGCGCTCGTTGCGCAGTTCGGTGTGAACGAG 
TCCGCGGGTGTGTTCTCTGAGTGGCCTGGCGAGCTGGGTCTTGCTGCGCTTCGCGATGCT 
GAACTGATGGAGACTTTCGGTACCGAGGCTGCTAAAGAATGGCGTGCCGGTGGTGTGCAC 
AAGCTGTACGGTTACATGGCTGACCTCGCTTCTGAGCCTCGTTGGTCCCGCTTCAACGGT 
ACTTTTGGTGAGGATCCGGAGTTGATCTCTGATTACATCGCTGCTGTTGTGCGTGGTTTG 
CAGGGCCCTGAGCTGTCCAAGAATTCCGTGTCGACCACCATTAAGCACTTCCCAGGTGGC 
GGCGTGCGCCTCGACGGCCACGATCCTCACTTCCACTGGGGTCAGACCAATGAGTACCCA 
ACCGAAGATGCGCTGGGCAAGTACCATCTGCCTCCTTTCCAGGCAGCTATCGACGCTGGC 
TGCGCCTCGATCATGCCTTACTACGCACGGCCAATGAACAACTCCGCCAACCAGCTCGAT 
CAGCAGCTGTGGCAAAACCCGACCACGCAGTTCGAAGAGGTTGCGTTTGCCTACAACCGC 
ACCTTCATTCAGGATTTGCTTCGCGACGCCATGGGCCACCGTGGGTACGTCAACTCCGAC 
TCCGGCGTCATCGACGCCATGATGTGGGGCGTGGAGGAACTCAGCGAGCCAGAACGCTTC 
GCCGCAGCAGTGCGTGCAGGCACCGACATTTTCTCCGACATGGCTAACCCACGTCGACTG 
C T C G AAG C AG T T G C T GAG G G AC AC C T T GAT GAG T C AGAG C TG AA T CAGC C AG TCCAG C G A 
CTCCTGGAGGAAATCTTCCAGCTTGGTCTGTTTGAGAACCCATATGTCTCTGAAGAT GAA 
GCAGAAAAGATCATTGGTGCGCCAGAGGTTTCTGCATTGGGCAACAAAGCACAGCTTGAT 
TCCGTCACCTTGCTGCGTAACAACCCCATCCGTGCTGCCACTGGATCCTGCAGCAAGCCT 
GAAGATCTACCCATTGGTTACTGGCCGTACCAAGATCGACGAGGTTCAACTACAGCTGGA 
AGCAGCCATTCGCGCAGAACTCCCAGGGGTAACCTTGGTGTCTTCCGAGTCAGAAGCAGA 
TCTTGCAATCGTGTGGGCTCGCCC 

>RXA007 99-downstream 
TGAAATTGCACTGTTTGAAGATG 

>RXA00800-upstream 

GACTCCGCAGGGATGGCCTACAAGTACGGTCACGGACTTAATTTCTAGATTGTAGGTAGT 
CTCGTGGGCACAACTGAAATCTTATTGAAAAGGAGTGTCC 

>RXA008 00 

ATGAGCACTGTAGTGCCTGGAATTGTCGCACTGTCCAAGGGTGCACCGGTAGAAAAAGTA 
AACGTTGTTGTCCCTGATCCAGGTGCTAACGATGTCATCGTCAAGATTCAGGCCTGCGGT 
GTGTGCCACACCGACTTGGCCTACCGCGATGGCGATATTTCAGATGAGTTCCCTTACCTC 
CTCGGCCACGAGGCAGCAGGCATTGTTGAGGAGGTAGGCGAGTCCGTCACCCACGTTGAG 
GTCGGCGATTTCGTCATCTTGAACTGGCGTGCAGTGTGCGGCGAGTGCCGTGCATGTAAG 
AAGGGC GAGCC AAAGTAC T GC T T T AACACC CACAAC GCC T CT AAGAAGAT G AC CC T GG AA 
GACGGCACCGAGCTGTCCCCAGCACTGGGTATTGGCGCGTTCTTGGAAAAGACCCTGGTC 
CACGAAGGCCAGTGCACCAAGGTTAACCCTGAGGAAGATCCAGCAGCAGCTGGCCTTCTG 
GGTTGTGGCATCATGGCAGGCCTTGGCGCTGCGGTGAACACCGGTGATATTAAGCGTGGC 
GAGTCCGTAGCAGTCTTCGGCCTTGGTGGCGTGGGCATGGCAGCTATTGCTGGCGCCAAG 
ATTGCTGGCGCTTCCAAGATCATTGCTGTTGATATCGATGAGAAGAAGCTGGAGTGGGCG 
AAGGAATTCGGCGCAACCCACACCATTAATTCCTCTGGTCTTGGTGGCGAAGGTGATGCC 
TCTGAGGTCGTGGCAAAGGTTCGTGAGCTCACCGATGGTTTCGGCACCGATGTCTCCATC 
GATGCGGTAGGCATCATGCCGACCTGGCAGCAGGCGTTTTACTCCCGTGACCATGCAGGC 
CGCATGGTGATGGTGGGCGTTCCAAACCTGACGTCTCGCGTAGATGTTCCTGCGATTGAT 
TTTTACGGTCGCGGTGGATCCGTGCGCCCTGCATGGTACGGCGACTGCCTGCCTGAGCGT 
GATTTCCCAACTTATGTGGATCTGCACCTGCAGGGTCGTTTCCCACTGGATAAGTTTGTT 
T C T GAG C G TAT T GG T C T T GAT G AT G T T G AAG AG G C T T T C AAC AC CAT G AAG GC T GG C G AC 
GTGCTGCGTTCTGTGGTGGAGATC 

>RXA00 8 00-downstream 
TAAATGGCTCACGACGGATTGCG 

>RXA008 25-upstream 

CCCGTTCATGCTGGGCTTTGGTGCGGTGATGGCAACTATTTGTCTGATCATTGTGAGTTT 
TAG T GCACGC CG AT TCTGAGAAAC AAC T AAAG TGAGCC AC 
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>RXA00825 

ATGCGCACAGTAGTTACCGGCGGTGCCGGCTTCATCGGATCCCATCTCGTTGACCTTTTG 
ATCAAGGAAGGCCACGAGGTCGTTGTGATCGATAACCTCTCCCGCGGACGCCTGGAGAAT 
CTCTCCGATGCGGAAGCCACCGGAAAACTCACCTTTGTGGAAGCCGATCTTCTCGACGTT 
GATTTCAACGAGTTTCTAGGAACCCACAAGCCTGAGGTTATTTTCCACCTGGCAGCGCAA 
ATCGATGTGCGCCACTCTGTTGTAGATCCTCTTCACGACGCCGAAACCAACATTTTGTCC 
ACCATCCGCATCGCTGACGCTGCCCGCCAGCACGGTGTTCGCAAGGTTGTCTTTACCTCC 
TCAGGCGGTTCCATTTACGGTGAGCCTTCGGAATTCCCAGTTGATGAAACCGTGCCAGTG 
GATCCACATTCCCCTTATGCGGCATCCAAGGTGTCCGGTGAAATTTACCTGAACACCTTC 
CGCCACCTGTACGGCTTAGACTGTTCTCACATCGCACCGGCAAATGTTTACGGCCCACGC 
CAAGATCCACACGGTGAAGCAGGAGTTGTGGCCATTTTCGCGCTGCGACTTCTGGGAGGC 
CTGGACACCAAGGTATTCGGCGACGGCGGAAACACCCGCGACTACGTCTACGTCGGTGAC 
GTAGTTCGTGCTTTCTACCTGGCTTCTGGGGAAATCGGTGGGGGAGAGCGCTTCAACATT 
GGCACCTCTGTGGAAACCTCTGACCGCCAGCTGCACACCCTCGTGGCCACTGCGGCAGGT 
TCCAAAGATGATCCTGAATATGCACCTGCACGTCTCGGCGATGTGCCACGCAGTGCACTC 
AGCTTCGGCAAGGCCAAAGAGGTGCTTGGTTGGGAGCCTGAGGTGAACATCGAACAAGGT 
GTGGCCAAGACTGTGGAGTACTTCCGCACTCAC 

>RXA00825-downstream 

T AGGGGAAAAT CC ACCACAAAT C 

>RXA0 0871-upstream 

GGGAAAAGGCGATCACCAGCCGTTGGCTCGACCCAGCAACCCACGGTGGCATTAACCTCG 
GTTT C CC AC AGAAC GAT TAAT T G AAG GAG AG C AC AG G AC T 

>RXA0 08 71 

ATGCGTTGGTTCCATAAGAAGGGCGAACTGGCCCGAGATGGTTGGCAAAGCGTTGTCGAT 
GCCACCACCCCAGGTTGGGAATATACCGGCATCCGCATTGCCGAACTGGGCAGTGGTGAA 
TCGCTTGAACTGAATGACACTGGTGTGGT^ACGCATCTTCATTCCACTTCAGGGCAGCTTC 
GATGTTGCCCACCATGGTCAGGTGACCCATCTTCACGGAAGAAAGTCAGTCTTTGATGGA 
CCAACCGATGTGCTCTACCTCCCCACTGGACAAACAGCAACGCTCAGTGGTCAGGGACGA 
GTCGCCGTGGCGGAAGCTCCCACTCAGGAACCCAAGGAGTGGAAGTACATCGCTCCAGCA 
GAAACTCCTGTGGAGTTGCGTGGAGCTGGCCGCTCGAGCCGACAAGTCCACAACTTTGGC 
ACCCCGGAAGCTCTCGATGCTGCTCGACTAATCGTGTGTGAAGTAATCACCCCAGGTGAA 
AACTGGAGCTCTTACCCTCCACACAAGCATGATGAGCACATCCCAGGACACGAGTCCAAG 
CTGGAGGAAATCTACTACTTCGAAAGCGCCCCATCGCGAGTTGGTGGCAGGGCCGAAGCA 
GC AGAAGGAGCTT T CGGAAT GT TT T CC ACCT ACT CCTCACCAGCGGGGGAGATCGAT ATC 
AACGCCATGGTGTACAGCGGCGATATCGCGCTAGTTCCTTTCGGATACCACGGCCCTGCC 
GTGGCAGCACCTGGCTATGACTTGTACTACCTCAACGTCATGGCAGGACCTGATCCGGAG 
AGAATCTGGCTGATTAACGATGACCCAGCGCACGCCTGGGTTCGAGATACATGGACCGGG 

C AAG CAT T T GAT GAT CGCTTGCCA 
>RXA0 0 872-upstream 

GAAATGTATTGCTTTGTCAGGACAATGTGTTATTGTCATGACATGCGATCGTGAGGGTCG 
CCACATTCCAT CAAAAAT GAGTGAAGGGTTGCATCGCCAC 

>RXA00872 _ m 
ATGACTAACTTGACGAGCACTCACGAAGTCCTAGCTATCGGCCGCTTGGGCGTAGATATT 

TACCCACTTCAAAGTGGAGTAGGACTGGCCGATGTTCAATCTTTCGGCAAGTACCTCGGC 

GGAAGCGCAGCAAACGTTTCTGTTGCAGCCGCCCGCCATGGACACAATTCCGCACTGCTG 

TCCCGTGTGGGAAATGATCCTTTCGGCGAGTACCTGCTTGCTGAGCTGGAGCGTTTGGGC 

GTGGACAACCAGTACGTTGCCACCGATCAGACTTTTAAGACCCCAGTGACCTTCTGTGAA 

ATTTTCCCACCGGATGATTTCCCACTGTACTTCTACCGCGAACCAAAGGCTCCGGATCTC 

AATATTGAATCCGCAGACGTCAGCCTGGACGATGTGCGCGAAGCCGATATTTTGTGGTTC 

ACACTCACTGGTTTCAGTGAAGAGCCAAGCCGCGGCACACACCGCGAGATCTTGACTACT 

CGTGCGAACCGTCGCCACACCATCTTTGATCTGGACTACCGA 

>RXA0087 9-upstream 

AAAAGATGTATTTTCTAACAAACTTACCCTCACGCTACAAATATGCTGTGCCCACACGCT 
ATTAGTGGCATAATGTTGTGTTGTGACTGCTCGCAGATTT 
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>RXA0 087 9 

TTGAATGAACTCGCCGATCTCTACGGCGTAGCAACTTCCTACACTGATTACAAAGGTGCC 

CATATTGAGGTCAGCGATGACACATTAGTGAAAATCCTGCGTGCTCTGGGTGTGAATTTA 

GATACAAGCAACCTCCCCAACGATGACGCTATCCAACGCCAAATTGCCCTCTTCCATGAT 

CGAGAGTTCACTCGCCCACTGCCTCCATCGGTGGTTGCAGTTGAAGGTGATGAACTAGTT 

TTCCCGGTGCATGTGCACGACGGTTCCCCTGCAGATGTCCACATCGAATTGGAAGACGGC 

ACGCAGCGGGATGTTTCTCAGGTGGAAAACTGGACAGCGCCACGGGAAATTGATGGGATT 

AGGTGGGGCGAGGCATCGTTTAAGATTCCTGGTGATCTCCCCTTGGGTTGGCACAAGCTT 

CACCTTAAATCCAATGAACGCTCAGCTGAGTGCGGTTTGATCATCACCCCGGCTCGTCTG 

TCTACTGCTGATAAGTATCTTGATTCCCCTCGCAGTGGTGTCATGGCGCAGATCTACTCT 

GTGCGTTCCACGTTGTCGTGGGGCATGGGTGATTTCAATGATTTAGGAAACTTGGCAAGT 

GTGGTTGCCCAGGATGGAGCAGACTTCCTGCTCATCAACCCCATGCACGCTGCAGAGCCG 

CTGCCTCCTACTGAGGACTCTCCTTATCTGCCCACAACCAGGCGCTTTATCAACCCGATC 

TACATTCGGGTAGAAGATATTCCGGAGTTTAATCAGCTTGAGATTGATCTACGCGATGAT 

ATCGCAGAGATGGCTGCGGAATTCCGCGAACGCAATCTGACCTCAGACATCATTGAGCGC 

AATGACGTCTACGCTGCAAAGCTTCAAGTGCTGCGCGCCATTTTTGAAATGCCTCGTTCC 

AGCGAACGTGAAGCCAACTTTGTCTCCTTCGTGCAACGGGAAGGCCAAGGTCTTATTGAT 

TTCGCCACCTGGTGCGCGGACCGCGAAACTGCACAGTCTGAATCTGTCCACGGAACTGAG 

CCAGACCGCGATGAGCTGACCATGTTCTACATGTGGTTGCAGTGGCTATGTGATGAGCAG 

CTGGCGGCAGCTCAAAAGCGCGCTGTCGATGCCGGAATGTCGATCGGCATCATGGCAGAC 

CTGGCAGTTGGTGTGCATCCAGGTGGTGCTGATGCCCAGAACCTCAGCCACGTACTTGCT 

CCGGATGCGTCAGTGGGCGCCCCACCAGATGGATACAACCAGCAGGGCCAAGACTGGTCC 

CAGCCACCATGGCATCCAGTGCGTCTTGCAGAGGAAGGCTACATTCCGTGGCGTAATCTG 

CTGCGCACTGTGCTGCGTCACTCCGGCGGAATCCGCGTGGACCACGTTCTTGGTTTGTTC 

AGGCTCTTTGTCATGCCACGCATGCAATCCCCTGCTACGGGCACCTATATCCGCTTCGAC 

CATAATGCGTTGGTAGGCATTCTAGCCCTAGAAGCAGAACTCGCAGGCGCCGTTGTCATT 

GGTGAAGATCTGGGAACGTTTGAGCCTTGGGTACAAGATGCATTGGCTCAGCGTGGCATC 

ATGGGCACCTCGATCCTATGGTTCGAGCATTCCCCAAGCCAGCCGGGTCCTCGCCGCCAG 

GAAGAGTATCGTCCGCTGGCCTTGACCACTGTGACCACTCATGATCTCCCTCCGACTGCT 

GGTTATTTGGAGGGCGAGCACATTGCTCTTCGTGAGCGATTGGGGGTGCTCAACACTGAT 

CCTGCTGCAGAACTCGCTGAGGATCTGCAGTGGCAAGCGGAGATCCTTGATGTCGCAGCA 

TCTGCCAACGCATTGCCAGCCCGGGAATACGTGGGACTCGAACGCGATCAGCGCGGTGAG 

TTGGCTGAGCTGTTGGAAGGCCTGCACACTTTCGTTGCGAAAACCCCTTCAGCACTGACC 

TGTGTCTGCTTGGTAGACATGGTCGGTGAAAAGCGGGCACAGAATCAGCCGGGCACAACG 

AGGGATATGTATCCCAACTGGTGTATCCCACTGTGTGACAGCGAAGGCAACTCCGTGCTC 

ATTGAATCGCTGCGTGAAAATGAGCTGTATCACCGTGTGGCAAAGGCAAGCAAGCGAGAT 

>RXA0087 9-downstream 
TAGGTCCGCTTCAGTTGTGGTGG 

>RXA00909-upstream 

TCGATGTGTGTTGCTAACTGGGGGTGGCACGCACGTTGGCGTTGTTGTTTGGTGTGGCTC 
CAGAGTAATCCACAACGCGCAAAGGGGAACTGGAGAACAC 

>RXA00 90 9 

GTGCTCATTCTTTTTCTCGCGCTCACTGCAGCCGCAGTAGTCGCCCCCATCCTGATCCGA 
ACTCTCGGTCGACCAGCTTTTGGTCTGCTGGCGCTTGTACCTGGCATTGGTTTTTTCTGG 
GTGCTTTCGGAGTTCATCAAAGGCACTTTCAAGGATGGAGGTGAACTCCTCCTCCACTAT 
GCCTGGATGCCTTCGGCTCACCTCAATATCGATTTCCGTATGGATTCCCTCGCGGCGCTG 
TTCTCACTCATCGTCTTAGGCGTGGGCGCCCTAGTGCTGCTGTACTGCTGGGGATATTTT 
GATTCCAACGCGGGTCGCCTCAGTGCCTTTGGTGCTGAACTGGTGGCCTTCGCCATGGCG 
ATGTTTGGTCTTGTCATTTCAGACAACATCCTGCTGATGTACGTCTTCTGGGAAATCACC 
TCCGTTTTATCCTTCCTCCTGGTTGGTTATTACGGCGAACGCGCATCTTCACGTCGCTCT 
GCAGGTCAAGCCTTGATGGTGACCACCCTGGGTGGATTGGCCATGCTGGTGGGCATCATT 
TTGATGGGTACCCAAACTGGCGTGTGGCGATTCTCTGAGATCCCTGCCTACTCAAGCTCC 
TGGGCAGATGTGCCGTATATTTCCGCTGCTGCTGCCCTTATCTTGGCTGGCGCACTATCC 
AAATCGGCTATCGCACCAACCCACTTCTGGCTTCCCGGCGCGATGGCCGCACCAACGCCG 
GTGTCTGCTTACCTGCACTCCGCAGCGATGGTGAAGGCGGGTATTTACCTTGTGGCTCGC 
CTCTCTCCAGACCTCAACGTAGTTGGTTCGTGGTACCTGATCATCATCCCGTTGGGCATG 

T T G AC CAT GC T CAT G 
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>RXA00 910 

TACGTTGGTTTCGAAGTGCTGCTGGTGGCGTCATACGTGCTGCTCACCTTGGGTGCATCG 

CCGGCACGTGTACGTTCCGGCGTGGGTTACGTGATGGTGTCCATGGCGTCATCGATGGTG 

TTCCTGTTTGGACTCGCAATGGTTTACGCCTCAGTGGGCACGTTGAACATGGCTCACGTT 

GGCCTACGCATGGAAGATGTTCCGTCTGGAACTCGCTCCGCGATCTTCGCAGTGTTGCTC 

GTGGCATTCGGTATTT^AAGCTGCCGTGTTCCCCCTAGATTCCTGGCTGCCGGACTCCTAC 

CCCACCGCGCCATCGCTGGTCACCGCGGTGTTCGCAGGTCTGTTGACCAAGGTGGGTGTG 

TATTCCATCATTCGAGCACGCTCGATTATTTTCACCGATGGATCCCTTGACACCATGCTG 

ATGTGGGTGGCACTCGCCACCATGCTCATTGGTATTTTGGGCGCGATGGCGCAAAACGAT 

ATCAAACGTTTGTTGTCATTTACTCTGGTCAGCCACATCGGCTACATGATCTTCGGCGTA 

GCCCTTGGATCTGCACAGGGTTTGTCTGGTGCGATCTTCTACGCAATCCACCACATTCTG 

GTTCAGACTTCCCTGTTCCTGGTGGTCGGTCTGGTGGAACGCCAAGCCGGATCCTCCTCG 

CTGCGACGCCTTGGATCCCTGGCATATATCTCCCCACTTCTTGCGATTTTGTACTTCATC 

CCCGCCATCAACCTGGGTGGTATCCCACCGTTCTCCGGCTTCCTGGGCAAGATCATGCTC 

ATCGAAGCCGGCGCCGAAGATGGCAGTTGGCTGGCATGGGTCCTTATCGCAGGCGCCGTT 

GTCACCTCACTGCTCACCTTGTACACCATGGTTCTGGTCTGGTCCAAGGCCTTCTGGCGC 

GACCGTAAAGACGCCCCCGATGGAGCAACCGCACTTGCGCGACCCGCACCTTTGGTAGAT 

GTCCAAGACGAAGTCGCCGTTAAAGACCGCAACGATGTCGGACGGATGCCTTGGGGCATG 

GTCTTCTCCACTGCTCTCCTGGTTTCAGCATCTCTTGCTGTATCCGTGCTCGCAGGACCA 

CTGTCATCTATTACTGGACGCGCCGCCGAATCCGCACAAGATGTCAACATCTACCGCGCC 

GCAGTACTCGGCCCCAACTACCTCGACCCATCACGCACACTCGAGATGGAGCGTTACGAC 

G C C AAC C GC GAT GAC AT C AAC CAC C GC G T CG AC AC C AAC G GAACG GAG G AC C AAC C A 

>RXA0 091 O-downst ream 

T GAT C AG T G GAT T CAAACGACGA 



ATTATTTCCGTGGTGGGCATTGGTACCCGCGAAGCTTTGCTGGCAGGTCTTGCACTGACC 

GTTGCGCACTCCTTGTTTAAGGCAACATTGTTCATGACAGTTGGTGCCATTGACCACACC 

ACCGGAACTCGTGATATTCGTAAACTCTCCGGTCTGTGGCGTAAACAACCGATCCTGTTC 

GCCGTTGCTGCTGTTTCGGCGGCGTCCATGGCTGGTATTCCGCCACTGTTTGGTTTTATC 

GCCAAGGAAACAGCGCTGGATACCGTGTTGAATGAGCAGATGTTGCATGGCATGCCAGGT 

CGATTGATGCTGGCTGGCATCGTTTTGGGTTCCATCTTCACCATGGCATATTCCTGCTAC 

TTCCTGTACGAAGCCTTTGCCACGAAGCACTCCAAATTCCCAGAGGCCAACGGTGTCTCA 

CCTGCAGTGGAGGCAATGCATCCGGTGAAGTTTAAGCTGTGGATCGCACCTGTCATCCTG 

GCTATTTTGACCGTAGTGTTTGGTGTTTTCCCCAAGCCAGTGTCGGAAGCAATTGTCACG 

CATCTTGATAACGTCACGCCATCGCTTGATGATGTCCACACCAAACTGGCCTTGTGGCAT 

GGTCTGAATCTACCGCTGCTGCTGTCTGTGGTGATCATCATTTCCGGATTCATCATCTTC 

TGGGAGCGAGACACCGTCGAACGTTTGCGCCCTAACACCGCAGCGTTTGGCAGTGCCGAT 

ACCGCCTACGACGCCATTCTTGATGCACTGCGTGTGCTCTCCCACCGCCTGACTGCATCC 

ACCCAGCGTGGTTCTTTGACCCTGAACGTCGGTGTGATCTTCTTCGTCCTCACGATTGTT 

CCGCTGATCGCTTTGATCACTGGCGAACAAAGCGATGTCCGCATGGAGCTGTGGGATAGC 

CCTATTCAGGGCTTCATCGCGGCCATCATTATCGTCGTTGCGATTGTGGCAACCACCATG 

GATAACCGTTTGTCTGCGCTGATTTTGGTGGGTGTGACAGGTTATGGCATTGCCGTTATC 

TTCGCGCTACATGGCGCACCGGACTTGGCGCTAACCCAGGTGCTGGTGGAGACCATCGTC 

ATGGTGGTATTCATGCTGGTGCTGCGTAAAATGCCGACAGAAGTTGCGTGGAAGGCAGAA 

CCTAAACAGTCTCGCGTGCGAGCGTGGCTTGCTGGCGCCACCGGATTGTCCGTTGTTATT 

GTCACCATTTTTGCCATGAATGCTCGCACCACTGAACCGATCTCTGTATACATGCAGGAT 

CTGGCCTAT GAGATCGGACATGGCGCAAACACCGTCAACGTACTGCTCGTAGACCTGCGT 

GGTTTTGATACCTTCGGTGAAATTTCCGTCCTTGTGATCGCGGCAACCGGTATCGCCTCC 

CTGGTCTACCGAAACCGCAGCTTCCGCAAGGATTCTCGCAGACCAACCCTGGCTACCACT 

GGTCGCCGTTGGTTGGCTGCTGCTGTTGATACCGAAAGGGCGCAGAACCGCTCGCTGATG 

GTTGATGTGGCAACGCGCATCCTCTTCCCTGCCATGATCATGTTGTCTGTGTACTTCTTC 

TTCGCCGGACACAACGCGCCGGGCGGCGGATTCGCCGGCGGCCTTGTTGCCTCCTTGGCG 

TTCGCCTTGCGCTACCTTGCCGGTGGACGTGAAGAACTTGAAGAAGCGTTGCCTATCGAC 

GCCGGCCGTATCTTGGGAACTGGACTATTTGTTTCTGCAACTGCAGTGCTGTGGCCCATG 

GTTCTTCTTGGTGAACCACCGCTGACCTCCCATATTTGGGATCTCACACTGCCACTTATC 

GGTGAGATTCACATTGCATCCGCGCTGCTCTTTGACCTTGGTGTCTACCTGATCGTCATC 

GGTTTGACCATGCACATTCTCAACAGTTTGGGCGGCCAGCTCGACCGCGAT GAGGAAATG 

CGTAAGCAGCGTGCGCGCGACCGAGCTCGACGCTTGGCGCGCAACCAGCGTCGAGAAGCA 

GCAACCGTCGGCGCACGCAGGTCGAACGAGAAATCGACACGCCAAATGCCGACGATTCGG 
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CCTCCAGGGGCAGACACAGAATCGGTGGAGCAGAACGGTGAGAACCAGACGTCGATAAGC 
ACAAAGCGTTTAAAGCAG 

>RXA0 094 5 -upstream 

TCACAGTACCACCCACAAGCCACAAGGAGGGTATGGAGGTGGGCGTCTAAAGCCAAATTT 
TTCCCGGTGTTTGAGGCGATTGCACCGTACACTAATGTGC 

>RXA00 94 5 

ATGCTTGAACGCCTCAAACGCCTAGATCCGCTCATTGTCCTCATTGTGCTGGCTGTCATT 

GTGGCGATCATCATTCCAGTTCGCGGGGTTGCTGCGGATTGGTTTGATGTCGCCGTCAAG 

ATTGCCATTGCGCTGCTGTTTTTTCTTTATGGTGCCCGCCTATCCACCCAAGAGGCGCTG 

AATGGTCTGAAGCACTGGAGGCTTCACCTGACTATTTTGGCGATCACTTTCGGAATATTC 

CCACTTATCGGCATTGGGCTCGAGCCGATGACTGCATTTGTGTCGGAAGATATTTATCGG 

GGAATTTTGTTCCTCACGCTCGTTCCGTCCACCGTGCAGTCATCGGTGGCGTTTACCTCG 

ATCGCTAAAGGCAACGTAGCTGGTGCGATTGTGTCGGCATCGCTCTCCAACCTTGCGGGT 

GTTTTCCTCACTCCGCTGCTGGTCATGCTCATCATGTCTGCGGGCGGGGGAGTTCACGTG 

GATTCCCAGGTCTTCCTCGACATTGCGATTCAGCTTCTGCTGCCGTTCATCCTCGGCCAG 

GTATGTAGGCGTTGGGTGAAGAATTTTGCGGCCAACAAAGCAACAAAAATCGTGGACCGC 

GGCTCGATCGCGATGGTCGTGTACTCCGCGTTTTCTGCCGGCATGGTGGCTGGCATTTGG 

TCCACTGTGAGCGTTCTAGAGATTATCTACCTCATTGTTTTCGCTATTCTGCTGGTGATG 

GCCATGCTGTGGTTCACGCTGTTCATGGCTACACGCCTTGGATTTAACCGGGCAGATTCC 

ATCGCTATTCAGTTCTGCGGAACCAAGAAATCCCTGGCCACAGGCCTCCCAATGGCGGCA 

GTCATCTTCGGTGGCGCCAATATCGGCCTGCTCATCTTGCCGTTGATGATCTTCCACCAA 

GTCCAGCTGATGATTTGTGCATGGCTTGCAGCTCGTTATGGTCGTGATGCGCAGGAACAG 

AAAGCCAACGCC 

>RXA0 094 5-downstream 
TAAAAGTCCTCAGTAGCTAGCCA 

>RXA0 0 96 5 -upstream 

AGATTGCGGGCCTCGGCTTCATTGAAAACAAGACGGTGTTTGAATAA 
>RXA00 965 

ATGACAACTTTCCACGATCTTCCGCTGGAGGAGCGGCTGACACTGGCCAGGTTGGGCACA 
TCCCACTACTCCCGTCAGCTCTCCCTCGTGGACAACGCTGAGTTCGGCGAGCATTCCCTG 
CTAGAAGGGTGGACTCGTTCCCACCTCATTGCCCACGTGGCATACAACGCCATCGCACTG 
TGCAACCTCATGCACTGGGCAAATACTGGTGAGGAAACCCCAATGTACGTGTCGCCAGAA 
GCGCGCAACGAGGAAATTGCCTACGGTTCCACGCTCAATCCCGATGCGTTGCGTAACCTG 
CATGAACACTCCGTCGCACGCCTGGACGTGGCTTGGCGTGAAACGTCTGAAGATGCTTGG 
TCACACGAGGTTCTGACAGCTCAGGGACGCACTGTCCCAGCTAGTGAAACATTGTGGATG 
CGTTCCCGCGAAGTCTGGATCCACGCAGTTGACCTCGGTGCAGTGGCAACCTTTGGCGAC 
ATCCCAGAGGTCATCCTGCGCACCTTAGCTGCAGAAATCACACAAAAGTGGACAAGCCAA 
GGAGCCGGCGAGGGACTTGTGCTTCTCGACGAGCCCTCCAGCACTCGCTACCCCGCCGCC 
CCAGGGCAGGACGAGGTAGTAGTGTCCGGTAGCCTTGCAGGCATTGTTCGCTACGCCGCT 
GGCCGCGGTTCCGATGGAGTCACTTCTTCCACTGGAGAGGTTCCAGAGCCACCGCGCTGG 

CTG 

>RXA00 9 65-downstream 

T AG T T T C C AC AC AT TCT TAAAT G 

>RXA00 99 9-upstream 

CCTCCTGTGACCTGGTAAAATCGCCACTACCCCCAAATGGTCACACCTTTTAGGCCGATT 
TTGCTGACACCGGGCTATGCCGTCAAGTACGATCAATAAC 

>RXA00 99 9 

ATGACTAATGGAGATAATCTCGCACAGATCGGCGTTGTAGGCCTAGCAGTAATGGGCTCA 
AACCTCGCCCGCAACTTCGCCCGCAACGGCAACACTGTCGCTGTCTACAACCGCAGCACT 
GACAAAACCGACAAGCTCATCGCCGATCACGGCTCCGAAGGCAACTTCATCCCTTCTGCA 
ACCGTCGAAGAGTTCGTAGCATCCCTGGAAAAGCCACGCCGCGCCATCATCATGGTTCAG 
GCTGGTAACGCCACCGACGCAGTCATCAACCAGCTGGCAGATGCCATGGACGAAGGCGAC 
ATCATCATCGACGGCGGCAACGCCCTCTACACCGACACCATTCGTCGCGAGAAGGAAATC 
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TCCGCACGCGGTCTCCACTTCGTCGGTGCTGGTATCTCCGGCGGCGAAGAAGGCGCACTC 

AACGGCCCATCCATCATGCCTGGTGGCCCAGCAAAGTCCTACGAGTCCCTCGGACCACTG 

CTTGAGTCCATCGCTGCCAACGTTGACGGCACCCCATGTGTCACCCACATCGGCCCAGAC 

GGCGCCGGCCACTTCGTCAAGATGGTCCACAACGGCATCGAGTACGCCGACATGCAGGTC 

ATCGGCGAGGCATACCACCTTCTCCGCTACGCAGCAGGCATGCAGCCAGCTGAAATCGCT 

GAGGTTTTCAAGGAATGGAACGCAGGCGACCTGGATTCCTACCTCATCGAAATCACCGCA 

GAGGTTCTCTCCCAGGTGGATGCTGAAACCGGCAAGCCACTAATCGACGTCATCGTTGAC 

GCTGCAGGTCAGAAGGGCACCGGACGTTGGACCGTCAAGGCTGCTCTTGATCTGGGTATT 

GCTACCACCGGCATCGGCGAAGCTGTTTTCGCACGTGCACTCTCCGGCGCAACCAGCCAG 

CGCGCTGCAGCACAGGGCAACCTACCTGCAGGTGTCCTCACCGATCTGGAAGCACTTGGC 

GTGGACAAGGCACAGTTCGTCGAAGACGTTCGCCGTGCACTGTACGCATCCAAGCTTGTT 

GCTTACGCACAGGGCTTCGACGAGATCAAGGCTGGCTCCGACGAGAACAACTGGGACGTT 

GACCCTCGCGACCTCGCTACCATCTGGCGCGGCGGCTGCATCATTCGCGCTAAGTTCCTC 

AACCGCATCGTCGAAGCATACGATGCAAACGCTGAACTTGAGTCCCTGCTGCTCGATCCT 

TACTTCAAGAGCGAGCTCGGCGACCTCATCGATTCATGGCGTCGCGTGATTGTCACCGCC 

ACCCAGCTTGGCCTGCCAATCCCAGTGTTCGCTTCCTCCCTGTCCTACTACGACAGCCTG 

CGTGCAGAGCGTCTGCCAGCAGCCCTGATCCAAGGACAGCGCGACTTCTTCGGTGCGCAC 

ACCTACAAGCGCATCGACAAGGATGGCTCCTTCCACACCGAGTGGTCCGGCGACCGC 

>RXA0 101 5-upstr earn 

CCAAGATTGAGTCGAGCTATTTTGCGATTTGTGAACCCCCAAATAGGGGAAAAGTCCGGG 
TATCCGCCGTTGTGAAAATGCCTGCAGTAAACTGACTTCC 

>RXA01015 ^^^-n 
ATGCGCGTATACCTTGGAGCAGACCACGCTGGTTTCGAAACTAAAAATGCAATCGCAGAA 

CACCTTAAGGCCCACGGCCACGAAGTGATCGACTGCGGAGCCCACACCTATGATGCAGAA 

GATGACTACCCAGCCTTCTGCATCGAAGCAGCTAGCCGCACAGTAAACGACCCAGGCTCA 

CTCGGCATCGTCCTGGGTGGATCCGGAAACGGCGAGCAGATCGCCGCCAACAAGGTCAAG 

GGTGCACGTTGTGCACTTGCTTGGTCTGTTGAAACTGCACGCCTCGCCCGCGAGCACAAC 

AATGCGAACCTCATCGGCATCGGCGGCCGCATGCACTCAGAG 

>RXA01025-upstream ^^ m ™^ 
GGGCAGCAGCGGCAGGTTTCCAGRAGGTTTCCATGCGGGTGGCTTGGRACWTGGGCTAAC 

CTGARACGGTTAAATATCGTTTTCGAAAGGTGGGTTTCGC 
>RXA0 1025 

GTGGTTTCTGTAAGCGTGATGGGTGCAGGTTCCTGGGGAACCACGTTGGCCAAGGTCTTC 
TCTGATGCTGGCAACGCTGTGACGTTGTGGGCGAGGCGGGAAGAGTTGGCAAGCACCATC 
CGTGACAGCCATGAAAACCGTGATTACCTTCCGGGGATTACGTTGCCGGAGTCGCTGCAG 
GTCACATCATCGGCAACGGAGGCTTTAGAGGGCGCAGCCATTGTGGTGTTGGCGATTCCT 
TCGCAGGCGTTGCGTGGCAATTTGGCGGAGTGGAAAGAGACGATCCCGCAGGATGCGACC 
TTGGTGTCCTTGGCTAAAGGTATTGAAAAGGGCACGCACCTGCGGATGAGTGAAGTGATC 
GCGGAGGTGACGGAAGCGGATCCTTCACGCATCGCGGTGTTGTCGGGGCCAAACCTTGCT 
CGTGAGATCGCGGAGGGGCAGCCTGCAGCTACGGTGATTGCTTGCCCTGATGAAAACCGA 
GCGAAACTTGTGCAGGCTGCAGTGGCTGCGCCGTATTTCCGCCCGTACACCAACACTGAT 
GTGGTGGGCACTGAAATCGGTGGTGCGTGTAAGAACGTCATCGCGCTGGCCTGTGGTATT 
TCCCATGGTTACGGCCTGGGTGAGAACACCAATGCATCGTTGATTACTCGTGGCCTTGCA 
GAGATCGCACGCCTCGGTGCCACATTGGGTGCGGATGCGAAGACTTTTTCTGGCCTTGCG 
GGAATGGGCGACTTGGTGGCTACGTGTTCATCACCGCTGTCGCGTAACCGCAGCTTCGGT 
GAGCGTTTGGGTCAGGGTGAATCCCTAGAGAAGGCTCGCGAGGCAACCAATGGTCAGGTT 
GCGGAGGGTGTTATTTCCTCGCAGTCGATTTTTGATCTTGCCACCAAGCTTGGTGTGGAG 

ATGCCGATCACCCAG 
>RXA0104 8 

CGCTCTGACTTGCCTAACCAGATCAACAACGTGCTGGCGTTCCCAGGAATTTTCGCCGGC 
GCTCTCGCAGCCAAGGCTAAGAAGATCACCCCCGAGATGAAGCTCGCCGCTCAGAGGCAA 
TCGCAGACATCGCAGCTGAGGACCTCGAGGTCGGCCGCATCGTGCCTACCGCCCTGGATC 
CCCGCGTTGCCCCAACAGTCAAGGCAGCTGTCCAGGCCGTCGCCAAAGCGCAAAACGCTT 
AAAAATTTGCTTATCGACGCCTCCCTCCCCGTCGAGGCGCCAATATTT 

>RXA01 04 8 -downstream 
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T AAG AGC AAACT T GAGGC CCACA 
>RXA01049-upstream 

CACAGTATGTGGAGCAGCTGCGCGCGGAAATCGATGAGAAGGCCTACCACGGCCGCACCG 
GCGTCTGCTTGCACACCTCCTACCACCCATCGCGCTTGCT 



GTGGTGAAAACTGAGTTCGAGAAAGAGTTCAACAAAGCCAAGTATGTGATGACCATCGGT 

GAGTACGTCTACTTCAAACTTGCAGGCATCACCGGAATGGCTACTTCGATTGCCGCGTGG 

AGTGGCATTTTGGACGCCCATACCGGCGAACTTGATCTGACTATCTTGGAGCACATCGGT 

GTTGATCCGGCTCTGTTCGGTGAGATCAGAAACCCTGATGAACCAGCCACCGATGCCAAA 

GTTGTCGACAAAAAGTGGAAGCACCTGGAAGAAATCCCTTGGTTCCATGCCATTCCAGAC 

GGCTGGCCTTCCAACATTGGCCCAGGCGCCGTGGATTCTAAAACCGTCGCAGTCGCCGCC 

GCTACATCCGGCGCCATGCGCGTGATCCTTCCGAGCGTTCCCGAACAGATCCCCTCTGGC 

CTGTGGTGTTACCGCGTTTCCCGCGACCAGTGCATCGTTGGTGGCGCACTCAACGACGTC 

GGACGCGCCGTCACCTGGCTGGAACGCACCATTATCAAGCCTGAAAACCTCGACGAAGTG 

CTGATCCGCGAACCCCTCGAAGGCACCCCAGCTGTCCTGCCGTTCTTCTCCGGGGAACGC 

TCCATCGGCTGGGCAGCCTCAGCGCAGGCCACGATCACCAACATTCAGGAACAAACCGGC 

CCTGAACACTTGTGGCGCGGCGTTTTCGAAGCCCTCGCACTCTCCTACCAGCGCGTTTGG 

GAACACATGGGGAAAGCCGGCGCAGCCCCTGAACGGGTCATCGCATCAGGACGAGTCTCC 

ACCGACCACCCAGAATTCCTCGCGATGCTTTCCGACGCCCTCGACACCCCAGTCATCCCT 

CTGGAAATGAAGCGCGCCACCCTCCGCGGCACCGCACTTATCGTCCTTGAGCAGCTCGAA 

CCAGGCGGCACGCGCGCGACGCCACCATTCGGCACGACGCATCAGCCGCGCTTTGCGCAC 

CATTACTCCAAGGCAAGAGAGCTTTTCGACGCCCTCTACCTCAAGTTGGTC 

>RXA0104 9-downstream 
TAGCTTTTCGCAGTGGAACGCGC 



>RXA010 50 -upstream 

AAGCACAGCAATTGAGCAATACTCCCATGCATGTTTTCGCGTGATCACGCTATATCCTTA 
AAGAATATTCTTTATTAGTCAGACCTTTAAAGGAAACCTT 

>RXA0 1050 

ATGGGATCAATTCCAACAATGTCCATCCCTTTTGATGACTCACGTGGACCTTATGTCCTT 
GCTATGGATATTGGTTCCACTGCATCACGAGGTGGACTTTATGATGCTTCCGGCTGCCCA 
ATCAAAGGCACCAAGCAGCGCGAATCCCATGAATTCACCACCGGTGAGGGCGTTTCCACC 
ATTGATGCTGACCAGGTGGTTTCGGAGATCACCTCAGTTATTAATGGCATTTTGAACGCG 
GCTGATCATCACAACATCAAAGATCAGATCGCCGCTGTCGCGCTAGATTCTTTTGCATCC 
TCATTAATCTTGGTCGATGGTGAAGGCAATGCGCTCACCCCGTGCATTACCTACGCGGAT 
TCTCGTTCTGCACAGTATGTGGAGCAGCTGCGCGCGGAAATCGATGAGAAGGCCTACCAC 
GGCCGCACCGGCGTCTGCTTGCACACCTCCTACCACCCATCGCGCTTGCTGTGG 

>RXA01050-downstream 

T G AAAAC T GAG T T C G AG AAAG AG 

>RXA01077-upstream 

TCTATGACTTGATCCACAATGTGATGCAAAT CATTGACCCTCACCCCGGACCAAGCGCTT 
AAT G AAG GC AAG C C AAAC T T AAC TAG TAG AT AG GAT T G C A 

ATGACCGAATCGCAAGATCTCGCCGCATTCGTGGAAGCTGCCAAACTCAATGATGCAAGC 
CCCGAAGCCGTAGAGCAATTGAAAATCAGAGTGCTAGACACCGTAGGCGTTGCCATTGGC 
GCACTGGATGCCGAACCGATTGTCGCCATTCGAGGACTCCTGGAAGACCTCGGGGGAACC 
GAACAGTCAACACTTATTGGTGGTGGCAAAACCAGTCCGGAACGTGCAGCATTTTTCAAC 
AGCGCATTAAGCCGCTACCTCGACTTCATGGACGCCTACCTAGCAAAGGGCGAAACCAAC 
CACCCCTCGGATAACTTCGGAGCAGTGCTCGCTGCAGCCGAAAGCGTTGGCGCCTCTGGA 
AAAGACCTGCTCACCGCATTCGCCGTGGCCTACCAGGTACACACCAGACTTTCAGATGTC 
GCACCAGTTCGCGCCAAAGGTTTCGATCACACCACCCAAGGAGCATTCGCAGCGGGCGCA 
TCTGCTGCCAAGGCACTGGGTTTGCCAGCTGATCAAATCGCCAACGCACTGGCCATCGCA 
GGAACAGCCAATGTTGCACTTCGTGTCACTCGCACTGGAAACTTGAGCCACTGGAAAGGC 
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CTTGCCTACCCACACGTGTCCAAAGAAGGAACCTGGGCAGCACTGCTCGCAAGCCGAGGT 
ATTACCGGTCCGGAAGAAGTCTTCGAAGGCAACAAGGGATTCAAAGAGTCCGTCTCCGGA 
C C G T T CG AG AT C GAT T G G T C C AAG G AAG AC T T G G AAAG CG T T AAG C G C AC CAT CAT C AAG 
AAACACAACGCGGAAATTCACTCGCAGTCAGCGCTTGATGCAGCCCAAGAAATACGCGCA 
CAAGAAGGCTTCAATGTGGACAACATTGAAAAGATTCACCTGACTACTTTCGACGTTGCC 
T AC T C CAT CAT TGGCGGCGGC G AAGAAGGC GAC AAACAG C T T AT T C GC AC C AAAGAAGAA 
GCCGATCACTCACTGCCGTGGATGCTCGCTGTAGTTCTGCTGGATGGTCAGCTCAATCCC 
G AAC AG T AC G AAC CAT C AC G CAT C G T T G C T GAT GAT G T AC AAAC C T T GAT G AAG AAAAT C 
GAAATCACACCGTCAGATGAATTCTCTGATCGCTTCCCTGACCACATGCCAGCTGATCTA 
GAAGTCACACTAAACGATGGCTCGGTGTTCAAAGCTTCACAAGATAGCTACTTAGGCTTC 
CACGACAATCCCCTAGATTGGGACAACGCGCGCAAGAAATTCGATGCCCTTGTCACACCA 
TTCACCGGTGAAGAACTACGTGAAGAAATCGCCACGATCATTCACGAGCTCGATAGCCGA 
CAGGTTTCTGAACTCACAGAAGCCCTGGCCAAAGTCTCCACCACCCGCAGC 

>RXA0 107 7 -downs t ream 
TAAAACTTTTTGAAAGGAGCTCA 

>RXA0108 9-upstream 

AAAAATTCGGTTCACAAAAGGTTTATCAGTCCAGCTTAAACCCATCGCACGGGCGGGAGA 
AT T AGACT C AAGGCACATC ACAT T GAAGGAGCT T CT T AT C 

>RXA0108 9 

TTGTCTCGATTTGCTGCCAACCTGTCATTGACTTTTACTGAGCTAGATTTCCTGGATCGT 
TTTGATGCCGCTTCGAAGCATGCTTTCAGTGCCGTGGAGTTTCAGTACCCTTACGATTTC 
GATGTTCAAGAGATTAAACAGCGTGCTGATTCCGCAGGTCTGCCCATTGAACTGTTCAAT 
GCCCCACCTGGGGATACTTTTGGTCTTGCGGCACTGGCTTCCCCTGAAGACTTTCAACAA 
T C CAT C G AG C AG G C CAT C AC G T AC G C C AC AG T GT T G AAG C C AAAG AAG AT GC AT G T CAT G 
GCTGGCATCGCGGACGTAACCTCAGAAACCACGGCGCGCTATGTGGAGAATATTCGCTGG 
GCTGCGCAGCAACTAGACAAGCTCGACGTTGTCGTTGTTATTGAACCAATTAATCACTAT 
TCGGTTCCCGGTTATTTCCTGCACACTTTAGAGCAGGCGTATTGGCTTATCGACAGCATT 
GCCCACCCCAATGTGAAGATCTTATTCGATACTTTCCACCTTCAGCAGATTCATGGCAAT 
CTCACCCGCCGCCTGCGCGAGGTTCATGGCGCAGGTCTTTTGGGACACGTGCAAGTGGCC 
TCAGTTCCTGATCGACACGAACCTGGCACTGGCGAAGTCAATGCGGCGTATATCTTCCAA 
CTCCTAAGCGAACTGGGATATGACGGTGTCATCGCTGGCGAATACCACCCTGCTGGTGAA 
ACTACAGCCGGTTTGGGCTGGTTGGAGCTC 

>RXA0108 9-downstream 
TAGATCGTAAGTGGTGTCGTACC 

>RXA01093-upstream 

CAGAGGCGTAGAACATTGTCTGTTCACACTCTGGGTCGCAAGATTCATCGAGAATTAATG 
GTAGTACCTGTGGCTTGAGGGGGAATGACGTACTAGGCTT 

>RXA010 93 

ATGGGCGTGGATAGACGAACTAAGATTGTATGTACCCTAGGCCCAGCGGTGGCTAGTGCA 
GATGGAATTCTGCGTTTGGTAGAAGACGGCATGGATGTTGCTCGCCTCAACTTCTCCCAT 
GGTGACCACCCAGATCATGAGCAAAACTACAAGTGGGTCCGCGAGGCGGCGGAGAAGACT 
GGCCGTGCAGTCGGTATTCTCGCAGACCTCCAAGGACCGAAGATCCGTCTTGGCCGTTTC 
ACTGACGGCGCAACCGTGTGGGAAAACGGCGAGACCATTCGGATCACCGTTGACGATGTA 
GAGGGAACGCACGATCGTGTGTCCACCACCTACAAGAATCTGGCAAAAGACGCGAAGCCA 
GGCGACCGCCTGCTCGTTGATGACGGCAAGGTTGGCCTCGTCTGCGTTTCCGTCGAAGGT 
AACGACGTCATCTGTGAGGTTGTTGAGGGCGGACCAGTCTCCAACAACAAGGGTGTTTCC 
CTGCCAGGTATGGATATTTCCGTACCTGCACTGTCCGAAAAGGATATCCGTGACCTGCGC 
TTCGCCCTGAAGCTCGGCGTGGACTTTATTGCACTGTCCTTCGTACGTTCCCCAGCAGAT 
GCTGAACTCGTTCACAAGAT CATGGACGAAGAAGGTCGTCGTGTTCCTGTGATCGCCAAG 
CTGGAAAAGCCAGAGGCTGTCACCTCCCTCGAGCCAATCGTGTTGGCATTCGACGCCGTC 
ATGGTTGCTCGTGGTGACCTCGGCGTTGAGGTTCCTCTGGAGGAGGTTCCACTGGTTCAG 
AAG C GC G C AAT C C AG AT T GC C C G T GAG AAC G C AAAG C C AG T TAT C G T G GC AAC C C AG AT G 
CTGGATTCCATGATTGAGAACTCCCGCCCAACCCGTGCGGAAGCTTCTGACGTGGCAAAC 
GCTGTGCTCGATGGCGCAGATGCTGTCATGCTTTCTGGTGAAACTTCAGTGGGCAAAGAT 
CCGCACAACGTTGTGCGCACCATGTCTCGCATTGTTCGCTTCGCTGAAACCGACGGTCGC 
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GTCCCAGACCTGACCCACATCCCTCGCACTAAGCGTGGCGTTATTTCCTACTCTGCACGT 
GATATCGCCGAGCGCCTCAACGCTCGTGCATTGGTTGCGTTCACCACCTCTGGTGATACC 
GCAAAGCGTGTGGCTCGTCTGCACAGCCACCTGCCACTGCTCGTGTTCACTCCAAATGAG 
GCAGTTCGCTCTGAGCTGGCGCTGACCTGGGGTGCAACCACCTTCCTGTGTCCACCTGTC 
AGCGATACCGATGACATGATGCGCGAAGTCGACCGTGCTCTTTTAGCAATGCCTGAGTAC 
AACAAGGGTGACATGATGGTTGTTGTTGCAGGTTCCCCTCCTGGTGTTACCGGTAACACC 
AACATGATTCACGTCCACCTTCTTGGTGACGACACAAGGATTGCAAAGCTC 

>RXA010 93-downstream 
TAATCGCTTAAATCTTTCAAAAA 

>RXA01099-upstream 

G GAT GAG G GC AT T GAT T C CG T CAT CAT T G GC AAG G CAC T T TAT GAG C AC AAGT T C AC C C T 
CGAAGAGGCTTTGGCTGCAGTAGAAAAGCTCGGTTAATAC 

>RXA01099 

ATGGATGCTCGTGGGATGTTGGCCATTGCGGAGGCCGTTGTAGATGATGCCGAAGCCCTC 

TTCATGCAGGGCTTCGGAGCTGCACCTGCCCATATGAAATCCCCGGGGGATTTTGCCACG 

GAAGTGGATATGGCCATCGAATCCCATATGCGTTCGATGCTGAACATGATGACAGGCATT 

GCTGTCATCGGTGAAGAAGGTGGCGGTGCGACCTCCGGCACGCGCTGGGTGATTGATCCC 

ATCGACGGCACCGCCAACTTCGCGGCGTCCAACCCGATGAGCGCGATCCTGGTGTCTTTG 

CTTGTCGACGACCAGCCCGTCCTGGGTATTACCTCCATGCCCATGCTGGGTAAACGCCTC 

ACCGCTTTTGAAGGTTCACCGCTGATGATCAACGGTGAACCTCAGGAACCATTGCAAGAA 

CAATCCAGTTTGGTATCCCACATTGGTTTTAGTTCCATGGCCTCCCCGCGCAATACAGCG 

TTTCCTGTGGAGTTGCGTCGGGATCTTCTGACCGAGCTCACGGAATCGTATCTTCGTCCC' 

CGCATTACAGGTTCGGTGGGTGTTGATCTCGCGTTCACTGCGCAGGGCATTTTTGGAGCA 

TGCGTATCGTTTAGTCCTCATGTTTGGGACAATTCCGCAGGCGTGATGTTGATGCGCGCT 

GCTGGTGCACAAGTTACTGACACCGAAGGCCATCCGTGGGCACCAGGTAGGGGAGTCGTG 

GCCGGAACAAAAAGGGCTCACGATGTGCTGTTAAGTAAGATTGAAAAAGTTCGGTTGATG 

C AT GC AG AT G C AGGT AAT GAC C AGT C GT T AAAT G AGG AG T AC AAG 

>RXA010 99-downstream 
TAAAATGGGCGTGGCAATTCGAG 

>RXA01111-upstream 

AGAAAACC C T GC CGAT GC AAAC T T T G AGG AGAG AT T CAAT C AAG G AAT AG AAAT CAT T C T 
GGTGGGTCTAGACGCGCTTGGGCATATAAGATGACGTTCC 

>RXA01111 

ATGACATCAACGATTGAGCACTCGTACCAAGTTTGGCCTGGACATGCTTATCCTCTGGGT 
TCAACCTAT GACGGTGCTGGAACGAACTTCGCACTCTTCTCCGACGTTGCAGAGCGTGTT 
GAGCTGTGTCTATTAGATGCAGATAACAACGAGACTCGAATTCCACTCGAAGAGCGCGAT 
GCCCACATTTGGCATTGCTACCTTCCTGGCGTTCAACCTGGACAGCGCTACGGATTCCGA 
GTTCATGGCCCGTGGAACCCAGATGAGGGTAAGCGGTGCGACGCGAACAAACTTCTAGTT 
GATCCCTATGCTCGTGCTTTCGATGGAGATTTTGATGGACATCCGTCACTATTTTCTTAC 
GACAT CAC C AAT CC AAAT GAC C CC AAC GG T C G CAAT AC C G AAG ACAGC AT T GAT CAC AC A 
ATGAAGTCTGTCGTGGTGAACCCATTC 



GTTGGTGCCCTGACTGGTCTTGAGCGCGTTGAGAAGATCACCCGCATCAATGGCCGTGGC 
CTGGATCTGCGCGCAGAGGGTCTGAACCTCTTCCTGCAGTACACTGACGCTCCTGGTGCA 
CTGGGTACCGTTGGTACCAAGCTGGGTGCTGCTGGCATCAACATCGAGGCTGCTGCGTTG 
ACTCAGGCTGAGAAGGGTGACGGCGCTGTCCTGATCCTGCGTGTTGAGTCCGCTGTCTCT 
G AAG AGCTGGAAGCTG AAAT CAACGCTGAGTTGGGTGCTACTTCCTTCCAGGTTGATCTT 
GAC 

>RXA01130-downstream 

T AAT T AGAGAT C CAT TTGCTTGA 

>RXA01133-upstream 

TGTTTCTAGTCGCACGCCAAAACCCGGCGTGGACACGTCTGCAGCCGACGCGGTCGTGCC 
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TGTTGTAGACGGACATTCCTAGTTTTTCCAGGAGTAACTT 
>RXA01133 

GTGAGCCAGAATGGCCGTCCGGTAGTCCTCATCGCCGATAAGCTTGCGCAGTCCACTGTT 
GACGCGCTTGGAGATGCAGTAGAAGTCCGTTGGGTTGACGGACCTAACCGCCCAGAACTG 
CTTGATGCAGTTAAGGAAGCGGACGCACTGCTCGTGCGTTCTGCTACCACTGTCGATGCT 
GAAGTCATCGCCGCTGCCCCTAACTTGAAGATCGTCGGTCGTGCCGGCGTGGGCTTGGAC 
AACGTTGACATCCCTGCTGCCACTGAAGCTGGCGTCATGGTTGCTAACGCACCGACCTCT 
AATATTCACTCCGCTTGTGAGCACGCAATTTCTTTGCTGCTGTCTACTGCTCGCCAGATC 
CTGCTGCTGATGCGACGCTGCGTGAGGGCGAGTGGAAGCGGTCTTCTTTCAACGGTGTGG 
AAATTTTCGGAAAAACTGTCGGTATCGTCGGTTTTGGCCACATTGGTCAGTTGTTTGCTC 
AGCGTCTTGCTGCGTTTGAGACCACCATTGTTGCTTACGATCCTTACGCTAACCCTGCTT 
CGTGCGGGT 

>RXA01193-upstream 
CACCAGGAGTCGGT 

>RXA01193 

ATGCGCGTGGCTCTGTCCGGCCTGACCATGGCGGAGTACTTCCGCGATGTTCAGAACCAG 
GACGTGCTGCTGTTCATCGACAACATCTTCCGTTTCACCCAGGCAGGTTCTGAGGTTTCC 
ACCCTTCTGGGTCGTATGCCTTCCGCCGTGGGTTACCAGCCAACCCTGGCTGACGAGATG 
GGTGTTCTCCAGGAGCGCATTACCTCCACCAAGGGCCGTTCGATTACCTCTCTGCAGGCC 
GTTTACGTTCCTGCCGATGACTACACCGACCCGGCTCCAGCGACCACCTTCGCTCACTTG 
GATGCAACCACCGAGCTTGACCGCTCCATTGCTTCCAAGGGTATTTACCCAGCAGTGAAC 
CCACTGACCTCCACCTCTCGTATTCTCGAGCCAGCAATCGTTGGTGAGCGTCACTACGAG 
GTTTCTCAGCGTGTCATCGGCATTCTGCAGAAGAACAAGGAACTTCAGGACATCATCGCC 
ATCCTTGGTATGGACGAGCTTTCTGAAGAGGACAAGATCACCGTTGCACGTGCGCGTCGC 
ATCGAGCGCTTCCTGGGTCAGAACTTCTTCGTTGCAGAGAAGTTCACCGGTCTTCCTGGC 
TCCTACGTGCCACTGACCGACACCGTCGACGCTTTCGAGCGTATTTGCAACGGCGACTTC 
GACCACTACCCAGAGCAGGCTTTCAACGGCCTCGGTGGTTTGGACGATGTCGAAGCTGCA 
TACAAGAAGCTGACCGGAAAG 

>RXA01193-downstream 
TAAGGTAGAGACACATGGCTGAA 

>RXA0 11 94 -upstream 

ACTTCGACCACTACCCAGAGCAGGCTTTCAACGGCCTCGGTGGTTTGGACGATGTCGAAG 
CTGCATACAAGAAGCTGACCGGAAAGTAAGGTAGAGACAC 

>RXA01194 

ATGGCTGAAAT CACCGTTGAACTGGTGTCTGTAGAGCGCATGCTGTGGGCCGGCCAGGCC 
TCCATCGTGACTGCACAGACCACCGAGGGTGAGATCGGCGTGCTGCCCGATCACGAGCCT 
CTTCTCGGCCAATTGGTTGAGAACGGTGTCGTGACCATCCAGCCGATCGACGGCGAAAAG 
CTTATCGCCGGCGTTTCGGATGGATTCCTCTCCGTATCTAAGGAAAAGGTGACGATCCTC 
GCGGACTTCGCCGTCTGGGCGAATGAGGTTGATACCGCATCCGCCGAGGCTGACCTTAAT 
TCGGACGACGAGCTGGCCAAGGCA CACGCCGAGGCTGGGCTGCGCGCGGTCCGCCGCAGC 
AGCGAAGGTCTC 

>RXA0 11 94 -downstream 
TAAACCTCCGTTTAGCTGAAGTA 

>RXA01200 

GGCTGTCTTCGGTGGAAAAGTGAGCCATCTGTTCTCGAAGTCCTCAAGGACGCCGCAGAG 
CAGACCTGGTCCACTCCACGCGAGTTCCGCGCTGGACTAGTCCAACTTGGCCGTCGCGCC 
CTTCTTCGCTCTGCGGAGAAACAGGGTCAGCTTGGTCAGGTGGAAGATGAACTGTTCCGA 
C T C AG C C G AAT C C T G GAT CG C G AAAG C AAGC T G AC T C AG C T T C T T T C AG AT C G C AC T C AG 
GAAATTGGCGGTCGACGTGACCTCCTGGCTAAGGTGCTCTACGGCAAGGTAACTGCTGTT 
ACCGAAGCCCTCGCACTGCAGGCTATTGGTCGCCCTGAGCACAACCCAATTGACGATATC 
GCAGCTTTGGCTGGCGCTGTAGCAGAGCTACAGGGTCGTTCCGTTGCACATGTCGTTACC 
GCAGTTGAACTCAACGAGGGACAGCAACAAGCGCTAGCTGAAAAGCTGGGACGTATTTAT 
GGTCGTGCGATGAGCATCCACTCCGAGGTTGATACCAGCCTCCTCGGTGGAATGATCATC 
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CGCGTCGGAGACGAAGTAATTGACGGCAGCACCTCGGGCAAACTCGAGCGTCTGCGGGCA 
AGCTTCGCA 



>RXA01200-downstream 
TAAAGACACGACGAATTAGACAA 



>RXA01201-upstream 

TCGGGCAAACTCGAGCGTCTGCGGGCAAGCTTCGCATAAAGACACGACGAATTAGACAAC 
AT T AG T AAT GC T G G AAG AAAC AAC C GAG AG C AGG AAG AAC 



ATGGCGGAGCTGACGATCTCCTCCGATGAGATCCGTAGCGCGATTGCGAACTACACCTCG 

AGCTACTCCGCGGAGGCCTCCCGTGAGGAGGTCGGCGTGGTTATTTCGGCCGCTGACGGT 

ATCGCCCAGGTTTCGGGCCTCCCGTCAGTAATGGCGAATGAGCTCCTCGAATTCCCGGGC 

GGCGTCATCGGCGTCGCACAGAACCTTGAAGCTGACCGAGTCGGCGTCGTGGTCCTGGGT 

AACTACGAGCTACTTAAAGAAGGCGACCAAGTTCGTCGTACTGGAGACGTTCTGTCTATC 

CCAGTCGGCGAGGCATTCCTTGGCCGCGTTATCAACCCCCTTGGCCAGCCAATTGACGGC 

CTGGGCGAAATTGCATCCGAAGAGGACCGCGTCCTCGAGCTTCAGGCACCAACCGTGCTT 

GAGCGCCAGCCTGTCGAGGAGCCTTTGGCAACCGGCATCAAGGCTATCGATGCAATGACC 

CCAATCGGCCGCGGTCAGCGTCAGCTGATCATTGGTGACCGTAAGACTGGCAAGACCGCA 

GTCTGTGTCGATACCATCCTTAACCAGAAGGCCAACTGGGAGACCGGCGACAAGACCAAG 

CAGGTTCGCTGCATCTACGTCGCAATCGGTCAGAAGGGCTCCACCATTGCAGCCCTGCGT 

AAGACCCTCGAGGAGCAGGGCGCTCTCGAGTACACCACCATCGTGGCTGCACCCGCTTCC 

GATGCTGCAGGCTTCAAGTGGCTTGCACCATTCGCTGGCGCTGCTCTCGCCCAGCACTGG 

ATGTACCAGGGCAACCACGTCCTGGTCATCTACGATGATCTGACCAAGCAGGCTGAGGCA 

TACCGTGCTATCTCCCTGCTGCTGCGTCGCCCACCGGGCCGCGAAGCATACCCAGGTGAC 

GTCTTCTACCTGCACTCCCGTCTGCTGGAGCGCGCTGCGAAGCTGTCCGATGAACTAGGC 

GCAGGTTCTATTACAGCACTGCCAATCATTGAGACCAAGGCTAATGACGTTTCCGCCTTC 

ATTCCTACCAACGTGATTTCCATCACCGACGGTCAGGTATTCCTTGAGTCCGACCTGTTC 

AACCGTGGCGTTCGCCCGGCGATCAACGTCGGTGTATCCGTCTCCCGTGTCGGTGGCGCA 

GCTCAGACCAAGGGTATGAAGAAGGTTGCCGGTTCTCTCCGTCTGGATCTGGCTGCATTC 

CGCGACCTGGAAGCATTCGCTACCTTCGCATCTGACTTGGATGCTGCATCCAAGTCTCAG 

CTTGAGCGTGGCCAGCGCCTCGTTCAGCTGTTGATTCAGTCTGAGAACGCACCTCAGGCT 

GTTGAGTACCAGATCATTTCTCTCTGGCTTGCAGGCGAAGGCGCATTCGACAACGTTCCT 

GTTGAAGATGTTCGTCGCTTCGAGTCCGAACTGCACGAGTACTTAGGCTCCAACGCTGCA 

CAGGTCTACGAGCAGATCGCTGGTGGAGCTCAGCTTTCCGACGAGTCCAAGGAAACCTTG 

C T C AAG GC AAC C GAAG AT T T C AAG AG C GC T T T C C AG AC C AC C GAT GGC AC CCCTGTCATC 
AACGAGCCTGAGGTTGAAGCACTCGATGCAGGCCAGGTCAAGAAAGACCAGCTCACCGTT 

TCCCGCAAGGTCAGCAAGAAG 



>RXA01201-downstream 
TAAGGCAGCGAGCCTACACTAAA 



>RXA01202-upstream „, ~,«^ 

AGAAAGACCAGCTCACCGTTTCCCGCAAGGTCAGCAAGAAGTAAGGCAGCGAGCCTACAC 

TAAATGACTGTCCAAGCAACTGAAGGGAGGCGTGTGAACC 
>RXA01202 

ATGGCAACAATTCGTGAATTGCGTGACCGAATTCGTTCGGTTAACTCAACCAAGAAGATC 
ACCAAGGCTCAAGAGCTCATCGCCACCTCTCGCATCACCAAGGCACAGGGTCGCGTCGCG 
GCAGCTGCGCCGTACGCCGAGGAAATCCAGCGCGTGCTGGAGCGCCTCGCGTCGGCAAGC 
TCCCTAGACCACCCAATGCTGCGTGAGCGTGAAGGCGGCAAGCGAGCCGCCGTGCTCGTG 
GTTACTTCTGACCGCGGCATGGCTGGTGGCTACAACCACAACGTTCTGAAAAAGGCAGCG 
GAGCTGGAAAAGCTTCTTGCTGAAAGTGGATACGAAGTGGTTCGTTATGTCACCGGCAAA 
AAGGGCGTCGACTACTACAAGTTCCGCGCTGAAGATGTGGCTGGCACCTGGACTGGATTC 
TCACAGGATCCAGACTGGGCAGCTACCCACAACGTGCGCCGTCACCTCATTGATGGTTTC 
ACCGCCAGCTCTGAAGGTGAAGCTGCATGGCGCGAGGGACTGAACCTACCAGAAGGCCAG 
GATATCCAGGGCTTCGACCAGGTTCACGTGGTCTACACCGAGTTCATCTCCATGCTGACT 
CAAAACCCAGTAGTGCACCAACTGCTGCCTGTTGAGCCAGTCATCGAAGATGAAATTTTC 
GAAAAAGGCGAGGATCTGCTGTCCTCTTCCGGCGAAGTCGAACCCGACTACGAGTTCGAG 
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CCGGATGCAGACACTCTGCTTGAGGCACTGCTTCCGCAGTACGTCTCTCGTAGGCTGTTC 
TCCATCTTCTTGGAGGCTGCAGCTGCAGAGTCCGCTTCACGTCGAAACGCGAT GAAGTCT 
GCGACTGACAACGCTACGGAACTGGTCAAGGACCTGTCCCGTGTGGCCAACCAGGCACGT 
CAGGCACAGATCACCCAGGAAATCACAGAGATTGTTGGTGGCGCAGGCGCGCTCGCCGAC 
AGC G G AGAAAG T G AC 

>RXA01202-downstream 
TAAT TAT G AC T AC AG C T C T T GAA 



>RXA0 120 3-upstr earn 

GTGTGGCCAACCAGGCACGTCAGGCACAGATCACCCAGGAAATCACAGAGATTGTTGGTG 
GCGCAGGCGCGCTCGCCGACAGCGGAGAAAGTGACTAATT 

>RXA01203 

ATGACTACAGCTCTTGAAGAGCAGAACGCACAGCAGGCAGCCACTGCCGGCCGTGTCGTG 
CGTGTCATTGGTGCGGTCGTCGACGTGGAGTTTCCCCGCGGCGAGCTGCCAGCACTGTAC 
AACGCACTTACTGTAGAGGTAACCCTCGAATCAGTTAAGAAGACCGTTGTTCTCGAGGTT 
GCTCAGCACCTCGGCGACAACCTCATCCGCACCATCGCTATGGCACCAACCGACGGACTT 
GTCCGCGGTGCTGCTGTAACCGATACTGCACGCCCAATTTCCGTACCAGTGGGCGATGTT 
GTTAAGGGCCACGTATTCAACGCTTTGGGCGACTGCCTAGACGACGTTTCCCTGAACAAC 
AACCCAGAGATCGAGCGTTGGGGCATCCACCGCGAGCCACCATCATTCGATCAGCTTGAG 
GGTAAGACCGAGATCCTGGAAACAGGCATCAAGGTTATCGACCTTCTCACCCCTTACGTT 
AAGGGTGGAAAGATCGGCCTCTTCGGTGGTGCAGGTGTGGGTAAGACCGTTCTTATCCAG 
GAAATGATCACCCGTATTGCACGTGAGTTCTCCGGTACTTCCGTGTTCGCAGGTGTTGGT 
AAGCGTACCCGTGAGGGCACCGACCTCTTCCTCGAAATG 



>RXA01204-upstream 

TTACAGCGAGTTTTTCAGACGTCCATCGCACCGTGCACAACAACATTTCAGGTGCACGGC 
CC GAAC AC GGGAGAG AAC GC T GAGCG T T AC AAC AC T G T CC 

>RXA01204 

ATGAAGGGCGAATTCCACGCCCCCGATTTGGACAAAGAATTTTTCCCGGGGCACGTAACC 
GATAGTGGTGAAGTCGTGAACATGCTGTTCACCGATTTCGCTAATGGTTGGTTCGCAATG 
GACCGCATCGTATTGATCCGTCTTCTTATGACGGCAGTCGTTGTGGTCTTCTTCCTTTGG 
GCTATGCGCAAGCCAAAGCTTGTTCCGCATGGCGTCCAGAATTTTGCAGAGTACGCACTC 
GATTTCGTTGGTATTCACATCGCTGAAGACATCCTCGGAAAGAAGAAAGGTCGTCGGTTC 
CTGCCGATCCTGGCCACCATCTTCTTCGCGGCTCTGTTGATGAACCTTGCAACGATCATC 
CCGGGACTAAACATCTCCTCCAACTCACGTATTGCATTCCCAATCGTGATGGCGGTAGCT 
GGTTACATCGCGTTTATCTACGCAGGCTCTAAGCGTTACGGATTCTTCAAATATGTGAAG 
TCTTCTGTTGTGATTCCGAACATTCCACCAGCACTTCACGTCTTGGTGGTTCCAATTGAG 
TTCTTCTCTACATTCATCTTGAGGCCAGTCACCCTGGCACTGCGTTTGATGGCCAACTTC 
CTTGCTGGCCACATCATCCTGGTTCTGCTTTTCTTCGCAACGAACTTCTTCTTCTTCCAG 
TTCAACGGATGGACAGCAATGTCCGGCGTAACCATCTTGATGGCAGTACTCTTCACGGTT 
TACGAGATCATTGTTATCTTCCTGCAGGCATACATCTTCGCT 

>RXA01216 

ACCGACCACACTCTGTCTGCACTGCTGGATGCACACGTGGAAGTTCCAACCGCTGTCACC 
GTGTTGACCATGCGTCTGGATGACCCCACCGGCTACGGCCGCATCGTGCGCAACGAAGAA 
GGCGAAGTCACCGCCATCGTTGAGCAAAAAGATGCTTCAGCAGAAGTCCAAGCCATCGAT 
GAGGTCAACTCCGGTGTCTTTGCTTTCGACGCCGCCATCTTGCGTTCCGCACTGGCTGAA 
CTGAAGTCCGACAACGCTCAGGGCGAGCTGTACCTGACCGACGTTTTGGGCATTGCTCGT 
GGCGAGGGCCACCCAGTGCGCGCCCACACCGCCGCCGATGCTCGTGAACTCGCCGGCGTC 
AACGATCGTGTGCAGCTCGCAGAAGCCGGCGCCGAACTAAACCGTCGCACCGTCATCGCC 
GCTATGCGTGGTGGCGCAACCATCGTTGATCCAGCAACCACCTGGATCGATGTGGAGGTT 
TCTATCGGACGCGACGTGATCATCCACCCTGGCACCCAGCTCAAGGGCGAAACTGTCATC 
G G AG ACC G C G T T GAAG T T G G T C C AGAC AC C AC C T T G AC C AAC AT G AC CAT C G G C GACGG C 
GCATCCGTAATCCGCACCCACGGTTTCGACTCCACCATCGGTGAAAACGCCACCGTTGGC 
CCCTTCACCTACATCCGCCCAGGAACCACACTGGGACCAGAAGGCAAGCTCGGTGGCTTC 
GTAGAAACCAAGAAGGCCACAATCGGCCGTGGCTCCAAGGTTCCACACCTCACCTATGTC 
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GGCGACGCCACCATCGGCGAGGAATCCAACATCGGAGCCTCCTCTGTCTTCGTGAACTAC 
GACGGTGAAAACAAGCACCACACCACCATCGGCAGCCACGTTCGCACTGGTTCTGACACC 
ATGTTTATCGCTCCAGTGACCGTGGGTGACGGAGCGTATTCCGGAGCCGGTACAGTAATT 
AAAGACGATGTTCCGCCAGGAGCCCTTGCCGTGTCCGGCGGACGCCAACGAAACATCGAA 
GGCTGGGTGCAAAAGAAGCGCCCTGGAACCGCTGCAGCACAAGCCGCAGAAGCCGCCCAA 
AAC G T C C AC AAC C AG G AAG G C 

>RXA01216-downstream 
TAAGCAGGATCCTCATGACTGCT 

>RXAG1225-upstream 

TTTGGGCTAATGTTGGGGGGAGTGCTTTCAACTATCCACGAGAGCTGCCCAGTGATAAAC 
CCCGGGTTAACCCCACGCCTAAGTCAGTGAAGGACTTTTT 

>RXA01225 

ATGACGCACAACCACAAGGACTGGAACGATCGCATTGCAGTTGCGGAGGAAATGGTGCCG 
TTGATCGGGCGCCTGCACCGCAACAACAACGTGGTGGTTTCCGTATTCGGTCGTCTCCTT 
GTGAATGTCTCAGACATCGATATCATCAAGTCTCACCGCTACGCCCGCCACATCATATCC 
AAGGAACTTCCACTGGAAAGCTCCTTGGATATTTTGCGCGAACTGGTAGATATGAACCTT 
GGTACCGCATCGATCGACCTGGGACAGCTGGCCTACAGCTTCGAAGAATCCGAAAGCACC 
GACCTGCGTGCCTTCCTGGAGGACGCTCTCGCGCCGGTCATTGGTGCGGAAACCGACATC 
AACCCAACTGATATCGTGCTGTACGGTTTCGGCCGCATCGGTCGCCTGCTGGCCCGCATC 
CTGGTTTCCCGCGAGGCACTGTATGACGGTGCTCGTCTGCGCGCCATCGTGGTCCGCAAA 
AATGGTGAAGAAGACCTGGTCAAGCGCGCATCCTTGCTGCGTCGTGATTCTGTCCACGGT 
G GAT T C GAT GG C ACC AT C AC C AC C GAT TAT G AC AAC AAC AT CAT C T G G GCC AAC GGC AC C 
C CAAT C AAGG T CAT C T AC T C CAAT GACC C AGCC ACC AT T GAT T AC ACCGAAT ACGGCATC 
AATGACGCCGTCGTGGTAGACAACACCGGCCGCTGGCGTGACCGCGAAGGCCTGTCCCAG 
CACCTCAAGTCCAAGGGCGTTGCCAAGGTTGTACTCACCGCGCCGGGCAAGGGCGATCTG 
AAG AAC AT C GT G T ACG G CAT C AAC C AC AC C G ACAT C ACC G C AGAT GAT C AGAT C G T T T C C 
GCAGCATCATGCACCACCAATGCCATTACCCCAGTGCTCAAGGTGATCAATGATCGCTAC 
GGCGTGGAATTCGGCCACGTAGAAACCGTTCACTCCTTCACCAATGACCAGAACCTGATC 
GACAACTTCCACAAGGGTTCTCGCCGTGGTCGCGCAGCAGGTCTGAATATGGTTCTCACC 
GAAACCGGCGCTGCAAAGGCTGTATCCAAGGCGCTTCCAGAGCTGGAAGGCAAGCTCACC 
GGCAATGCCATCCGCGTTCCTACCCCTGACGTGTCCATGGCTGTGCTCAACTTGACCCTG 
AACACGGAGGTGGACCGCGATGAGGTCAACGAGTTCCTCCGCCGTGTGTCCCTGCACTCT 
GACTTGCGCCAGCAAATCGACTGGATCCGTTCCCCAGAGGTTGTTTCCACTGACTTCGTG 
GGCACCACCCACGCGGGCATCGTTGATGGTCTAGCCACCATCGCAACCGGTCGCCACCTG 
GTGCTTTACGTGTGGTACGACAACGAGTTCGGCTACTCCAACCAGGTCATTCGCATCGTC 
GAGGAGATCGCCGGCGTGCGTCCTCGCGTGTACCCGGAGCGCAGGCAGCCAGCCGTACTA 

>RXA0122 5-downstream 
TAGGTTATCCAAGCCTAATACAC 

>RXA0 122 7 -upstream 

GGATAATCGAAAATATGTGCCCCTTGGTGAAGGGTCGGGGAGCTAATAGGATGACAGTGA 
ACCTATTTTCCACGTCTTTATCCGTAGTATTGGAGATCCG 

>RXA01227 

ATGACCTACACAATCGCCCAGCCCTGCGTTGATGTCCTGGATCGAGCCTGCGTCGAGGAA 
TGTCCCGTGGACTGCATCTACGAGGGCAAACGGATGCTCTACATCCACCCCGATGAGTGC 
GTCGACTGCGGTGCCTGCGAGCCCGTCTGCCCGGTTGAAGCCATCTTCTACGAAGATGAT 
GTTCCCCACGAATGGTGGGACTACACCGGCGCTAACGCCGCCTTTTTCGACGACCTCGGT 
TCGCCAGGCGGTGCCGCCAGCCTGGGTCCGCAGGACTTCGACGCCCAGCTCGTCGCGGTG 
CTGCCGCCACAGAACCAGAAC 

>RXA0 12 27 -downstream 
TAGGACCTGATATCGGCCCTAAA 

>RXA0124 2-upstream 

CGCCGGCAACCAAATGAGGCTTTTGGGCGTTGGACAGTGAGACAATGGGTAAGAAATTCG 
GACATATTTAGTAAATTGGCTTTTTGCTTTAAGGAGTGAC 
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>RXA0 12 4 2 

ATGTACGCAGAGGAGCGCCGTCGACAGATTGCCTCATTAACGGCAGTTGAGGGACGTGTA 

AATGTCACAGAATTAGCGGGCCGATTCGATGTCACTGCAGAGACGATTCGACGAGACCTT 

GCGGTGCTAGACCGCGAGGGAATTGTTCACCGCGTTCACGGTGGCGCAGTAGCCACCCAA 

TCTTTCCAAACCACAGAGTTGAGCTTGGATACTCGTTTCAGGTCTGCATCGTCAGCAAAG 

TACTCCATTGCCAAGGCAGCGATGCAGTTCCTGCCCGCTGAGCATGGCGGACTGTTCCTC 

GATGCGGGAACTACTGTTACTGCTTTGGCCGATCTCATTTCTGAGCATCCTAGCTCCAAG 

CAGTGGTCGATCGTGACCAACTGCCTCCCCATCGCACTTAATCTGGCCAACGCCGGGCTT 

GATGATGTCCAGCTGCTTGGAGGAAGCGTTCGCGCGATCACCCAGGCTGTTGTGGGTGAC 

ACTGCGCTTCGTACTCTCGCGCTGATGCGTGCGGATGTAGTGTTCATCGGCACCAACGCG 

TTGACGTTGGATCACGGATTGTCTACGGCCGATTCCCAAGAGGCTGCCATGAAATCTGCG 

ATGATCACCAACGCCCACAAGGTGGTGGTGTTGTGTGACTCCACCAAGATGGGCACCGAC 

TACCTCGTGAGCTTTGGCGCAATCAGCGATATCGATGTGGTGGTCACCGATGCGGGTGCA 

CCAGCAAGTTTCGTTGAGCAGTTGCGAGAACGCGATGTAGAAGTTGTGATTGCAGAA 

>RXA01242-downstream 
TGATTCTTACAGTCACTGCAAGT 

>RXA01243-upstream mrT ,^ m m^ 
GCGCAATCAGCGATATCGATGTGGTGGTCACCGATGCGGGTGCACCAGCAAGTTTCGTTG 

AGCAGTTGCGAGAACGCGATGTAGAAGTTGTGATTGCAGA 

>RXA012 4 3 

ATGATTCTTACAGTCACTGCAAGTCCGTATCTGTTGAGCACCAATGAGCTTGACGGCACC 

ATCGAAATTGGCGAAGCAAACAAAATCCGGCAGGTTTCCACTGTTGCCGGTGGTTTTGGC 

ACCGGTGTGGCTGCCACCTTGTTTTATGGCGGCAATGAAACTTTTGCAGTTTTTCCCGCT 

CCAGAAATCTCTCATTACATGCGCCTGGTGACGTTTGCTGGGTTGCCTCATGAAATTATT 

CCGGTGGCAGGTCCCATCCCCATGCATTTGACCATGCGTGATGCAGAGGGCAATGAGACT 

AAGTTCAAAGACTCCCCCATGCCTTTGGATGTGTCCCAGTTGGCAATTCTTCGTGATCTA 

GTGGTGCGTCGAGCCGAAGATGCCGCGTGGGTGTTGTTGGGTGGCAATTTGCCGTCTATC 

GCGCCTGCTGCGTGGTTTGTGGATGTGGTGAGATCACTTCGCTTGTACCACCCTCATGTG 

AAGGTAGCTATCGCAGCAACTGGTGCTGCGTTGCGTGCGGTTATTCGACAGCTTGCAGCT 

ACGTCCCCGGATGCGCTGATTGTGGCTGCGGAAGAAATCGAAATTGCCACTGGATTAGAA 

CCCAAAACCTTGAGAGGTCCATGGGTAGAGGGAGATCTCTCCCCGACTGTGGCGGCAGCG 

CGCGCTTTAATTGATAGCGGTGTCACCGAGGTGTTGGTTACCAACAAGCGGACGGAATCT 

TTGTATGTTTCCGAGTCTGAATCACTGTTAGCCAGCTACGACAGCACCCCTGGTAAGCAG 

GGCGTGAATTGGCGGGAATCTTTTACTGCAGGATTCTTGGCAGCATCCAATGATGGAAAA 

TCCACTGAGGACAGCGTGATCAACGCGGTTGCTTACGCCAACGCTGAAGGCAGTGAGTGG 

GACAACTACATTCCCACACCCGATAAGCTTCGGGCGGAGCACGTGGTCATCAAATCGCTT 

>RXA01243-downstream 

T AGACCACGCAAAAAGCCT CAAA 

>RXA01259-upstream 

AAGAGAATTATTTCTAAAATTCGGTATCGTCTAAGAAATGAGTTTGCCAATAGCTCAGCA 
TCAAAATGCTGTAAAAACTGTCGTGGTACCAGCTGCAGGA 

>RXA0 125 9 

ATGGGAACACGGTTCCTTCCTGCAACGAAGACAATTCCAAAGGAGCTTCTTCCTGTAGTT 
GATACCCCGGGTATTGAACTTGTTGCCAAAGAGGCTGCTGATCTTGGTGCAACTCGGTTA 
GCAATTATCACTGCTCCGAACAAAGACGGAATTCTTAAACACTTCGAGGAGTTCCCTGAG 
CTTGAGGCAACTCTTGAGGCTCGCGGTAAGACTGATCAACTGAATAAAGTTCGAGCAGCT 
CGAGAATTGATTGCAACAGTTCCAGTGGTTCAAGAAAAGCCATTGGGGCTTGGTCACGCT 
GTTGGCCTTGCTGAGTCTGTGCTCGATGATGATGAAGATGTTGTGGCTGTCATGCTGCCA 
GACGATTTGGTGCTGCCATTTGGTGTGACCGAGAGAATGGCAGAAGTTCGCGCTAAGTTT 
GGCGGATCTGTTCTTGCAGCAATTGAGGTGGCTGAAGATGAAGTCTCAAATTACGGAGTA 
TTTAAGCTCGGTGAACTCGATGCAGAGTCCGAAAGTGAAGGCATTAGGCGTGTTGTAGGA 
ATGGTTGAAAAGCCTGCGCCTGAAGATGCACCATCAAGGTTTGCCGCAACGGGCCGTTAT 
CTACTTGATCGAGCTATTTTTGATGCACTGCGTCGAATTGAGCCTGGTGCTGGTGGAGAA 
CTGCAATTAACAGATGCCATCGCATTATTGATCGAAGAAGGCCATCCGGTACACATTGTG 
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GTTCATGAAGGAAAGCGCCATGACCTTGGTAATCCAGCTGGGTACATTCCTGCTGTTGTG 
TACTTCGGACTTCGTCATGCAGAGTACGGTTCCAAGATTCACCGTGCGGTGAAGGAAATA 
CTCGCTGAGTTTGAATCT 

>RXA012 5 9-downstream 
TAAAAAGGAAACCGCCTTCCACA 

>RXA01262-upstream 

TATACTCGTCAAGGGCCTTCGATAAAACAAAGACAATTTTCCCCCGACGGGACAATCTGA 
AAAC T T GCT GT AT CAAT AAAACAC GAAAAG GAAT AC TT T T 

>RXA012 62 

ATGAAAATTGCCGTCGCAGGGCTCGGATATGTTGGGCTTTCAAATGCAGCTCTCCTCTCT 
AAAAAT CATAAAG TTGTTG C AG T T GACAT T GAT GAAGAAC GAG T G AAAC TAG T T C AAG AA 
TTTCGTTCGCCAATTGTCGATAGCGATCTCGAAGAATATCTGTCCACTAAGCCTCAAAAC 
TTAACTGCCACAACGGACGCCGAAGCCGCTTACAAAGGCGCAGATTTTATTGTTATTGCA 
ACGCCAACTAATTACGACCCAGAGTCAAACTTTTTTGATACTTCCAGCGTTGAGTCCGTA 
ATTGAGATAGTCCTTAAGGTTTCTCCTGGATCCACAATCGTAATTAAATCGACTATCCCT 
GTTGGTTTTACATCGGAACTACGCATTAAGCATCCAGAAGCTTCGATTATTTTTTCACCT 
GAGTTCCTGCGTGAAGGCCGAGCATTCTACGACAATCTCTACCCATCCAGAGTTGTCGTT 
GGTGATCGCAGTCCTCTGGGGGAAGAATTTGCGACTCTGTTAGCTGAGGGGGCAAAAGAA 
AAGCC T CC GAT T C TACT T AC GG AC T C AAC T GAGGC AGAGGC GAT T AAAT TAT T T T CT AAT 
ACATATCTTGCACTGCGAGTTGCTTTTTTCAACGAACTGGATACTTATGCGTCTGTTCGA 
AGCTTGGATACTAAGCAGATTATTGAAGGGGTAGGGCTCGATCCACGTATTGGATCTCAT 
T AC AAT AAT CC T T CAT T T G GAT AT G G C G GAT AT TGTCTTCC GAAAG AT AC G AAAC AG C T T 
CTCGCCAACTATAAGGATGTCCCGCAGAATCTAATCTCTGCAGTAGTCCAAGCAAATAAG 
ACTCGTAAGGACTTTATTGCAGAGGATATCCTCAGTAAATCACCTACTGTAGTTGGAATT 
TACCGCCTTGTAATGAAGTCTGGAT CAGATAACTTTCGTTCTTCTTCTATTCAAGGAGTC 
ATGAAACGAATTAAGGCCAAGGGAATCGAAATTGTAGTATTTGAACCGAATCTCGGAGAA 
G AAAC T T T C T AC AAT T C G AAG AT C C T T AAT GACAT C G AAG AG T T T AAG GAT T AC T G C G AC 
ATCATTATTGCAAATCGTCCAACCGATGAGCTTTCTGATGTACCAGAAAAAGTTTATACA 
CGTGATATTTTCCAGCGTGAC 

>RXA012 62-downstream 
TAAGTGGAAAGAATCTT TTGTTG 

>RXA01311-upstream 

TCGTCTCCGCATGGGAACCAGGCGAGAATGGAACCTTCGTCTGCCACGCAGAACCACTGT 
TCTTCGAATCTGTCCCACTGCAGACAAGGAACTACAAGTA 

>RXA01311 

ATGAAACTTACACTTGAGATCTGGCGTCAAGCAGGCCCAACTGCGGAAGGCAAGTTCGAA 
ACCGTCCAGGTTGACGACGCCGTCGCGCAGATGTCCATCCTGGAGCTGCTTGACCACGTA 
AACAACAAGTTCATCGAAGAAGGCAAAGAACCATTCGCGTTCGCCTCTGACTGCCGCGAA 
GGCATTTGTGGTACCTGTGGTCTCCTCGTGAACGGTCGCCCTCACGGCGCCGACCAGAAC 
AAGCCTGCCTGTGCGCAGCGCCTGGTCAGCTACAAGGAAGGCGACACCCTCAAGATCGAA 
CCACTGCGTTCCGCCGCATACCCAGTGATCAAGGACATGGTCGTCGACCGCTCCGCACTG 
GACCGTGTCATGGAACAGGGTGGCTACGTGACCATCAACGCAGGTACCGCACCTGACGCT 
GATACCCTCCACGTCAACCACGAAACCGCAGAACTCGCACTTGACCACGCAGCCTGCATC 
GGCTGTGGCGCATGTGTTGCTGCCTGCCCTAACGGCGCAGCACACCTGTTCACCGGCGCA 
AAGCTTGTTCACCTCTCCCTCCTCCCACTGGGTAAGGAAGAGCGCGGACTGCGTGCACGT 
AAGATGGTTGATGAAATGGAAACCAACTTCGGACACTGCTCCCTCTACGGCGAGTGCGCA 
GATGTCTGCCCCGCAGGCATCCCACTGACCGCTGTGGCAGCTGTCACCAAGGAACGTGCG 
CGTGCAGCTTTCCGAGGCAAAGACGAC 

>RXA01311-downstream 
TAGTCTTTAATCCAAGTAAGTAC 



>RXA01312 

GAGTCGCTGCGTAACGACGGCCGCATCTGGTCCCCTAAGGAACCGAACGATAACCGCGAT 
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CCAAACACCATCCCTGAGGATGAGCGCGACTACTTCCTGGAGCGCCGCTACCCAGCATTC 

GGTAACCTCGTCCCACGTGACGTTGCTTCCCGTGCGATCTCCCAGCAGATCAATGCTGGT 

CTCGGTGTTGGACCTCTGAACAACGCTGCATACCTGGACTTCCGCGACGCCACCGAGCGC 

CTCGGACAGGACACCATCCGCGAGCGTTACTCCAACCTCTTCACCATGTACGAAGAGGCA 

ATTGGCGAGGACCCATACTCCAGCCCAATGCGTATTGCACCGACCTGCCACTTCACCATG 

GGTGGCCTCTGGACTGACTTCAACGAAATGACGTCACTCCCAGGTCTGTTCTGCGCAGGC 

GAAGCATCCTGGACCTACCACGGTGCAAACCGTCTGGGCGCAAACTCCCTGCTCTCCGCT 

TCCGTCGATGGCTGGTTCACCCTGCCATTCACCATCCCTAACTACCTCGGCCCATTGCTT 

GGCTCCGAGCGTCTGTCAGAGGATGCACCAGAAGCACAGGCAGCGATTGCGCGTGCACAG 

GCTCGCATTGACCGCCTCATGGGCAACCGCCCAGAGTGGGTCGGTGACAACGTTCACGGA 

CCTGAGTACTACCACCGCCAGCTTGGCGATATCCTGTACTTCTCCTGTGGCGTTTCCCGA 

AACGTAGAAGACCTCCAGGATGGCATCAACAAGATCCGTGCCCTCCGCGATGACTTCTGG 

AAGAACATGCGCATCACCGGCAGCACCGATGAGATGAACCAGGTTCTCGAATACGCAGCA 

CGCGTAGCCGACTACATCGACCTCGGCGAACTCATGTGTGTCGACGCCCTCGACCGCGAC 

GAGTCCTGTGGCGCTCACTTCCGCGACGACCACCTCTCCGAAGATGGCGAAGCACAACGT 

GACGACCAAAACTGGTGCTTCGTCTCCGCATGGGAACCAGGCGAGAATGGAACCTTCGTC 

TGCCACGCAGAACCACTGTTCTTCGAATCTGTCCCACTGCAGACAAGGAACTACAAG 



>RXA01312-downstream 

T AAT G AAAC T T AC AC T T G AG AT C 



>RXA01325-upstream 

GCGCAGCGCTCGGACGATTACGAACTTCAGGAGAACTCGGGGTCATTCGTTGCATTCTAC 
CCTGGAAATTTTCCCACACTAAGTCAGGTCTAAGTAGGGT 

>RXA01325 

ATGGATATGACGATTTCCCGCTCCACCATGGCCCAAATCCTTGACTACACCCTCCTCGGA 
CCAGAAGTAACCAACTCCGAACTGGCCGCATTTATAGATTCCGCAATTGAGCTGGGAGTC 
GGCACGATCTGTGTCCCCAACAGCATGGTCAACCTAACTGCAAAAGCCCAAGAAGCTGGA 
ATTCGAGTGGCCACCGTCGCAGGATTCCCGCACGGCAAAACCCCCGCGTTGGTGAAAGCC 
GCCGAAGCGCGCCTTGCCGTACAGTCCGGAGCTTCCGAAGTAGATGTTGTTTTGGATATT 
GCGGTAGTGAAAGAGGGAGATGCCAATAGGTTGCTGCAGGAAATTGTGGCAATCAGGGAG 
GCTGTTCCATCTCCTGTGGTGCTGAAATTCATCCTCGAAACAGCTGTTGTGAGTGATGAA 
GCAATTGTGACTGCAGTGAATGCGTTGATTGCTGCTGGTGCTGACTTCGCTAAAACTTCC 
ACGGGATTCCACCCAGCGGGAGGGGCAACTGTTGAGGCTGTTCGGGTGATGGCTTCGGCT 
TCTCGGGGAAGGGTTGGAATTAAGGCTGCCGGTGGGGTGAAAACTTGGGAAGATGCGGTG 
GCGTTTGTTGAAGCAGGGGCTACTCGCATTGGAACTTCTAATGCGGGAGCCATTTTGGAG 

GGTGCGCCGGAG 



>RXA01325-downstream 

T AGT TT GGCGT TCT AATCGGGAC 



>RXAO 1332 

GCAGCACGTGCCGCTGCAGCTGCAGAAGACGCGCCGGGTGCACAGGCCTTCACTCGCATT 
GAAGAT GCTATCGCAGCCGATGCTGTCGACGCAGTGCTGATCGCCGTACCAGGTCAGTTC 
CATGAGCCAGTACTTGTCCCAGCACTAGAAGCAGGCCTTCCCATCCTGTGTGAAAAGCCA 
CTGACCCCAGATTCTGAATCCTCACTGCGCATCGTCGAGCTGGAGCAGAAGCTGGACAAG 
CCACACATCCAGGTTGGTTTCATGCGCCGCTTCGACCCTGAGTACAACAACTTGCGCAAA 
TTGGTGGAATCCGGCGAAGCTGGCGAACTGCTCATGCTCCGCGGCCTGCACCGCAACCCA 
AGTGTTGGTGAGAGCTACACCCAGTCCATGCTGATCACCGACTCCGTCGTCCACGAATTC 
GATGTCATCCCATGGCTCGCAGGCTCCCGAGTTGTCTCCGTTGAAGTGAAGTACCCAAAG 
ACCTCCTCACTGGCGCACTCCGGCCTCAAGGAACCAATCCTGGTGATCATGGAGCTCGAA 

AACGGCGTG 
>RXA01350-upstream 

TGCAGTATCGTCAAGATCACCCAAAACTGGTGGCTGTTCTCTTTTAAGCGGGATAGCATG 
GGTTCTTAGAGGACCCCCTACAAGGATTGAGGATTGTTTA 

>RXA01350 „ m ^„„ 
ATGAATTCCCCGCAGAACGTCTCCACCAAGAAGGTCACCGTCACCGGCGCAGCTGGTCAA 

ATCTCTTATTCACTGTTGTGGCGCATCGCCAACGGTGAAGTATTCGGCACCGACACCCCT 
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GTAGAACTGAAACTTCTGGAGATCCCTCAGGCTCTTGGCGGGGCAGAGGGTGTGGCTATG 
GAACTTCTGGATTCTGCCTTCCCCCTCCTGCGAAACATCACCATCACCGCGGATGCCAAT 
GAGGCATTCGACGGCGCTAATGCGGCGTTTTTGGTCGGTGCGAAGCCTCGCGGAAAAGGC 
GAAGAGCGCGCAGATTTGCTGGCTAACAACGGCAAGATTTTCGGACCTCAAGGTAAAGCT 
ATCAATGACAACGCCGCAGATGACATTCGTGTCCTAGTTGTTGGAAACCCAGCGAACACC 
AACGCGTTGATTGCTTCAGCTGCGGCCCCAGATGTTCCAGCATCCCGCTTCAACGCAATG 
ATGCGCCTTGAT CACAACCGTGCGATCTCCCAGCTGGCCACCAAGCTTGGCCGTGGATCT 
GCGGAATTTAACAACATTGTGGTCTGGGGAAAT CACTCCGCAACCCAGTTCCCAGACATC 
ACCTACGCAACCGTTGGTGGAGAAAAGGTCACTGACCTGGTTGATCACGATTGGTATGTG 
GAGGAGTTCATTCCTCGCGTGGCTAACCGTGGCGCTGAAATCATTGAGGTCCGTGGAAAG 
TCTTCTGCAGCTTCTGCAGCATCCTCTGCGATTGATCACATGCGCGATTGGGTACAGGGC 
ACCGAGGCGTGGTCCTCTGCGGCAATTCCTTCCACCGGTGCATACGGCATTCCTGAGGGC 
ATTTTTGTCGGTCTGCCAACCGTATCCCGCAACGGTGAGTGGGAAATCGTTGAAGGCCTG 
GAGATTTCCGATTTCCAGCGCGCCCGCATCGACGCGAATGCTCAGGAATTGCAGGCCGAG 

CGCGAGGCAGTGCGCGACTTGCTC 

>RXA0 1350 -downstream 
TAATCTTTAACGCATGACTTCGC 

>RXA01365-upstream 

CCTGATCAGGACGAATCATAAGGTTTGCTATTCGGATTGGATCCTTTGGCAGGGGTAGGA 
TTGCAAGCGTTATTTTGTTCCCTAACCCCTTCGAGGATTT 



ATGCGTACCCGTGAATCTGTCACAGCTGTAATTAAGGCGTATGACGTCCGTGGTGTTGTT 
GGTGTCGATATTGATGCTGATTTCATTTCTGAGACTGGCGCTGCCTTTGGTCGGCTCATG 
CGTAGTGAGGGTGAAACCACCGTTGCTATTGGCCATGACATGCGTGATTCCTCCCCTGAA 
TTGGCCAAGGCGTTTGCCGATGGCGTGACTGCACAGGGTTTGGATGTTGTTCATTTGGGA 
CTGACTTCTACTGATGAGCTGTACTTTGCGTCCGGAACCTTGAAGTGTGCTGGTGCGATG 
TTTACTGCGTCGCATAACCCCGCTGAGTACAACGGCATCAAGTTGTGTCGTGCGGGTGCT 
CGTCCGGTCGGTCAGGATTCTGGTTTGGCCAACATCATTGATGATCTGGTTGAGGGTGTT 
CCAGCGTTTGATGGTGAGTCAGGTTCGGTTTCTGAGCAGGATTTGCTGAGCGCATATGCC 
GAGTACCTCAATGAGCTTGTTGATCTGAAGAACATCCGCCCGAT GAAGGTTGCTGTGGAT 
GCGGCAAACGGCATGGGTGGGTTCACTGTCCCTGAGGTATTCAAGGGTCTGCCACTTGAT 
GTTGCGCCACTGTATTTTGAGCTTGACGGCAATTTCCCCAACCATGAGGCCAATCCTCTG 
GAGCCTGCCAACCTGGTTGATTTGCAGAAGTTTACCGTAGAGACCGGATCTGATATCGGT 
TTGGCGTTCGACGGCGATGCGGATCGTTGCTTCGTGGTCGATGAGAAGGGCCAGCCAGTC 
AGCCCTTCGGCGATCTGTGCGATCGTAGCGGAGCGTTACTTGGAGAAGCTTCCGGGTTCC 
ACCATCATCCACAACCTGATTACCTCTAAGGCTGTGCCTGAGGTGATTGCTGAA 

>RXA01369 

AACGAACAGTGCCTCGGCGATGTCGGCGTTCTGGGTGCTCTGCTGTTGAACTTCTACAAA 
CTTGCCCCAGGCGAAGCCCTCTACCTCGACGCCGCAAACCTTCACGCATACATCAGCGGC 
CTCGGCGTAGAGATCATGGCGAACTCCGACAACGTGCTCCGCGGTGGACTGACATCCAAA 
TACGTCGACGTCCCGGAGCTTGTGCGCGTGTTGGATTTCAACTCTTTGGAAAACGCTCGC 
GTGGACGTTGAAGAAGACGGTGCAACGACCCACTACCCAGTTCCAATCAACGAATTCCAA 
CTCGATCGCGTTGCAGTTCAGGGCGAAGCAGAAGCCAACCACGATGGTCCCAT GATTGTT 
CTGTGCACCTCCGGAACTGTTTCCTTGGAAGCAGGGGAGAAGACCCTCGAAGTAGCAGCA 
GGTCACGCCGCATGGGTTCCAGCAAACGACCCAACCATTGCGATGCGTTCTGAGGACGCA 

GAAGTATTCCTCGCTAGGGTT 

> RXAO 1 3 6 9 - d o wri s t r e am 
TAG AT C T T T T T AG AT TAAAAT C A 



>RXA0137 3-upstream 

CTGCGACGGACCTAGCAAAGGGGCGCTGACACAAGCACTGCGTTTGCTGGTGCGCGGACA 
GTCAGCCACGACCTATTCCATTGAAGAAAAGGACTTGTAA 

>RXA01373 

AT GGAGC TAT T GGAAGGC T CACT G CG CAC CTACCCAT GGGGT T CAAGAAC ACT GAT CGCT 
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GATCTCAAAGGCGAAGAATCACCATCGTCTCGCCCAGAGGCCGAAGTCTGGTTCGGTGCC 
CACCCAGGATCACCATCAACCATCGGTGGAAACGCACTCAACGAAGTCATCGCAGCGAAC 
CCCGAAGAAGCATTGGGCACGCGTGTTGCCGAAGCGTTTGAAAATGAGCTTCCATTCCTC 
CTCAAAATCCTCGCAGCGGGAGCACCCCTATCACTGCAGGCCCACCCATCGCTGGAACAG 
GCCCGTGAAGGATTCGCCCGCGAAAACTCAGCAGGAATTGACCTCGGCGCACCGAACCGC 
AACTACCGCGACCCAAACCACAAGCCAGAGCTGATCGTTGCTCTCACGGAATTCATCGCG 
ATGGCAGGCTTCCGCCCACTGCGGAACACCCTCACCATTTTCGACGCCCTCGCCTGCGAA 
CCCCTCGACCGCTACCGCAGCATGCTCACCGTCGACAACGAGGAAGAATCCCTCCGCGCA 
CTGTTTACCACCTGGATCACCATCCCCATCGGTAAACGACACGAACTCATCGATGCCCTC 
ATCAGCAACGCCCACACCTACCTTGAGGCAAGCGATCGTGACGAGGACATCGCATTCGTG 
CTCTCACACATCATCGAGCTCAACGAACAGTACCCCGGCGATGTCGGC 

>RXA0137 7-upstream 

TGAAATGGATTTGCTGCGGCCCCGGAATTACCCTTTTCGCGGCCGTCATCAAATTTGTAC 
C C CC T T AAAGAC AC C CTAAACAC GAG T G AAAT AG GAAC AC 

>RXA0137 7 _ m 
ATGACTTTAACTGACAACAGCAAAAACGTTGATGCTGTCATCTTGGTCGGTGGCAAAGGT 

ACCCGACTGCGCCCCCTGACCGTCAATACTCCAAAGCCAATGCTGCCAACTGCTGGCCAC 

CCATTCTTGACCCACCTTTTGGCCCGCATCAAGGCCGCAGGCATCACACACGTCGTGCTG 

GGAACGTCATTCAAAGCTGAAGTCTTCGAGGAATACTTCGGAGATGGCTCCGAAATGGGC 

TTGGAAATTGAATATGTCGTCGAGGATCAGCCTTTGGGCACTGGTGGTGGCATCCGAAAC 

GTCTACGACAAGCTGCGTCACGATACTGCGATTGTGTTCAACGGCGATGTGCTCTCCGGT 

GCGGATCTCAACAGCATTCTGGACACCCACCGCGAAAAGGACGCAGATCTGACCATGCAT 

CTCGTGCGCGTAGCTAACCCTCGTGCGTTTGGTTGCGTCCCCACCGATGAGGATGGTCGC 

GTCAGCGAATTCCTTGAAAAGACCGAAGATCCACCAACCGATCAGATCAACGCCGGCTGC 

TACGTGTTCAAGAAGGAACTCATCGAGCAGATCCCGGCAGGCCGAGCAGTTTCCGTCGAG 

CGCGAAACCTTCCCTCAGCTGTTGGAAGAAGGCAAGCGAGTCTTCGGCCACGTCGACGCT 

TCCTACTGGCGCGACATGGGCACCCCAAGCGACTTCGTCCGCGGCTCGGCTGACCTGGTC 

CGCGGCATTGCGTACTCCCCATTGCTCGAAGGCAAAACAGGAGAGTCGCTTGTCGACGCC 

TCCGCCGGCGTTCGCGACGGCGTCCTGCTGCTCGGCGGAACCGTAGTCGGCCGCGGCACT 

GAGATCGGTGCCGGCTGCCGCGTTGACAACACTGTTATTTTCGACGGCGTCACCATTGAA 

CCAGGTGCGGTCATTGAAAATTCCATCATTTCCTCGGGAGCACGCATCGGTGCTAATGCG 

CACATCTCCGGTTGCATCATTGGCGAGGGCGCACAGGTTGGTGCTCGGTGTGAACTCAAC 

GCAGGGATGCGCGTCTTCCCAGGCGTTGTGATCCCAGACAGCGGAATTCGTTTTTCGTCT 

GAT C AG 

>RXA0137 7-downstream 
TAGGCATTTTTAGCCCTTTTGGA 

>RXA01392-upstream 

GTCTGCAATCACCCCGAACATTTGTTCAATCGTTGATTTTCATTCCACTTCGTAATATTG 
T T GACATAT CAT C T AAAT T T C C AAGAG AG G AC AC C AC ACA 

>RXA0 13 92 

G T GGC T AAC AC G T CAT C C GAT T GG G C AG GC G C C C C AC AAAAT G CAT CAGC AG ACG GC GAG 
TTCGTTCGCGATACCAACTACATCGATGACCGCATCGTCGCAGACGTTCCAGCGGGATCC 
GAACCAATTGCTCAGGAAGATGGCACTTTCCATTGGCCTGTCGAGGCTGGTCGCTACCGT 
TTAGTCGCTGCCCGCGCATGTCCATGGGCACACCGCACTGTTATCACCCGTCGTCTTCTC 
GGCCTGGAGAACGTGATCTCGCTTGGTCTGACCGGCCCGACTCACGACGTTCGTTCCTGG 
ACTTTCGATTTAGATCCAAACCATCTTGATCCCGTGCTGCAGATTCCTCGTCTACAGGAC 
GCGTATTTCAACCGCTTCCCCGATTACCCGCGCGGCATTACTGTCCCAGCGCTCGTGGAG 
GAATCGTCTAAGAAGGTCGTCACCAACGATTACCCTTCCATCACCATCGATTTCAATCTT 
GAGTGGAAGCAGTTCCACCGTGAGGGTGCGCCTAACCTCTACCCCGCGGAGCTGCGCGAG 

G AGAT GGC GC C GG T GAT G AAG C G CAT C T T C AC T GAG G T C AAC AACG G C G T AT ACAG GAC C 
GGCTTTGCCGGTAGCCAGGAAGCGCACAACGAGGCGTACAAGCGGCTTTGGGTTGCGTTG 
GACTGGCTAGAAGATCGCTTATCGACGCGACGTTACCTCATGGGGGATCACATCACCGAG 
GCGGATATCCGCCTCTACCCAACCCTCGTGCGTTTCGATGCCGTCTACCACGGACACTTC 
AAGTGTGGCCGCAACAAGATCACCGAAATGCCGAATCTATGGGGCTACCTGCGGGATCTT 
TTCCAGACCCCAGGCTTTGGCGACACCACCGATTTCACCGAAATCAAGCAGCACTACTAC 
ATCACCCACGCGGAGATTAACCCCACCCGGATCGTTCCAGTCGGACCAGATCTGTCTGGT 
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TTCGCGACACCACACGGCCGTGAAAAGCTCGGCGGATCCCCATTTGCTGAAGGTGTTACT 
CTGCCTGGCCCAATTCCTGCGGGCGAAGAAGTGAAAAACCCTGAACCTTTTCAGAAG 

>RXA01392-downstream 
TAACTAAGGCCGCAATCCCTCGA 

>RXA0 1 4 36-upst ream 

G C C T AAAC AAAC C AG T C AAC G AC CT TTCCCGTGGC G C AAC AGT C C C T G AC AT C G T C AAC A 
CAGT AGCCAT CACAGCAAT T CAGGCAGGAGGACGCAGC T A 

>RXA0143 6 

ATGGCATTGGCACTTGTTTTGAACTCCGGTTCATCTTCCATCAAATTCCAGCTGGTCAAC 
CCCGAAAACTCTGCCATCGACGAGCCATATGTTTCTGGTCTTGTGGAGCAGATTGGTGAG 
CCAAACGGCCGCATCGTACTCAAAATAGAGGGTGAAAAATATACCCTAGAGACACCCATC 
GCAGATCACTCCGAAGGCCTAAACCTGGCGTTCGATCTCATGGACCAGCACAACTGTGGT 
CCTTCCCAACTGGAAATCACCGCAGTTGGACACCGCGTGGTCCACGGCGGAATCTTGTTC 
TCCGCACCGGAACTTATCACTGATGAAATCGTGGAAATGATCCGCGATCTCATTCCACTC 
GCACCACTGCACAACCCTGCAAACGTTGACGGCATTGATGTTGCTCGAAAAATTCTCCCC 
GATGTCCCACACGTAGCTGTCTTTGACACCGGTTTCTTCCACTCACTTCCACCAGCAGCT 
GCGCTGTATGCCATCAACAAGGATGTCGCAGCTGAACACGGAATCAGGCGCTATGGTTTC 
CACGGCACCTCCCATGAATTTGTGTCCAAGCGCGTGGTGGAAATTCTGGAAAAGCCCACC 
GAAGACATCAACACCATCACCTTCCACCTGGGCAACGGCGCATCCATGGCTGCTGTTCAA 
GGTGGCCGTGCGGTAGATACTTCCATGGGTAT GACACCTCTCGCGGGCCTTGTCATGGGT 
ACCCGAAGCGGTGACATTGATCCAGGTATCGTCTTCCACCTTTCCCGCACCGCTGGCATG 
AGCATCGATGAGATCGATAATCTGCTGAACAAAAAGTCGGGTGTAAAGGGACTTTCCGGT 
G T T AAT GAT T T C C G T G AAC T G C G G G AAAT GAT C G AC AAC AAT GAT C AAG AT GCCTGGTCC 
GCGTACAACATTTACATACACCAACTCCGCCGCTACCTCGGTTCCTACATGGTGGCACTG 
GGACGGGTAGACACCATCGTGTTCACCGCCGGTGTCGGTGAAAATGCCCAGTTTGTCCGT 
G AGG AT G C C T T GG C AG G T T T G GAAAT G T AC GG AAT T GAG AT C GAT C CAGAGC G T AAC GC A 
TTGCCAAACGATGGTCCTCGATTGATTTCCACCGATGCCTCCAAGGTGAAGGTGTTTGTT 
ATTCCAACTAATGAAGAGTTAGCTATCGCTAGGTACGCGGTGAAGTTCGCT 

>RXA014 3 6-downstream 
TAGCTCTCCTGGTTAGGATCCAC 

>RXA014 68-upstream 

TGCCAAGGAT TTGACCACCGTGCAGGAT TTGAT T GACT T TAT T AAC ACC AAT AAGGCTGA 
TTAGCGGGAAAATTTCGCCCAAAACAGGGACAATGGTGTT 

>RXA014 68 

ATGACAGTGAACATTTCATATCTGACCGACATGGACGGCGTCCTCATCAAAGAGGGCGAG 
ATAATTCCGGGTGCAGATCGTTTTCTTCAGTCTCTCACCGATAACAATGTGGAGTTTATG 
GTTTTGACCAACAACTCCATTTTCACCCCGAGGGATCTTTCTGCACGTCTTAAGACTTCC 
GGTTTGGATATCCCGCCGGAGCGTATTTGGACTTCTGCAACCGCCACTGCTCACTTCCTG 
AAATCCCAGGTCAAGGAGGGCACAGCCTATGTTGTTGGCGAGTCCGGTCTGACCACTGCG 
TTGCATACCGCGGGTTGGATTTTGACGGATGCAAATCCTGAGTTTGTTGTCCTGGGCGAA 
ACCCGCACATATTCCTTCGAGGCAATCACTACTGCGATAAATCTGATTTTGGGTGGCGCT 
CGCTTTATTTGCACCAACCCGGATGTCACTGGACCTTCACCAAGTGGCATTTTGCCTGCT 
ACTGGCTCTGTCGCCGCACTTATTACCGCAGCTACTGGCGCTGAGCCTTATTACATCGGC 
AAGCCAAACCCTGTGAT GATGCGCAGTGCGCTGAACACCATCGGGGCGCATTCCGAGCAC 
ACTGTCATGATCGGCGACCGCATGGACACCGACGTGAAATCTGGTTTGGAAGCCGGCCTG 
AGCACCGTGCTGGTTCGAAGCGGAATTTCCGACGACGCCGAGATCCGCCGCTACCCCTTC 
CGCCCAACTCACGTGATCAATTCCATCGCCGATCTTGCCGATTGCTGGGACGATCCTTTC 
GG T G AC G G T G C AT T T C AC G T AC C AG AT GAG C AG C AG TTCACTGAC 

>RXA014 6 8 -downstream 
TAGTATTCTGTAGGTCATGGCAT 

>RXA014 78-upstream 

GCGGGTTTTGTTGTGGAGGGGCGCGTCGAAAAGCAATTTTTTTTCCAAGATAGCTCACTT 
TATTGGAGTCACCTGGCCTGAAATCCTCTACTCTGGGCGC 
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>RXA014 78 

AT G AC CAT T C C AG GAG C T T C C AC AC AG AC T GAT AT C C C T C T GG AC AC AC T T C T T GAG GAT 
TACGCGCTACTGTCAGACACTCACACCGGCGCTCTGCTGTCCAACATGGGCAGTTTGGAC 
TGGTTGTGCCTGCCTCGTTTTGATTCCCAAGCCATGTTCACCAGGCTGCTTGGTGATCGC 
GAGCACGGACACTGGAGTTTGCGTGTCCCAGGTGGTGAGGTGAT CAGCCAAAACTACCTC 
GGCGATTCCTTCGTGGTGCAGACCGTGTGGCGTTCAGAGACCGGTACTGCCCGGGTTGTT 
GATTTCATGCCAATTCACGGTCAAGAACAACCCGATAT CACCGACCTGGTGCGCTCTGTG 
CACTGCGTGGAAGGCGAAGTGGATGTGGAATCGATCCTGCGCCTGCGTTTTGATTATGGC 
GAGTCCACTCCGTATTTCCGCACCAGCACTGTCGACGGCATCAGCATCGTGCAGGCTGTC 
GCCGGCCCCAATGCGGTATATGTTCGTGGACCTGAGATGCCACACCGCCCTGCAAAGGAT 
TGTCACAGTGGCACCTTCCACCTGACGGCCGGCGAATCCGTGGAATGGGTTCTCACCTGG 
GCACCGTCGTTCGAACCGCATCCCCCCATGCCGGATTACACCCGCTCTTTGGAGAGCACC 
TTGAGCTTCTGGGCATCATGGGTTGAAGAGCTCCCCCACCAGCGCCTCTACGACGCTGAA 
GTCCGCCGCTCCATGCTCGTACTGCGCGCCTTGACCGATCTACAAACCGGTGGCATCGTG 
GCCGCACCGACCACCTCACTACCAGAGGATTTCGGAGGCATCCGTAACTGGGACTACCGC 
TACGTGTGGCTGCGCGACTCCGCACTCACCATTGAAGCCCTCGTGGAATACGGATTCTCC 
CAAGCAGCCCTCCAATGGCGCACCTGGCTGCTGCGCGCCATCGCAGGCGACCCGGAAAAC 
CTCCGCATCATGTATGGCCTCGGCGGCGAACGACACCTCCCTGAACGCGAACTCCAACAC 
CTGCGCGGATACGAAAACTCCGTGCCTGTTCGCGTTGGCAATGGAGCCGCCGAACAATAC 
CAAGCAGATGTCGTCGGCGAAGTAATGGTCGCGCTTGAAACCATCCGCCGCGCCGGGTGC 
CTCGAGGACGAATTCTCCTGGGGCATGCAAAAAGCCATCCTCGATTTCCAAGAAGCCAAC 
TTCGACCGCAAGGATCAAGGCATCTGGGAAATGCGCTCCGAACCGCAATATTTCACCCAC 
GGCCGCGCCATGATGTGGGCCGGCTTCGACCGCGGCATCAAAGCCATCGAAGAATTCAAC 
CTCGACGGCCCCATCGAGCGCTGGCGTGAACTCCGCGCCAAACTCCGCGAAGAAATCATG 
AC C AAC G GC T T C AAC G AAG AG AT C C AAT C C T T C ACC C AG T G C T AC G AC AAC AC C C AAG T C 
GACGCCTCGCTGCTTCAGCTCGCCCAAATAGGCTTCATCGGCTTCGACGATCCAAAAATG 
CTCAGCACCGTAGCGCGCATTGAGCAAGAGCTTCTCGACGCCCACGGCTTTCTTCACAGG 
TACCACACCGACGGGTCTGACGGCCTTGCCGGCGACGAATACCCCTTCCTCATCTGTTCA 
T TC T GGCTGGTAGAACAAT ACGCAAGCT CC AACC GCCT CGACGAGGCCAAAGAAAAGAT G 
AACCGCATCCTTGCCGTCCAAAGCCCACTTGGCCTACTGGCTGAGGAATACTCCACCCAC 
CATGGCAGGCTCGCTGGAAACTACCCTCAGGCCTTTTCCCACATTGGTCTGATCAGCGCT 
GCCCGTGCCATAAATTTCGAAGAAGCGCGAAACAGG 

>RXA014 7 8-downstream 
TAGAGTCTAAGGTGTCATTCTTG 

>RXA01 4 82 -upstream 

TTGCGTGCTGCAACTTAATTATGGTCCTCCCAGCTCAGTGTGCTGTGTGGATTGTTTATT 
CTCGTCCATTAAGTGATCGAGAAAAAGTTGTTGTAAAGTC 

>RXA01482 

ATGCGCATGTGTGGAATTGTTGGATATATTGGCCAAGCGGGCGACTCCCGTGATTACTTT 
GCTCTAGATGTAGTTGTTGAAGGACTACGTCGCCTGGAATACCGCGGATATGACTCCGCA 
GGTATTGCTATTCACGCCAATGGTGAGATTAGCTACCGAAAGAAGGCCGGAAAGGTTGCT 
GCACTAGATGCAGAAATCGCTAAAGCACCTCTTCCAGATTCTATTTTGGGAATTGGACAC 
ACCCGTTGGGCAACTCATGGTGGCCCAACCGATGTCAACGCTCACCCCCACGTTGTTTCC 
AATGGCAAGCTTGCCGTAGTACACAACGGCATCATCGAAAACTTTGCGGAACTGCGCTCT 
GAGCTTTCCGCTAAGGGCTACAACTTTGTATCCGATACCGATACCGAAGTTGCTGCTTCT 
TTGCTTGCTGAAATTTACAATACTCAGGCAAACGGTGACCTCACCCTTGCTATGCAGCTG 
ACCGGTCAGCGCCTTGAGGGTGCTTTCACCCTGCTAGCTATTCATGCTGATCACGATGAC 
CGCATCGTTGCAGCTCGTCGTAACTCTCCTTTGGTTATCGGCGTCGGCGAGGGCGAGAAC 
TTCCTCGGATCTGACGTTTCTGGCTTTATTGATTACACCCGCAAGGCTGTAGAGCTGGCT 
AATGACCAGGTTGTTACCATCACCGCTGATGATTACGCCATCACCAACTTTGATGGATCA 
GAAGCAGTTGGCAAGCCTTTCGACGTGGAGTGGGACGCTGCAGCTGCTGAAAAGGGTGGC 
TTCGGTTCCTTCATGGAGAAGGAAATCCACGATCAGCCAGCAGCTGTTCGCGATACCCTG 
ATGGGCCGTCTTGATGAAGATGGCAAGCTCGTTCTTGATGAGCTGCGCATCGATGAAGCT 
ATTCTGCGTAGTGTCGACAAGATCGTCATTGTTGCTTGTGGTACTGCAGCTTATGCAGGC 
CAGGTTGCTCGTTACGCCATTGAGCACTGGTGCCGCATCCCAACCGAGGTGGAGCTGGCT 
CACGAGTTCCGTTACCGCGACCCAATCCTCAACGAGAAGACCCTTGTTGTGGCATTGTCC 
CAGTCCGGCGAGACCATGGATACCCTCATGGCTGTTCGCCACGCACGTGAGCAGGGTGCC 
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AAGGTTGTTGCTATTTGTAACACTGTTGGATCCACTCTTCCACGTGAAGCAGATGCGTCC 
CTGTACACCTACGCTGGCCCTGAGATCGCTGTGGCGTCCACCAAGGCGTTCTTGGCTCAG 
ATCACTGCTTCTTACTTGCTTGGCCTGTACTTGGCTCAGCTGCGCGGCAACAAGTTCGCT 
GAT GAG GTTTCTTC CAT T C T G G AC AGC C T G C GT G AG AT G CC T G AG AAG AT T C AG C AG G T C 
ATCGATGCAGAAGAGCAGATCAAGAAGCTTGGCCAAGATATGGCAGATGCTAAGTCTGTG 
CTGTTCCTGGGCCGCCACGTTGGTTTCCCAGTTGCGCTTGAGGGTGCGTTGAAGCTCAAG 
GAGATCGCATACCTGCACGCTGAAGGTTTCGCTGCAGGCGAGCTCAAGCACGGCCCAATT 
GCTTTGGTTGAGGAAGGCCAGCCGATCTTCGTTATCGTGCCTTCACCTCGTGGTCGCGAT 
TCCCTGCACTCCAAGGTTGTCTCCAACATTCAGGAGATCCGTGCACGTGGCGCTGTCACC 
ATCGTGATTGCAGAGGAAGGCGATGAGGCTGTCAACGATTACGCCAACTTCATCATCCGC 
ATTCCTCAGGCCCCAACCCTGATGCAGCCTCTGCTGTCCACCGTGCCTCTGCAGATCTTT 
GCGTGCGCTGTGGCAACCGCAAAGGGCTACAACGTGGATCAGCCTCGTAACCTGGCAAAG 
TCTGTCACCGTCGAA 

>RXA01 4 82 -downstream 
TAAAAAGATTTCGCTTCTCGACG 

>RXA0 1534 -ups t r earn 

ATTGCTCTCATCGGTTCGATATAGACTGAATTGTCTAGGTTAATATCCAATATGGAAGAA 
AAAC T AGAC AG T T AAG T AGAC T GAAT G G C C T AC T AG GT G C 

>RXA01534 

AT GACT T CAGCAAT CACC AC CG C AACT G AT C T T C GC T CCGT AC T GC G AAACG T AC C AACC 
CCAATTAGCTTCATTGCAACCCACACCGATCAGCCTCTGGGCATGATCGTTGGTTCATTC 
GTCAGCATTAGCGCCGAACCACCATTGGTAGGCATCTTCTTGCAGAAGAGCTCTTCTTCA 
TGGCCAGCTATCGAGCAGGCATTAGTTACCGGCCAAGAGCTAGGCATTTCTATCCTCGGC 
GGGGCACACGCAGACCATGTGCGTAAGCTTTCTGGCCCATCCGACCAGCGCTTTGAAAAC 
CTTGGGTGGGCATCCACCGAAAACGGTGCGATTCACCTTGAAGGCGCTGATGCACAACTA 
ACCACGAAACTTCATGATCTCCAGGAAATCGGCGATCACTTCTTTGCAGTTCTAGAAGTT 
ATTGACGCTTCCGCTGACCAAGACTTCAGCTCAGCGCTGGTGTACCACCGCTCACAGGTG 
TCCTCGCTG 

>RXA0 15 34 -downstream 

T AGG ACACT AAAT T T T AAGAGGG 

>RXA01535-upstream 

ACCCACCTCACTCTAGGGGTGGACTCCAGTGTTTCGCGACAACACAATGAGTAAGCTTGT 
GAC AGCCGT AT T TAAT T C T C AGT AAGAAAT G AGT G AT TTC 

>RXA01535 

AT GAC C GAG C AGG AAT TCCGTATT GAG C AC GAC AC CAT G G G T G AAG T G AAGG T T C C AG C A 
AAGGCTCTGTGGCAGGCACAGACCCAGCGCGCTGTTGAGAACTTCCCTATCTCTGGTCGT 
GGTCTGGAATCCGCACAGATCCGCGCAATGGGTCTGCTGAAGGCAGCTTGTGCGCAGGTA 
AACAAGGACTCCGGTGCGCTGGATGCAGAGAAGGCAGATGCCATCATTGCAGCTGGTAAG 
GAGATCGCGTCCGGTAAGCATGACGCTGAGTTCCCAATTGATGTGTTCCAGACTGGTTCC 
GGTACTTCCTCCAACATGAACACCAATGAGGTTATCGCTTCCATCGCGAAGGCTAACGGC 
GTTGAGGTTCACCCAAATGACCACGTCAACATGGGTCAGTCCTCCAATGACACCTTCCCT 
ACTGCAACTCACGTTGCTGCAACCGAAGCTGCTGTCAATGACCTCATCCCAGGCCTGAAG 
GTTCTGCACGAGTCTTTGGCGAAGAAGGCTAACGAGTGGTCTGAGGTTGTTAAGTCCGGC 
CGCACCCACCTGATGGACGCTGTTCCAGTAACCCTGGGCCAGGAGTTCGGTGGCTACGCT 
CGCCAGATCCAGCTCGGCATCGAGCGCGTTGAGGCTACTCTTCCTCGCCTTGGTGAGCTG 
GCTATTGGTGGCACCGCTGCTGGTACCGGTAT CAACACCTCCGCTGATTTCGGCGGCAAG 
GTTGTTGCT G AAC T GAT C AAC T T G AC C GAC G T C AAG GAG C T C AAG G AAG C T G AG AAC C AC 
TTCGAGGCTCAGGCTGCACGCGACGCTCTTGTTGAGTTCTCCGGCGCAATGCGCGTTATC 
GCTGTCTCCTTGTACAAGATCGCTAACGATATCCGCCTCATGGGCTCCGGCCCACTGACC 
GGTCTTGGCGAGATCCGTCTCCCAGACCTGCAGCCAGGTTCCTCCATCATGCCAGGCAAG 
GTCAACCCAGTTCTCTGTGAGACCGCTACCCAGGTTTCCGCTCAGGTTATCGGCAATGAC 
GCAGCTGTTGCGTTCTCCGGCACCCAGGGCCAGTTCGAGCTCAACGTGTTCATCCCAGTG 
ATGGCTCGCAACGTGCTTGAGTCCGCTCGCCTGCTGGCTAACACTTCCCGCGTGTTCGCA 
ACCCGTCTCGTTGATGGCATTGAGCCAAACGAGGCACACATGAAGGAGCTCGCTGAGTCT 
TCACCTTCCATCGTTACCCCACTGAACTCTGCAATCGGCTACGAAGCTGCTGCAAAGGTG 
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GCTAAGACTGCTTTGGCTGAGGGCAAGACCATCCGCCAGACTGTCATCGATTTGGGCTTG 
GTTGATGGCGAGAAGCTCACCGAGGAAGAGCTGGACAAGCGCCTCGACGTTCTTGCTATG 
GC T C AC ACC GAGCGCG AG AAC AAGT T C 

>RXAO 153 5 -downs t ream 
TAAAACTAGAACCCGATAAATAA 

>RXA0 15 5 0 

ATCTTCCAACAGCTGTTCTGGCGCGTGTGGGAAATCATCACAGAGATCGATCGCCGCTTC 
CGTTTGGAGCGCGCAGCCGATGGACTGGATGAAGAGACCATCGACCGCATGGCTCCAATC 
CAGCGCGGCACTGTTCATATGGCATGGATTGCCTGTTACGCGGCATATTCCATCAATGGC 
GTGGCAGCGCTGCACACCGAGATCATCAAGGCCGAGACCTTGGCTGACTGGTACGCACTG 
TGGCCAGAGAAGTTCAACAACAAGACTAACGGTGTTACCCCACGCCGTTGGCTGCGCATG 
ATCAACCCAGGTCTGTCTGACCTGCTCACTCGACTTTCCGGTTCCGATGATTGGGTAACC 
GATCTGGAT GAGCTGAAGAAGCTGCGCTCCTATGCCGACGATAAGTCCGTGCTTGAAGAA 
CTCCGCGCTATCAAGGCTGCTAATAAGCAAGACTTCGCCGAGTGGATCCTCGAGCGCCAG 
GGCATTGAGATTGATCCAGAATCCATCTTTGACGTGCAGATTAAGCGCCTCCACGAGTAC 
AAGCGCCAGCTCATGAACGCGCTCTACGTACTAGACCTTTACTTCCGTATTAAGGAAGAT 
GGCCTCACCGACATCCCAGCACGCACTGTCATCTTTGGCGCCAAGGCCGCGCCGGGTTAT 

GTCCGCGCCAAGGCGATTAT CAAGCTCAT CAACTCTATTGCTGACTTGGTAAACAACGAT 
CCTGAGGTCTCCCCGCTGCTCAAGGTGGTCTTTGTAGAGAACTACAACGTCTCCCCTGCT 
GAGCACATCTTGCCTGCGTCTGATGTCTCCGAACAGATTTCCACCGCCGGCAAGGAAGCC 
AGCGGTACCTCCAACATGAAGTTCATGATGAACGGCGCCCTCACCCTGGGCACCATGGAC 
GGCGCCAACGTAGAGATCGTGGATTCTGTGGGCGAGGAAAACGCCTATATCTTCGGTGCT 
CGCGTGGAAGAATTGCCAGCCCTGCGCGAAAGCTACGAGCCATATGAGCTCTATGAGACC 
GTCCCTGGCCTCAAGCGCGCATTGGACGCCCTGGATAACGGCACCCTCAACGACAACAAC 
AGTGGTTTGTTCTACGACCTCAAGCATTCCTTGATCCACGGTTATGGAAAAGACGCCAGC 
GACACCTACTACGTGCTTGGCGATTTCGCAGATTACCGCGAGACCCGCGACCGTATGGCC 
GCCGACTACGCCTCCGATCCCCTGGGTTGGGCACGCATGGCCTGGATCAACATTTGCGAG 
TCCGGCCGTTTCTCCTCCGACCGCACCATCCGCGATTATGCCACCGAGATCTGGAAGCTC 

GAGCCAACTCCTGCTGTTAAGAAG 

>RXA01550-downstream 
TAGGTTTTAACCTCCGCTTCTAA 



GAGCAGGATTTGGACGAATTGATGCACTCCACGGGCGTCATCGATCCGCTCACAGGAGCT 
CCTAAATCTGCATCAAAGCCCGGTTGGACCTCTGTGTTCAGCGAT GAGCTGGTCAAGATT 
GGTGCGCAGAAT GAAAACGTTGTTGCCATCACCGCCGCGATGGCAGGTCCTACCGGTCTG 
TCCAAGTTCGAAGCCAATTTCCCCAACCGATTCTTTGATGTCGGCATTGCTGAGCAGCAC 
GCGGTAACTTCTGCCGCAGGCCTCGCATTGGGTGGAAAACACCCTGTGGTGGCTATTTAC 
TCCACGTTCTTGAACCGCGCTTTTGATCAGCTGCTCATGGATGTGGGCATGCTCAACCAG 
CCTGTTACTTTGGTGCTTGATCGCTCAGGTGTCACGGGTTCGGATGGAGCGAGCCACAAT 
GGCGTCTGGGATATGGCGCTGACCTCGATCGTTCCAGGCGTGCAGGTGGCGGCACCACGT 
GATGAGGATTCCTTGCGTGAGCTGCTCAATGAGGCTATTTCCATCGATGATGGCCCCACA 
GTTGTGCGTTTCCCCAAGGGCGACTTGCCAACTCCAATTGTTGCTATCGACACCTTGGAA 
GACGGCGTGGATGTCCTCGCATATGAAGACGCCACTGACGTTGAATCAACCGACGATGCG 
CCATCAGTTCTCATCATTGCGGTAGGCGAGCGCGCAACTGTTGCACTTGACGTTGCTTCC 
AGGATTAAACAGCACGGCGTGAACGTCACGGTTGTTGACCCCCGCTGGATTGTCCCCATC 
CCGCAGTCCTTGGTCGCGCTGTCTGAT GATCATGACCTCGTGATCACCATCGAAGACGGC 
GTCATCCACGGCGGCGTGGGATCCTTGCTCTCTGATGCGCTTAACGCCTCTGAGGTGGAT 
ACCCCTCGCCGACAAATCGCCGTGCCCCAGAAGTACCTGGATCACGCGTCCCGCAAT GAA 
GTGCTCGCCGATTATGGCCTCGACGCCGACGGCATTGAAACCACTGTTGTTGGATGGCTG 

GATTCCCTGTTCGGGGAA 

>RXA015 62-downstream 
TAAAACCCTGCTTATCGACGCCG 

>RXA015 69 

GCACCGCGCCACTACATTGTGCGCACCAGCTGGGTGATTGGCGATGGCAATAATTTTGTC 
CGCACCATGAAATCCCTCGACGAACGCGGCATCGCACCATCAGTAGTTGATGATCAAATC 
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GGCCGCCTATCCTTCACCGAAGACATCGCAGCCGGCATCGCGCACCTTTTGGAAGTGGGT 
GCAGCATATGGCACCTACAACCTCACCAACACCGGCGAACCCGCAAGCTGGGCCGATGTT 
GCCCGCGCAGTATTTTCCGACCCCACCAAAGTTACCGGCGTGAGCACCGCCGAGTACTTC 
GCCAACAAAGACGCAGCGCCCCGCCCACTGAACTCCGTTTTGGATCTCGGCAAAATCGAA 
GCCACCGGATTTAGCGCACCGACCTGGCAGACCCGCCTCAACGACTACCTCAAGGAACTC 

TCAAAG 

>RXA015 69-downstream 
TGAAAGGCATCATCCTCGCAGGT 

>RXA0157 0-upstream 

CACTGAACTCCGTTTTGGATCTCGGCAAAATCGAAGCCACCGGATTTAGCGCACCGACCT 
GGCAGACCCGCCTCAACGACTACCTCAAGGAACTCTCAAA 

>RXA0157 0 

GTGAAAGGCATCATCCTCGCAGGTGGCTCCGGCACCCGGCTCTACCCCATCACCAAGGGC 
ATCTCCAAGCAACTGATGCCGATTTACGACAAACCCATGGTCTACTACCCACTGACCACG 
CTCATTCAGGCCGGCATCAAAGACATCCTGATTATCACCACCCCTGAAGACAGCGCCTCC 
TTTGAACGCTTGCTTGGCGACGGCTCCTCCTGGGGCATCAACCTCACCTACGCCGTCCAA 
CCCTCCCCCGACGGACTAGCCCAAGCATTCAT CATCGGCGAGGAATTCATCGGTGACGAC 
GACGTCGCGTTGGTGCTTGGCGATAACATCTTCGACGGCGCACAACTTGGCCACGCACTA 
AAGCAGTGCTCCAACCCCGACGGTGGCATTGTCTTTGCTTATGAGGTCTCCGATCCTGAG 
CGTTATGGCGTGGTGGAATTTGATGCTGCTAATAAGGCGGTGTCTATTGAAG7\AAAGCCC 
ACCGCGCCAAAATCCAACTTTGCCGTGGTAGGACTATATTTCTACGACAATCGCGTGGTG 
GACATCGCCAAGTCAATCAAGCCTTCCTCGCGTGGCGAACTGGAAATCACCTCCGTTAAC 
GATGCCTACCTCCAGCAAGGTGCTTTAACTGTGCAGCGCCTGGACCGTGGCGATGTCTGG 
TTAGATACCGGCACAATCGATTCCATGTCCGAGGCGTCTTCCTATGTTGAGGTCCTGCAA 
AAACGTACCGGCAACATCATCGGATCCCCCGAAGTCGCTGCGTACCGCGAAGGTTTCATC 
ACAGCTGAAGAACTCACAGTGCTTGGTGAGGAACTGAAGAAAT CAGGCTACGGAAACTAC 
CTGCTGAGAGCTTTG 

>RXA0 157 0-downst ream 
TAATTTACGGTGTGGTTGTGGAG 

>RXA0 1571 -upstream 

AAACTACCTGCTGAGAGCTTTGTAATTTACGGTGTGGTTGTGGAGGGGTGCGTCGAGAAG 
CGCTCGTAGGCGCTTTTGATTTTTCGGTAGGCTAACTGGG 

>RXA01571 

GTGAGTATCTCAGTAAAAGCACTACAAAAGTCCGGCCCAGAAGCACCTTTCGAGGTCAAG 
ATCATTGAACGCCGTGACCCACGCGCAGATGATGTGGTTATTGATATCAAAGCTGCGGGC 
ATCTGCCACAGCGATATCCACACCATCCGCAACGAATGGGGCGAGGCGCACTTCCCGCTC 
ACCGTCGGCCACGAAATCGCAGGCGTTGTCTCTGCGGTTGGATCCGATGTAACCAAATGG 
AAAGTCGGCGACCGCGTGGGCGTCGGCTGCCTCGTTAACTCCTGCGGCGAATGCGAACAG 
TGCGTCGCAGGATTTGAAAACAACTGCCTTCGCGGAAACGTCGGAACCTACAACTCTAAC 
GACGTCGACGGCACCATCACCCAAGGCGGCTACGCTGAAAAGGTAGTGGTCAACGAACGT 
TTCCTGTGCAGCATCCCAGAGGAACTTAACTTCGATGTCGCAGCACCACTGCTGTGCGCA 
GGCATCACCACCTACTCCCCAATCGCTCGCTGGAACGTTAAAGAAGGCGACAAAGTAGCA 
GTCATGGGCCTCGGCGGGACTCGGACACATGGGTGTCCAGATCGCTGCAGCCAAGGGTGC 

> RX AO 1 5 7 1 - do wn s t r e am 
TGAGGTTACCGTTCTGTCCCGTT 

>RXA0 157 2 -upstream 

CTGCTGTGCGCAGGCATCACCACCTACTCCCCAATCGCTCGCTGGAACGTTAAAGAAGGC 
GACAAAGTAGCAGTCATGGGCCTCGGCGGGACTCGGACAC 

>RXA01572 

ATGGGTGTCCAGATCGCTGCAGCCAAGGGTGCTGAGGTTACCGTTCTGTCCCGTTCCCTG 
CGCAAGGCAGAACTTGCCAAGGAACTCGGCGCAGCTCGCACGCTTGCGACTTCTGAT GAG 
GATTTCTTCACCGAACACGCCGGTGAATTCGACTTCATCCTCAACACCATTAGCGCATCC 
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ATCCCAGTCGACAAGTACCTGAGCCTTCTCAAGCCACACGGTGTCATGGCTGTTGTCGGT 
CTGCCACCAGAGAAGCAGCCACTGAGCTTCGGTGCGCTCATCGGCGGCGGAAAAGTCCTC 
ACCGGATCCAACATTGGCGGCATCCCTGAAACCCAGGAAATGCTCGACTTCTGTGCAAAA 
CACGGCCTCGGTGCGATGATCGAAACTGTCGGCGTCAACGATGTTGATGCAGCCTACGAC 
CGTGTTGTTGCCGGCGACGTTCAGTTCCGCGTTGTCATTGATACTGCTTCGTTTGCTGAG 

GTTGAGGCGGTT 

>RXA01572-downstream 
TAGGTTTACTGAAGTTCAGACTT 

>RXA01615-upstream 

TATGGCCAACACTTGCATTCGGGTGCTGGCGATCATTTATGAGATGACGCCTTGTGTTGG 
T G T T CGG C AG AG AAC T C G C G G AG AT AAAAG G AAG T T G AAC 

>RXA01615 

ATGTCAGATTCCCCGAAGAACGCACCGAGGATTACCGATGAGGCAGATGTAGTTCTCATT 
GGTGCCGGTATCATGAGCTCCACGCTGGGTGCAATGCTGCGTCAGCTGGAGCCAAGCTGG 
ACTCAGATCGTCTTCGAGCGTTTGGATGGACCGGCACAAGAGTCGTCCTCCCCGTGGAAC 
AATGCAGGAACCGGCCACTCTGCTCTATGCGAGCTGAACTACACCCCAGAGGTTAAGGGC 
AAGGTTGAAATTGCCAAGGCTGTAGGAATCAACGAGAAGTTCCAGGTTTCCCGTCAGTTC 
TGGTCTCACCTCGTTGAAGAGGGAGTGCTGTCTGATCCTAAGGAATTCATCAACCCTGTT 
CCTCACGTATCTTTCGGCCAGGGCGCAGATCAGGTTGCATACATCAAGGCTCGCTACGAA 
GCTTTGAAGGATCACCCACTCTTCCAGGGCATGACCTACGCTGACGATGAAGCTACCTTC 
ACCGAGAAGCTGCCTTTGATGGCAAAGGGCCGTGACTTCTCTGATCCAGTAGCAATCTCT 

T G GAT CG AT G AAG G C AC C GAC AT C AAC T AC G G T G C T C AGAC C AAG C AG T AC CT G GAT G C A 
GCTGAAGTTGAAGGCACTGAAATCCGCTATGGCCACGAAGTCAAGAGCATCAAGGCTGAT 

GG C G C AAAG T GG AT C GT GAC CG T CAAG AAC G T AC AC AC T G G CGAC ACC AAGAC CAT C AAG 
GCAAACTTCGTGTTCGTCGGCGCAGGCGGATACGCACTGGATCTGCTTCGCAGCGCAGGC 
ATCCCACAGGTCAAGGGCTTCGCTGGATTCCCAGTATCCGGCCTGTGGCTTCGTTGCACC 
AAC G AGG AAC T GAT C G AG CAG C AC GC AG C CAAG G TAT AT GG CAAG GC AT CTGTTGGCGCT 
CCTCCAATGTCTGTTCCTCACCTTGACACCCGCGTTATC 

>RXA0162 6-upstream 

GCAATAGCGAATGCGTAATTAACCACACTTCAAACCTAGCCCCTCAGGTGGAGGATTCCG 
ACATTACCGTCTGAAAAATTTCATCCGTAGGCTAAAGAGC 

>RXA0162 6 

ATGTCGAAAACGATCATCGTGCGCACCGAAATTGAAATCCCTGGACACCCAACCGCCATC 
CATATCGCAGAGATGCAGGAGCTTCCCCCATCTGAGGCTCAAGGCGGCGTGCAGATGTGC 
AAAATGCAGCGCAT TAT TGAACTAGCAGGAACTGCCGAAGGGGATGTCGT TACT GGTGCA 
GGTGTTATTGGCGGATCTAATTTCCAGCTGAATAACGAGCCAAATGAAGTGGTTCCCCAT 
CCAGATACCTATGCGGATTTCCCCGATAT CAAGGCGGTTGTTATCTCCGCGGAGACTTTT 
GAAGGCCTGTGGCTGGAAGCGGGAGCGAAGTTCCCTGGGTTAAAT 

>RXA 0 1 6 2 6 - do wn s t r e am 
TAACCACTTGCAGTATACCCTAG 

>RXA0 1632 -upstream 

AAGGGCTGCAACGTGCTTTCGACACCACCATCGCAGCGTTTGAACAAGCTGCTCGTCTCG 
CCCCCTCCACTAACTGATCTTTGAAAGGCTGAAAAAACTC 

>RXA01632 

ATGACTCTTCGTATCGCCCTTTTCGGCGCTGGCCGCATCGGTCACGTCCACGCTGCCAAC 
ATTGCTGCAAACCCTGATCTTGAACTCGTTGTTATCGCCGATCCTTTCATTGAAGGCGCA 
CAGCGTTTGGCAGAAGCCAATGGGGCAGAAGCGGTTGCATCACCAGAT GAGGTGTTCGCC 
CGCGATGATATCGATGGCATCGTGATCGGTTCACCAACCAGCACCCACGTTGATCTGATC 
ACCCGCGCCGTGGAACGTGGCATTCCTGCACTGTGCGAAAAACCCATTGATTTAGACATT 
GAAATGGTGCGTGCCTGCAAAGAGAAGATCGGCGACGGCGCTTCCAAGGTGATGCTGGGG 
TTTAACCGACGCTTCGATCCTTCTTTCGCTGCCAT CAATGCGCGAGTGGCAAACCAGGAG 
ATCGGCAACCTGGAGCAGTTGGTGATCATCAGCCGCGATCCAGCGCCCGCACCGAAGGAC 
TACATCGCAGGTTCCGGTGGAATCTTCCGCGATATGACCATCCACGATCTGGATATGGCG 
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CGTTTCTTTGTGCCCAATATCGTGGAAGTGACTGCAACCGGCGCCAATGTTTTCAGCCAG 
GAAATCGCGGAGTTCAATGACTACGACCAGGTTATCGTCACGCTTCGTGGCTCAAAGGGC 
GAGTTGATCAACATCGTGAACTCCCGCCACTGCTCCTACGGCTACGACCAGCGACTTGAG 
GCTTTCGGCTCTAAGGGCATGCTCGCCGCCGACAACAT CAGGCCCACCACGGTGCGCAAG 
CACAATGCGGAAAGCACCGAGCAGGCAGATCCGATTTTCAACTTCTTCCTCGAGCGCTAC 
GACGCCGCTTACAAGGCAGAGCTCGCAACTTTTGCTCAAGGAATCCGCGACGGCCAAGGC 
TTCTCACCAAACTTCGAGGACGGCGTCATCGCCCTTGAACTAGCGAATGCATGCCTTGAA 
TCAGCTCAAACCGGCCGCACCGTCACCCTCAACCCTGCCAACGTT 

>RXA01632-downstream 
TAGTCAACGTCTAGTTAATGCCT 

>RXA01633-upstream 

GCGAATGCATGCCTTGAATCAGCTCAAACCGGCCGCACCGTCACCCTCAACCCTGCCAAC 
GTTTAGTCAACGTCTAGTTAATGCCTAAGGAGAAAACCTC 

>RXA01633 

ATGAAAAACAT CACCATCGGAATGGTCGGCGTCGGCCGCATTGGCCGCATGCACGTCGCC 
AACATGCTTGCCGTTGCTGAAACTTTGAAGGAACGCGACCTC7^ACATTGAGATCGTGCTC 
GCAGACGCAATGCCCGGTTTTGCGGAGCAGGTGGGCGCGGACATGGGCGTGAAGGCGGCG 
GCAAGCGTCGATAAGCTTATTGAGGACGGGGTGGATGCCCTTTTCATTGCCACCAGCACC 
GCTGGCCACGTCGATGTTTTGCGCAAGGGCATCGCGGCAAAGCTGCCGATGTTCTGCGAG 
AAGCCGATCGCGTCGGATGTGCCTGAGTCGCTGAACATCATCCGCGAAATTGATGCGGCT 
GGCGCGACGGTTCAGGTCGGCCACCAGCGCCGTTTTGACCTCGGTTACCAGGAAGCTAAA 
CGACGCCTAGATGCAGGCGACCTCGGCTGGCTTCATTCGCTCAAGGCCGTATCGAGCGAT 
GCGTTTCCGCCACCGGTGTCCTACTGCGCTACCTCTGGTGGACTTTTCCGCGATGTGTCG 
CTGCACGATTTCGACAT CATTCGCTGGCTGACCGGCCAGGATATTGTCGAGGTGTACGCC 
AAGGGCAGCAACAACGGCGACCCAGAAATCGGCGCAGTCGGTGACATCGATACCGGAGCG 
GCCCTACTCACGCTTGCCGACGGCACCCTCGCCACCGCCATCGCCACTCGTTACAACGGT 
GCAGGCCACGACGTTCGCCTCGATGTTATGGGCTCTAAAGATTCCACGATCGTTGGCCTG 
GATGAAAAGTCTGCGTTCGCTTCTGCGGAGGAGGGCATCGATTTCCCAACCGGCGAATCG 
CACCCAACGTTTGCCGAGCGCTTCGCCGACGCATACAAGAATGAGTGCATTGCGTTCGTG 
GAGTTGATCCTGGGAGAGCGGGAAAACCCTTGTACCCCTGCAGACGCTGTGGCTGCGGCG 
ATTGTTGCCGATGCAGCTCAGCTGTCGCTGGTCACTGGCGAGCCAGTGAAGATTCCTACT 
GTACGGGAAATTCTTGAAGGTTCTGCGCAGCCAGTTGAGGTGCGTGCGCTGGTTCCATCT 

GCT 

>RXA01633-downstream 
TAAAACCTTACTGCTTATCTAAA 

>RXA0 1695 

GCCGGATTGCTCGGTGCTTCCCCTGGAGCATCCATCGCACCTTCCGCAATGATCGAGCTG 
CTTGAGCGTTGCTTCGGTGACCGCAT GATCGAGTGGGGCGACAAGCTGAAGGACATGATC 
CCTTCCTACGGCAAGAAGCTTGCTTCCGAGCCAGCACTGTTTGAGCAGCAGTGGGCACGC 
ACC CAG AAG ACC CT GAAGC T T G AGGAAGCC 

>RXA0 16 95 -downstream 
TAAATCTTCTAACTGCTTTCTTT 

>RXA0 17 02 -upstream 

ATTGTGAATGTGGGATTATCGGTTCGCGCTTCACCATGTTTCTGCATGATGAAATTACAT 
AC AT AG T T CAG T G A C AG T C AC C T T T T G GAG GAG AC AC C T T 

>RXA017 02 

ATGCCTATCGCAACTCCCGAGGTCTATAACGAGATGCTCGATCGTGCTAAGGAAGGCGGA 
TTCGCCTTCCCAGCCATCAACTGCACCTCCTCGGAAACCATCAACGCAGCTCTCAAGGGC 
TTCGCAGAGGCTGAATCTGACGGAATCATCCAGTTCTCCACCGGTGGTGCAGAGTTCGGT 
TCCGGCCTGGCAGTAAAGAACAAGGTCAAGGGCGCAGTTGCGCTTGCAGCCTTCGCCCAC 
GAGGCAGCAAAGAGCTACGGCATCAACGTTGCTCTGCACACTGACCACTGCCAGAAGGAA 
GTCCTGGACGAGTACGTCCGCCCACTGCTGGCTATCTCCCAGGAGCGCGTCGACCGCGGC 
GAGCTTCCACTGTTCCAGTCCCACATGTGGGATGGTTCCGCTGTCCCAATCGACGAGAAC 
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CTCGAAATCGCACAGGAGCTGCTGGCTAAGGCCAAGGCAGCGAACATCATCTTGGAAGTT 
GAGATCGGTGTTGTCGGTGGCGAAGAAGACGGCGTTGAGGCTAAGGCTGGCGCAAACCTC 
TACACCTCCCCAGAAGACTTTGAGAAGACCATCGATGCAATCGGCACCGGTGAGAAGGGC 
CGCTACCTGCTAGCAGCTACCTTCGGTAACGTCCACGGCGTTTACAAGCCAGGCAACGTC 
AAGCTGCGCCCAGAGGTCCTCCTTGAGGGCCAGCAGGTTGCACGCAAGAAGCTTGGACTT 
GCAGACGACGCACTTCCATTCGACTTCGTCTTCCACGGTGGCTCAGGCTCCGAGAAGGAA 
AAGATCGAAGAGGCGCTGACCTACGGCGTCATCAAGATGAACGTTGATACTGACACCCAG 
TACGCATTCACCCGCCCAATCGTCTCCCACATGTTTGAGAACTACAACGGCGTTCTCAAG 
ATCGACGGCGAGGTCGGAAACAAGAAGGCTTACGACCCACGCTCTTACATGAAGAAGGCT 
GAG C AG AGC AT G T C T GAG C GC AT TAT C GAG T C T T G C C AG G AC C T C AAG T C T G T T G G AAAG 
ACCACCTCTAAG 

>RXA0 17 02 -downstream 

T AAT C T C AG C AG T T AAAAAG G G C 

>RXA017 05-upstream 

GCAGGTGCACATTTGTTTTGTCACCTGCACAAAAGTGTCGCCAGCCCGATACTTGTACAA 
CCGTCCGCATCCGAGAAGCAAAGGTGTCTGACTCGCGCCA 

>RXA017 0 5 

AT G GG AAT T C T GAAC AG T AT T T CAAC AC C T G C T G AC T T AAAGG C C C T T AAT GAT GAGGAT 
TTGGACGCTCTTGCCAAAGAAATCCGAACTTTCCTGGTCGATAAAGTCGCAGCAACTGGT 
GGCCACTTAGGTCCAAATTTGGGCGTAGTGGAATTAACCATCGGTCTTCATCGAGTTTTC 
GATTCGCCTCAAGACCCGATCATCTTTGATACTTCTCACCAGTCCTATGTGCATAAGATC 
CTGACGGGTCGCGCTAAAGATTTTGATTCTTTGCGTCAAAAAGATGGCCTTTCTGGTTAC 
ACCTGCCGTGCTGAAAGTGAGCACGATTGGACTGAGTCTTCGCATGCTTCGGCGGCCTTG 
TCTTATGCGGATGGTTTGTCTAAAGCCAAGCAGTTGGATGGCGATACCACGCATAGTGTG 
GTTGCTGTCGTTGGTGATGGCGCTCTAACTGGCGGCATGTGTTGGGAAGCACTGAACAAT 
ATTGCTGCTGGTAAAGACCGCAAAGTTGTTGTCGTAGTCAATGACAATGGCCGGAGTTAT 
TCTCCAACCATTGGCGGATTTGCGGAAAACCTTGCGGGCCTTCGCATGCAGCCTTTCTAT 

GAT 

>RXA017 4 3-upstream 

AGGCAAAGACTGGACCGGCAACCCCGATTGGTTCAGATATGCCCAT GACACCGCTGCAAT 
TTACTGCCGCTGCCCCAACCACAGGTGAAAAGGAATAACC 

>RXA017 4 3 

ATGGATCTCAATACCTTTTGGTTTATTCTCATCGCATTTTTGTTTGCGGGATACTTTCTC 
CTCGAAGGATTCGACTTCGGCGTCGGAATTTTGGCACCCATCATCGGTAAAGATTCAGCG 
GCTAGGAACACAGTGATCCGTACGATTGGCCCTGTCTGGGACGGAAATGAAGTGTGGCTG 
ATCGTGGCAGGTGGCGCTTTGTTTGCTGCCTTCCCTGAGTGGTACGCAACGATGTTCTCC 
GGAATGTATCTGCCGCTGTTCCTCGTGCTTGTGTCGTTGATCATGCGCGTGGTGGGCCTT 
GAATGGCGCAAGAAAGTCGAT GATCCTCGTTGGCAAAAGTGGTCTGACCGGGCCATCTTT 
ATTGGTTCTTGGACTCCACCGCTGATGTGGGGATTCATCTTCGCCAATATTTTGCGTGGC 
ATGCCCCTCAAGGCGGATCACACCATCGATGCTGCGGCAGCCCTTCCTGGCATGGTCAAC 
GTCTTCGCCATTCTGGGTGCACTTGCGTTCACCGCACTGTTCGCCCTTCATGGTCTCGCA 
TTCATCCGCCTGAAAACTGCTGGTCGGGTGCGCACCGATGCGGCGAAGGCAGCTCCAGTA 
GTCGCACTTCTTGCTGCGGTGACTGGTGGACCTTTCGTGTTGTGGGCTGCCATCGCATAC 
GGCCGTTCCTGGTCCTGGATCCTCGCAGTGCTGATCATCGCAGCGGTTCTCGGTGGAGCT 
TTCGCACTGATCAAAGACCGCGATGGATTAAGCTTCCTGTCCACTTCCGTCGCTGTCATC 
GGTGTCGTTGCACTGCTGTTT 

>RXA017 4 4 

TGGTCGGAATATTCGCGTTTCGTCGGTGATGTTTTCGGCGGACCGCTGGCTTTGGAGGGT 
CTTATCGCGTTCTTCCTTGAGTCTGTATTCCTGGGACTGTGGATTTTCGGATGGGGGAAG 
ATTCCTGGTTGGTTGCACACTGCATCCATTTGGATCGTTGCTATTGCGACGAATATTTCT 
GCCTATTTCATCATCGTGGCCAACTCGTTTATGCAGCATCCGGTGGGTGCTGAGTATAAC 
CCTGAGACTGGTCGTGCGGAGCTTACTGATTTTTGGGCTCTTCTCACAAACTCCACCGCG 
CTGGCTGCGTTCCCGCATGCTGTTGCCGGTGGTTTTTTAACAGCTGGAACTTTCGTTCTC 
GGAATTTCGGGTTGGTGGATTATTCGTGCGCACCGTCAGGCCAAGAAGGCTGAGTCGGAA 
ATCGAGTCGAAGCATTCGATGCACAGGCCCGCGTTGTGGGTTGGTTGGTGGACCACAGTT 
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GTCTCTTCCGTGGCGCTGTTCATCACTGGCGATATCCAGGCGAAGCTCATGTTCGTGCAA 
CAGCCAATGAAGATGGCGTCGGCGGAATCCTTGTGTGAAACCGCCACAGATCCAAACTTC 
TCCATTCTGACAATTGGTACGCACAACAACTGCGATACGGTAACCCACCTGATCGATGTT 
CCGTTTGTGCTTCCATTCTTGGCTGAAGGAAAATTCACCGGTGTGACTTTGCAGGGTGTA 
AACCAGCTCCAAGCTGCAGCGGAGCAAGCATACGGTCCTGGCAACTACTCCCCTAACTTG 
TTTGTCACCTACTGGTCATTCCGCGCAATGATCGGCCTGATGCTTGGTTCTTTGGCTATC 
GCTGCGATTGCGTGGCTGTTGCTGCGTAAGAAGCGCACACCAACTGGAAAGATTGCTCGT 
CTGTTCCAGATCGGCAGCCTCATTGCTATCCCGTTCCCATTCTTGGCCAACTCTGCTGGT 
TGGATCTTCACCGAGATGGGCCGCCAGCCTTGGGTGGTGCACCCGAACCCTGAATCTGCC 
GGCGATGCCCGAACAGAGATGATCCGGATGACTGTTGATATGGGTGTATCTGATCATGCG 
CCATGGCAAGTCTGGCTGACTCTCATTGGCTTCACGATTCTCTATCTCATTTTGTTCGTG 
GTGTGGGTGTGGCTGATTCGCCGCGCAGTTCTGATCGGACCACCAGAGGAAGGCGCTCCA 
TCCGTGGAGGCAAAGACTGGACCGGCAACCCCGATTGGTTCAGATATGCCCATGACACCG 
CTGCAATTTACTGCCGCTGCCCCAACCACAGGTGAAAAGGAA 

>RXA0 17 4 4 -downs tream 
TAACCATGGATCTCAATACCTTT 

>RXA017 4 5 

ATCCTTGCAGACGAAGACGACACCGTCGACGTCGGCGCAGTCATCGCCCGCATCGGTGAC 
GCAAACGCAGCTGCAGCACCTGCCGAAGAGGAAGCAGCTCCTGCCGAAGAGGAAGAACCA 
GTTAAGGAAGAGCCAAAGAAGGAGGCAGCTCCTGAAGCTCCAGCAGCAACTGGCGCCGCA 
ACCGATGTGGAAATGCCAGAACTCGGCGAATCCGTCACCGAAGGCACCATTACCCAGTGG 
CTCAAGGCTGTCGGCGACACCGTCGAAGTAGACGAACCACTTCTTGAGGTCTCCACCGAC 

AAG G T C G AC AC C G AAAT C C CAT C C C C AG T AG C AG G C AC CAT C G T G GAG AT C C T T GC AG AC 
GAAGACGACACCGTCGACGTCGGCGCAGTCATCGCCCGCATCGGTGACGCAAACGCAGCT 

G C AG C AC C T G C C G AAG AG G AAG C AG CTCCTGCC G AAG AG GAG G AAC C AG T T AAG G AAG AG 
CCAAAGAAGGAAGAGCCCAAGAAGGAAGAGCCCAAGAAGGAAGCAGCTACTACACCTGCT 
GCGGCATCCGCAACTGTGTCCGCTTCTGGCGACAACGTTCCATACGTCACCCCACTGGTG 
CGCAAGCTTGCTGAAAAGCACGGCGTTGACTTGAACACCGTGACCGGTACCGGTATCGGT 
GGCCGTATCCGCAAGCAGGATGTTTTGGCTGCTGCGAACGGCGAGGCTGCACCTGCTGAG 
GCTGCTGCTCCTGTTTCCGCTTGGTCCACTAAGTCTGTTGACCCTGAGAAGGCTAAGCTC 
CGTGGTACCACTCAGAAGGTCAACCGCATCCGTGAGATCACCGCGATGAAGACCGTCGAG 
GCTCTGCAGATTTCTGCTCAGCTCACCCAGCTGCACGAGGTCGATATGACTCGCGTTGCT 
GAGCTGCGTAAGAAGAACAAGCCCGCGTTCATCGAGAAGCACGGTGTGAACCTCACTTAC 
CTGCCATTCTTCGTGAAGGCAGTTGTCGAGGCTTTGGTTTCCCATCCAAACGTCAACGCG 
TCTTTCAACGCGAAGACCAAGGAGATGACCTACCACTCCTCCGTTAACCTCTCCATCGCT 
GTTGATACCCCAGCTGGTCTGTTGACCCCAGTCATTCACGATGCTCAGGATCTCTCCATC 
C C AG AGAT C G C AAAG G C AAT T G T T GAC C T GG C T GAT C G T T C AC G C AAC AAC AAG C T G AAG 
CCAAACGATCTGTCCGGTGGCACCTTCACCAT CACCAACATTGGTTCTGAAGGCGCACTG 
TCTGATACCCCAATCCTGGTTCCACCACAGGCTGGCATCTTGGGCACCGGCGCGATCGTG 
AAGCGTCCAGTTGTCATCACCGAGGATGGAATTGATTCCATCGCGATCCGTCAGATGGTC 
TTCCTACCACTGACCTACGACCACCAGGTTGTAGATGGCGCAGATGCTGGTCGCTTCCTG 
ACCACCATCAAGGACCGCCTTGAGACCGCTAACTTCGAAGGCGATCTGCAGCTC 

>RXA0 17 4 5 -downs tream 

T AAG AT C T C T GC AAG T TAAAAC C 

>RXA0 17 58 -upstream 

CCCCCTTATTCAGAGTGATGGTCTACCGGAGAAGTACCCAGACCAATAGCATCGACCAAC 
GATAGCGCGCTCAGAAGTTCTTTAGTGAAAGCAGAACCAA 

>RXA017 58 

ATGCCCAAATACATTGCCATGCAGGTATCCGAATCCGGTGCACCGTTAGCCGCGAATCTC 
GTGCAACCTGCTCCGTTGAAATCGAGGGAAGTCCGCGTGGAAATCGCTGCTAGTGGTGTG 
TGCCATGCAGATATTGGCACGGCAGCAGCATCGGGGAAGCACACTGTTTTTCCTGTTACC 
CCTGGTCATGAGATTGCAGGAACCATCGCGGAAATTGGTGAAAACGTATCTCGGTGGACG 
GTTGGTGATCGCGTTGCAATCGGTTGGTTTGGTGGCAATTGCGGTGACTGCGCTTTTTGT 
CGTGCAGGTGATCCTGTGCATTGCAGAGAGCGGAAGATTCCTGGCGTTTCTTATGCGGGT 
GGTTGGGCACAGAATATTGTTGTTCCAGCGGAGGCTCTTGCTGCGATTCCAGATGGCATG 
GACTTTTACGAGCCCGCCCCGATGGGCTGCGCAGGTGTGACAACATTCAATGCGTTGCGA 
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AACCTGAAGCTGGATCCCGGTGCGGCTGTCGCGGTCTTTGGAATCGGCGGTTTAGTGCGC 
CTAGCTATTCAGTTTGCTGCGAAAATGGGTTATCGAACCATCACCATCGCCCGCGGTTTA 
GAGCGTGAGGAGCTAGCTAGGCAACTTGGCGCCAACCACTACATCGATAGCAATGATCTG 
CACCCTGGCCAGGCGTTATTTGAACTTGGCGGGGCTGACTTGATCTTGTCTACTGCGTCC 
ACCACGGAGCCTCTTTCGGAGTTGTCTACCGGTCTTTCTATTGGCGGGCAGCTAACCATT 
ATCGGAGTTGATGGGGGAGATATCACCGTTTCGGCAGCCCAATTGATGATGAACCGTCAG 
AT CAT C AC AGG T C AC C T CAC T G GAAG T G C G AAT G AC AC G G AAC AGAC TAT G AAAT T T GC T 
CATCTCCATGGCGTGAAACCGCTTATTGAACGGATGCCTCTCGATCAAGCCAACGAGGCT 
ATTGCACGTATTTCAGCTGGTAAACCACGTTTCCGTATTGTCTTGGAGCCGAATTCA 

>RXA0 17 5 8 -downstream 

T AAT GC CAACAG CAAGCC CAAT T 

>RXA018 14 -upstream 

TGTTAAGCCACCCTACTCCGTGAATTTTGCCGTATCTCGTGCGCACAATTGCTTTTGAGG 
G GAAG AT G AAG AG AAAG T AT TGGTGTTT T AAG GAG C AAAC 

>RXA01814 

ATGGCACATGAACGCGCCGGGCAACTCGCCCAACCAGAAGATCTCATCGATGTTGCGGAA 
CTGGTCACCGCATATTTCACCCGCAAGCCGGACGTGAACAACCCTGATCAGCAGGTCGCT 
TTCGGCACCTCCGGACACCGTGGCTTCGCGCTGGACAGCGCTTTCAACGAGGACCACATC 
CTGGCAACCACCCAGGCGATCGTCGACTACCGCAACCAGCAGCCAAAAAACTGGGTCGGC 
CCGCTGTTTATCGGCCGCGATACGCACGCGCTGTCCGAACCAGCGATGATCAGCGCGCTT 
GAGGTCCTCATTGCCAACGACGTCGAAGTGCTTGTCGACGCCGACGGCCGCTACACCCCG 
ACGCCCGCAGTGTCCCACGCGATCCTACGACACAACGATGGCATCATCCTTGGCACCGCA 
GGACCCTCCCGCCCCTACGCCGACGGCATCGTGATCACCCCATCCCACAACCCTCCTCGT 
GATGGCGGATTCAAATACAACCCAGCCAACGGTGGCCCTGCAGATACCGACGCCACCGAC 
TGGATCGCCAACCGCGCCAACGATATTCTGCGCGGCGACCTTGCAGACGTGAAGCGAGTT 
CCAGTTTCCGGTGTCCTCGACGAGCGCACCACTGCCTACGACTTCAAGGGCATTTACATC 
GCTGACCTGCCAAACGTGGTCAACATCGATGCCATCCGCGAAGCTGGTGTTCGAATCGGC 
GCAGACCCAATGGGTGGCGCATCCGTGGATTACTGGGGTGCCATCGCAGAAACCCATGGC 
CTCAACCTCACCGTGGTCAACCCACACGTTGATTCCACCTTCCGCTTCATGACATTGGAC 
ACCGACGGCAAGATCCGCATGGACTGCTCCAGCCCACACGCAATGGCATCGCTGATTGAC 
AACCGAGACAAGTTCGATGTGGCAACCGGCAACGACGCCGACGCCGACCGCCACGGCATC 
GTCACCCCAGACGCTGGCTTGATGAACCCCAACCACTACCTCGCAGTAGCAATTGAGTAC 
CTCTTTGCTCACCGCCCAGGTTGGTCCGCAGATACCGCAGTGGGCAAAACCCTGGTCAGC 
TCCTCCATGATCGACCGCGTTGTGGCGCAGCTTGGCCGCACCCTCGTTGAGGTTCCAGTC 
GGATTCAAGTGGTTTGTCCCAGGTTTGATCTCCGGCGAAATCGGATTCGGTGGTGAAGAA 
TCCGCAGGTGCATCCTTCCTCCGCATGGACGGCACCACCTGGTCCACCGACAAGGACGGC 
CTCATCCTTGACCTCCTGGCAGCTGAGAT CATTGCAGTAACCGGCAAGACCCCATCACAG 
CGCTACGCAGAACTCGCCGAAGAATTCGGTGCACCTGCCTACGCCCGCACCGATGCAGAA 
GCCAACCGAGAACAAAAGGCCATCCTGAAGGCACTGTCCCCAGAACAGGTCACCGCCACC 
GAACTAGCCGGCGAAGCAAT CACCGCTAAGCTCACCGAAGCTCCCGGCAATGGCGCAGCC 
ATCGGAGGACTAAAAGTGACCACCGAAAACGCCTGGTTCGCAGCACGCCCATCCGGCACC 
GAAGACAAGTACAAGATCTACGCAGAATCCTTCAAGGGCGAAGAGCACCTCGCCCAGGTT 
C AG AAG GAAG C C C AAG C G T T GG T C AG C GAAG T AC T C G G AC AG 

>RXA0 18 14 -downstream 
TAAAACTGCGGACTTGCTGACAA 

>RXA018 39-upstream 
TTCCTGCTGCCAGGTGTC 

>RXA01839 

ATGCGCATGAACGCACCTGTCCCATTGGGCGGTACCTCCAACCATCTGCTCACGGGTGTC 
CTGAAAGATCTCGGCGCGTGGGATCCTTTCAATGTCACAGAAGATGCGGACCTCGGCGTA 
CGCATCGCGGCAAAGGGATATTCCACCGCGGTGTTGGATTCGGTGACGTGGGAGGAAGCA 
AACTCCGACACCATCAACTGGTTGCGCCAGCGTTCTCGCTGGTACAAGGGCTATCTGCAA 
ACATGGCTTGTGTATATGCGCAGGCCAAAGTGGTTAGTCCAAGAGCTTGGCAT CATTCCT 
GCTGTGCGTTTTACCTTCCTCATGGCAGGCACCCCGATCATTGCGGTGCTCAATCTGCTC 
TTTTGGTACTTGTCGCTCACGTGGATTCTGGGCCAGCCCGGCACCATTGAGCAGATGTTC 
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CCACCTGCGGTGTACTACCCAGCGTTGGTGTGTTTGGTGGTGGCCAATGCTGCGACCATC 
TTTATGAATCTCATTGGCTGCCGGGAAGGCCGCGACCCCTTGCTGCTCATCGCGGTTCTC 
ACGTTCCCGCTGTATTGGCTGCTCATGAGCATTGCAGCGTTGAAAGGCACGTGGCAATTG 
ATCACGCGACCATCCTATTGGGAGAAAACTGCCCACGGATTGGAGGCG 

>RXA0 1 8 3 9-downst ream 
TAAGCGGTGCCCATCGTCAAACC 

>RXA018 51-upstream 

TTGTGGCCTTTTTGCAGGGGAAACTTATTTAAATAATTCATAAGTAAAAAACCGTCAATT 
CACGATGTGGGTTGGCGGTTTTCCTATTAGGCTCACTTTT 

>RXA018 51 

ATGACGAGCGCACACTTTGAATCCCGCCGGATTGGCCCTCCGCTTCGCGATAATTATGAC 
GTCATTGTGATTGGCGGTGGTATCTCAGGTGTACAGATTGCGCGACATGCTCAAGGCCGC 
GGTTTACGCACTGTGATGTTTGAGGCCAGAGATTATTCTTCTGGAACATCATCGACAACC 
TCCAAGATGATTCATGGTGGTTTGCGCTATTTGGAGCAGTACGATTTCGGCGTGGTCCAG 
GAAGCCGTGAAGGAACGCCGGTACCTAGGTATCGCCGCTCCGCATTTGGTGGCTCCACGC 
AGTTTCATGCTCACGGCGTTTGATTGGTCAGAGCCGAAAGCCCCTATGTTGGGTGCTGGT 
GTGGCGTTGTATGAAACGATGGCGTGGCAGCGTAACCAGGGGCAATCGAAGGAAAACCAC 
TCGCCGCGTTTCCGGTGGATTCCTAAAAATGCACTGCTCAAGGAAGTCCCGTGGCTTGAC 
CCGGAGGGCTTGAAGGGAGCGTGGCGCCACGATGATACGTTGAATCTCCATGCAGAACGA 
CTCCTCCTCGCGGTGATTAAAGCTTTTGCGGCAGATGGCGGAACGGCGATCAACCACGCC 
AAAGTCACTCGCATTCTCCGGAACGTGGAAGAAGGCCGCGTCAAGGGTGTAGAAGTGACT 
GATCAGGTCACCAACACCACGCATGAGGTGAATGCCCCTGTGGTGATCAACGCTGCGGGT 
CCGTGGGTTGCGCAGGCGTTGGGTGATTTGGCGGAGGTAACCAAGTTGAAGGTGCGCCAA 
TCCAAGGGAGTGCATTTGCTCACTGGTGATTTGGGCAGCCAGAGTGGCGTGTTTGTGCGT 
GGCAAAAACGGCAAGCATGTGATCGTGAATCCGTGGATGGGGCGCACCCTTATTGGTCCA 
ACC G AC AC CAT GAT T G AC G G T G AC G C T GAT GAT G C G GC T G C AG AT G AAAGC GAT AT C GAT 
T TGCTGCTTGAGAC CAT CGATTCGGTACGCGCTACACCGCTT GAT CGCAAAGAGAT CATC 
TCCACGCTGGTGGGTGTGCGCCCGCTTGTTGATGACGGCACCGACACCTACACGTCCTCT 
CGCCGTTTCGATATTTCCGATCACGCCAACGTCGGCATTGATGGTTTGGTGTCTGTCTCT 
GGCGGCAAGTGGACCACTTCCCGCGTGATGGGGTACAAGGTGATTGAGCATGTGGTGGAG 
CACCAAGCTGCGGTGTTACCTCCGCTGCGCCACTTTGACTCCAGGCAGATGCCGTTGAGT 
ACTTCTTTTGGCGCGTAT GAGTCCGTGGCTGATTCCTTTGAGTCAGCGCTTCGCAGCCAC 
CCCGAGCTGGATGTGGAT GATGAAATCCGCGTGCATCTGGCCAGACTGTATGGAACTGAG 
CAT GAAAAAGTGCTGGATCTCGTCGCAAAGCAACCCGACCTGGGGCGCCGACTTGACCCA 
GACAACCTTGATATCGCGGCGCAGGCCGTTTTTGCTGTCGCCGAGGAGGCGGCCGTCGAC 
CTGGCGGACGTGCTGGATCGTCGCATCGTGCTCGGCACGCTGGGTTATGTGCAACCGGCT 
GCCGTGCGTGCGACGGCCGAAGCAATGGCGCAGGTCACCGGGTGGTCAGCTGAGCTTATC 
GACGCCCAGTGCCAGTCCTACCTCGCCAAGCAAGACAAAATCCAAGCCGTGTTAAAGCCG 
TACCGC 

>RXA018 51-downstream 
TAACACTCCGTCATCGACACCGG 

>RXA01859-upstream 

TACGCCCAGGGTTTCCATATTGGTAAATCTAAGCCGATTGATGAATTTATAGCTACTTAT 
CTCGAGACGAACCAAACCGCTACCTGGGGGTAGGAAGAAT 

>RXA018 59 

ATGAAAAAGAAGAGCTTTCCAATCGCAAGAGTCATCGGTATCGGCGTCCTTGGCATCGCC 
GGGATGGGAATATTGTTGCTATGGCTTGCAGTTACCCTGTCTGATCCAGCATCACCGGGT 
GC C AAAG AAAC CGAAG T C T T T G AT AGG T GG AAAGT GC T CT T T GAT G ACT AT AT T C C ACCA 
GTCAGGGTATTGGTTGCTGCGATTATCGTTGCATTAATTTTCGTCTTTATCGCTGCCACA 
GTGGAACGAACCGTAACCAACCGCTACCGAAGCTCCGTAGACGGCGAAAGAGTGCCATTA 
GCGCCGAAGATTGTGATGGCAGAAACCCGAGGGGTATTTCATGGACCGATTACCATTAAC 
GTGCTCGTGCCAGCACACAATGAGGCGGAAAGAATTACTGGAACAATTCAGGCATTGAAA 

T C AC AAC AT GAG C C T C C AG AAC G CAT C G T T G T AG T T G C C G AT AAT T G C AC T GAT G AAAC T 
ACGGAATTAGCCCGTGCTGAGGGAGTGGAGGTCTTGGAAACAGTCAATAATAAGTTTAAG 
AAGGCCGGAGGACTCAAT CAGGCTTTGAGCCGGATGCTTCCCACATTGGGGGAGAATGAC 
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AT T GT GAT GAT C G T T GAC G C T GAT AC AG C AC T T GAT C AAGG T T T C C T C AAG GAAG CACGG 
CGCCGCTTTGAGTCTGATCGCGCTCTAATGGCCGTGGGCGGATTGTTCTACGGTGAGTCA 
GGCTCCGGATGGCTTGGCCAATATCAGCGCAACGAATACACCCGTTATAGCCGTGACATC 
TATCGACGCCGCGGACGTGTGTTTGTTTTGACTGGAACAGCGTCGGCTTTTCGGCCACGC 
GGCCTGCGGACAGTAGCGGAAT CACGCGGGACATTGATCCCCGGACGTAAAGCCGATGTT 
TATGACACCGCGGGCGTTGACCGAAGA 

>RXA0 185 9-downst ream 
TAATGAGTTGACCCTGGCTTTGA 

>RXA018 65-upstream 

GGTGGAATTTGGCCTGCGGTCAAGGGGAAGTAGCATAATAAGCCTAAAGCTTTCCCATAT 
TTATTAGCCTCTTAGAGTTCTCAGGAGAAAACGAAATCCC 

>RXA018 65 

ATGACATACACAATCGCACAGCCCTGCGTTGACGTCTTGGATCGTGCCTGCGTTGAAGAA 
TGCCCAGTAGATTGCATCTACGAAGGTAAGCGCATGCTGTACATCCACCCGGATGAGTGC 
GTTGACTGTGGTGCATGTGAGCCTGCTTGCCCAGTTGAGGCAATCTTCTACGAGGACGAT 
GTCCCAGACGAATGGCTTGACTACAACGATGCCAACGCTGCATTCTTCGATGATCTGGGC 
TCCCCAGGTGGTGCGGCTAAGCTTGGACCACAAGATTTTGATCACCCAATGATCGCTGCG 
CTGCCGCCTCAGGCA 

>RXA01865-downstream 
TAATCTAACGCATGACCTCTCGC 

>RXA018 82-upstream 

ACCCTTTTTCCACCTTGGCTGATTTTGATGCCCTTGTTACCGATGACCACACGCTAGATT 
TTCCAGTTTTGCCCGACCACAACTTTCAGGTGGTAACCCC 

>RXA018 8 2 

ATGATCATCACATTCACCCCAAACCCGAGTATTGATTCCACGCTGTCGCTCGGCGAAGAG 
CTCTCCCGTGGATCCGTCCAACGACTTGATTCCGTCACCGCTGTCGCAGGTGGTAAAGGC 
ATCAATGTCGCCCACGCTGTCTTGCTTGCGGGCTTTGAAACCTTGGCTGTGTTCCCAGCC 
GGCAAGCTCGACCCCTTCGTCCCACTGGTCCGCGACATCGGCTTGCCCGTGGAAACTGTT 
GTGATC7VACAAGAACGTCCGCACCAACACCACAGTCACCGAACCGGACGGCACCACCACC 
AAGCTCAACGGCCCCGGCGCGCCGCTCAGCGAGCAGAAGCTCCGTAGCTTGGAAAAGGTG 
CTTATCGACGCGCTCCGCCCCGAAGTCACCTGGGTTGTCCTGGCGGGCTCGCTGCCACCA 
GGGGCACCAGTTGACTGGTACGCGCGTCTCACCGCGTTGATCCATTCAGCACGCCCTGAC 
GTTCGCGTGGCTGTCGATACCTCAGACAAGCCACTGATGGCGTTGGGCGAGAGCTTGGAT 
ACACCTGGCGCTGCTCCGAACCTGATTAAGCCAAATGGTCTGGAACTGGGCCAGCTGGCT 
AACACTGATGGTGAAGAGCTGGAGGCGCGTGCTGCGCAAGGCGATTACGACGCCATCATC 
GCAGCTGCGGACGTACTGGTTAACCGTGGCATCGAACAGGTGCTTGTCACCTTGGGTGCC 
GCAGGAGCGGTGTTGGTCAACGCAGAAGGTGCGTGGACTGCTACTTCTCCAAAGATTGAT 
GTTGTATCCACCGTTGGAGCTGGAGACTGTGCTCTTGCAGGTTTTGTTATGGCACGTTCC 
CAGAAGAAAACACTGGAGGAATCTCTGCTGAATGCCGTGTCTTACGGCTCGACTGCGGCG 
TCTCTTCCTGGCACTACCATTCCTCGTCCTGACCAACTCGCCACAGCTGGTGCAACGGTC 
AC C C AAG T C AAAGGAT T GAAAG AAT C AG C A 

>RXA018 8 2-downstream 
TGAATAGCGTAAATAATTCCTCG 

>RXA0188 4 

ATGCATGTCGACGGCTTCCGCTTCGACCTTGCCTCTACCCTTGCTCGTGAATTTGATGAT 
GTTGACCGCCTGGCAACCTTCTTCGACCTGGTCCAACAAGACCCGGTGGTCTCCCAGGTC 
AAGCTCATTGCTGAGCCGTGGGATGTTGGCGAAGGCGGATACCAAGTGGGTAACTTCCCA 
CCACTGTGGACTGAGTGGAACGGTAAATACCGCGACACTGTCCGTGATTTCTGGCGTGGT 
GAGCCAGCAACCTTGGGTGAATTCGCTTCCCGAC TAACTGGTTCCTCTGATTTGTATGCA 
AACAACGGCCGTCGCCCCACTGCATCGAT CAACTTTGTGACTGCTCACGACGGCTTCACC 
CTCAATGACTTGGTCAGTTACAACGAGAAGCACAACATGGCCAACGGTGAAGACGGTCGG 
GACGGTGAATCACACAACCGTTCCTGGAACTGTGGCGTCGAAGGACCAACTGACGATCCT 
GAGATTATGCAGCTGCGTGCTCAGCAACGACGCAACTTCCTCACCACCTTGTTGCTGTCC 
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CAGGGCACCCCTATGTTGTCCCACGGTGATGAAATGGCCCGTACCCAAAACGGCAACAAC 
AAC G T C T AC T G C C AAG AC AAT G AAC TGGCGTGG G TG AAT T G G GAT CAG GC T GAAG AAAAC 
GCTGACTTGGTGAGCTTCACCAGGCGTTTGCTGCGTATCCGAGCAAACCACCCAGTATTT 
AGGCGCAGGCAGTTCCTTGCCGGTGGCCCTTTGGGCGCCGATGTTCGTGACCGCGATATC 
GCATGGCTGGTACCAAATGGAACCTTGATGACTCAAGATGACTGGGACTTCGCTTTCGGT 
AAATCACTGCAGGTGTTCTTCAACGGCGATGCCATCGAAGAGCCTGATTATCGAGGACAG 
AAAATCCACGATGACTCCTTCATCTTGATGTTCAACGCTCACTTCGAACCTATCGATTTC 
AATCTCCCTCCTGAGCATTTCGGTATGAAGTGGAAGCTTTTGGTCGATACCACCGAAGCG 
GTGGGCCACCCGCTGGAGGATCTCACCATCGAAGCTGGCGGAACCATCACTGTTCCTGCC 
CGTTCCACGATGCTGCTGCGCCAGGTGGAGGCTCCGGACTACACCAAGCTTGAGGAAAAG 
ATCGCTGCTGAAAAGCGTGAGCAAGAACTTGCGGCAGAGAAGGAAGCTGCTGAGAAGCGC 
GAATTGGAACTGGCGGCAGCAAAGGAAGCTGAAGATGCTGCTGAGGCTCTCCACCTTGCG 
GCAGAACGTGCTTCGACTCAGGAAGCTGAATTGGCCCATCAACACGGTGCTGATGCGATT 
GCCGATGAGGTAGCGGAAGAACCACAAGAGCTGCCACAAGATGAAGTAGCGGCAGAGGTC 
GAG AC T GAGCC C G ACAC C G AGC C T G AC AC T G AAT C T GAC T C C GAG CAG G C T GAG G T AGC T 
T C AGAG G AGC C T GAAG C GG AC GAAG AAG AG AAG 

>RXA018 8 4 -downstream 
TAGTACACCGAAAGTGGCGTCGC 

>RXA018 8 6-upstream 

GCGAAGCTGCACGCACCGCACTACTCATCGCACTCGGCGCCATCCGAAGCGTAGAAACCG 
G C GC AAC CAT C AAC C T T G C T G AAAGC AT C GAG G T T T AAC C 

>RXA018 8 6 

ATGACTTTTAAACTCGCAGCATGCGCAGAGATGATCTACCAGGACCTGCCTTTCGAGGAG 
AGGGTCAAGACGATCTCTGATCAGGGATTCCTCGTGGAAATTTGGGACTGGTCCACAAAA 
GACATCGATGCGCTCGTGGCAACAGGCGCGGAATTTTCCTCCATGACGGGCTACCTGCGC 
GGGGATCTGATTACTGAACAGGGCCGCGCGGAGCTCTTGGCAACCGCTTCGGAGTCCTTG 
GCGGTGGCGGAAAAGCTCAACTGCCCCCGGCTGAATCTGCATGGAACTGGCCTTGGACCG 
CAGGGACTACCTGTTACTCCCATTGAAGTGGTTACCCCAGAAATGTGGCTCTACGCTGCT 
GAAACGCTCCGCCAGATCGCTGAGCTGGGGGAGCGCGCAGGCAAGGTTTTCGTGCTGGAA 
AACCTCAACCTCGCAGTCGATCACCCCGGCACTCCTTTTGCCAAGGCCACTGACACTTTG 
GCGCTGGTCAAGGCTGTCAATCACCCGAATCTGCGCCTCAACCTGGATTTGTACCACGCC 
CAGATTGGCGAAGGAAACCTCATTGAGCTGCTCCGTGAGGCGCAGCCATTCATCGGCGAA 
ATCCAGGTTGCCGATGTCCCCGGCCGCATGGAACCCGGCACCGGCGAGATCAACTACCAG 
GGCGTCGCGAAAGCTCTCGCCGCGATGGGCTACGACGGCGTCATCGGCATGGAGGCGTGG 
GCATCGGGCGACTCCAGCGACGCGCTGCAGGCGTTGAAGTCAGCGTTCACGGTC 

>RXA018 8 6-downstream 
TAAATTGCTTATCGACGCACCCC 

>RXA018 8 7-upstream 

CATCTTTACAGGAAACCCCTTGACGGCAT CAATGGGTGGTATCTAGTATCTACTAGAACG 
T T AT AG T AGAACG T T C T AG T AAAAC T TGGAAGG AT GAAAA 

>RXA018 8 7 

ATGTCAGTCAAACTTGCCCTCATCGGTGCTGGACGCATCGGATCAAATCACGCACGCCTG 
ATCACAAACCACGTGATCGGCTCTGAACTGGTCGCCGTCGTTGACCCAACTCCCAACGCA 
GAAACCCTCGCTGATGAATTGGGCGCCGTTGCGTTCTCTAACCCAGATGACGTCCTGACC 
CGCGATGACATTGACGCGGTTTTGATTGCTACACCAGCACGAACCCACGCGGATCTCGTG 
GTCAAAGCAGCGGCAGCGGGCAAGCACGTGTTTGTGGAAAAGCCCATGGCCGTCACCCTC 
GAGGACGCAGATCGTGCCATCAACGCAGCACGCGAAGCAAACACTGTCCTGCAGGTGGGC 
TTCAATCGTCGTTTCGCGGCAGGTTTCGCTGCAGCACGCGCACGCATTGACGCAGGCGAT 
ATCGGCACCCCACAGCTGCTTCGTTCCGTGACCCGCGATCCAGGACCATTCACCGCTGAC 
CCCAACAAGATCCCTCAGTGGACCATCTTCCTGGAAACCCTCATCCACGATTTCGATGCG 
CTGTGCTACCTCAACCCAGGCGCAACCCCAGTGGAAGTAACCGCTCACGCTGATTGCCTC 
GTCGTTCCAGAAGCTGCTGGCACTGGCTTCCTCGACACCGCAGTGGTGACTGTCCGTTTT 
GATAACGGAGCAATTGGTACTGCAGAAGCAAGCTTCAGCGCAGCCTATGGTTATGACGTT 
CGCGGTGAAGTCTTCGGATCCAAGGGCATGATGACCGCAGGCGACGCGCGCGCAACCAAC 
ATGACTTTCTACGGCGCTGAGGGCATCGCGGCTGCCACCTCACGCGCGGATACCGATCTG 
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CTCTCCGATGCTTACCGAGCTGAATTCCAAGCTTTCGTCGACTCCATCCGTACCAACACC 
CCTTCCAAGGTTCCAGGCGAAGCTGCACGCACCGCACTACTCATCGCACTCGGCGCCATC 
CGAAGCGTAGAAACCGGCGCAACCATCAACCTTGCTGAAAGCATCGAGGTT 

>RXA018 87-downstream 
TAACCATGACTTTTAAACTCGCA 

>RXA0 18 8 8 -upstream 

AGTAGATACTAGATACCACCCATTGATGCCGTCAAGGGGTTTCCTGTAAAGATGTAAGAG 
ATTAAGAAAAGAGGTAGATATGGCGTCAAAGCGACCGACA 

>RXA01888 

ATGGCTGATGTGGCAAAAGCTGCTGGAGTATCCACTGCGCTGGTCTCCATCGTGTTTCGC 
GATGCCCCCGGAGCAAGTGAATCCACCCGCAACCATGTGAAAGAAAAAGCCGCCGAACTC 
GGATACATTCCTGATCGACGAGCCCAAAAACTTCGCCAAAACCGCTCCGGACTCATCGGT 
GTGGCATTCGAAATGCACCAAGCATTCCACGGCGATATCGTCGAACACCTCTATCCCACC 
GCCCGAAAACATGGCTTCGACCTGTACCTTAGCGCGAT CACACCGACTCGCACTGAAAAA 
GATGCCGTCAACGCCCTGATCAGGGAACGATGCGAAGCAGTAATTCTTCTAGGATCTCGC 
ATGTCACCTAGTGATTTGGAAACAATCGCACAGCAACTTCCCGTCCAAGTAATTGCCCGC 
GGTTCCGGAACCCCCAAAGTCAGTTCCGTCCATGTCGACGACGCAGTTGGCGCCCAATTA 
GCCCTCAACCACCTCATCGAATTAGGCCACGAACACATCATCTACATCGATGGTGGCGAC 
GCCCCTGGCACCCAGGAA 

>RXA018 91 

TACTACAACAAGGATCTGTGGGCTAAGGCTGGCCTGGAAGATCGTGGCCCAGAGTCATGG 
GAAGAGTTCTCCGAGTGGGGTCCAAAGCTGCAGGAAGCGATGGACAGTGGTTTCGCACAC 
GGTTGGGGAGATGCAACCAACTACCTTTCTTGGACTTTCGAAGGCCCAATGTGGTCCCTC 
GGCGGCAACTACTCTGAAGGTTGGGAGTCCCGTCTGACTACCCCAGAGACCATCCGTGCA 
GTTGAGTGGCTCAAGTCCACCGTTGATGAAGGTTTCGCAACCGTCTCCACCGACGTCACC 
AACGAGTTCGCAACCGGCCTGATCGGTTCATGCATCCAGTCCACCGGTGATCTGTCTTCG 
GTTGCCGGCGCTGCAAGCTTCGACTGGGGCGTAGCAGCACTTCCTAACCCAACCGGCGAG 
GGCGCTTGCCCAACCGGTGGCGCAGGCCTGGGAATCCCATCTGGCATCTCTGAGCAGCGT 
CAGGACAACGCCCTGAAGTTCATCGACTTCCTCACCAACGCCGCGAACACTGGCTACTGG 
TCCCGCGAGACCGGTTATGTTCCAGTTCGTAAGGATGCTGCATCTGATCCAGATCACGCA 
G CAT T C C T C GAG G AG AAC C C T GC AT AC AAC G T T G C AG T G GAG C AG C T T C C T GAT AC C C G T 
TCCCAGGACAACTTCCGCGTGCTGCTGCCAAACGGTGACCGCACCATCGGTGACGCACTG 
GAGAAGATCTGCCTGACTGGTGCAGACATCGATGTCACCCTGGCTGAGGTTGAGACCAAG 
C T G AAC AC CAT C T AC AC C C G C G AC AT C G AAC C AC T T A T T 

>RXA018 91 -downstream 
TAAT C CG AG C AC TTCAGC T ACAC 

>RXA018 95 

CACCACCTCTTCCAGCCACTGCTGTACCAAGTGGCAACCGGTATCCTCTCCTCCGGTGAA 
ATCGCACCTTCCACTCGACAGATCCTGGGCTCCCAGGAAAACGTCAACGTCATCAAGGGC 
GAAGTCACCGACATCAACGTCGAGTCCCAGACTGTGACCGCCTCCCTGGGCGAGTTCACC 
CGCGTTTTTGAGTACGATTCCTTGGTCGTTGGTGCTGGCGCAGGTCAGTCCTACTTCGGC 
AAT GATCACTTCGCTGAGTTCGCACCTGGCATGAAGTCCATCGACGATGCACTGGAGATT 
CGTGCACGCATCATCGGTGCTTTCGAGCGCGCTGAGATCTGCGAGGATCCAGCTGAGCGC 
GAACGCCTGCTCACCTTCGTCGTTGTTGGCGCTGGCCCAACCGGTGTTGAGCTTGCTGGC 
CAG T T GGC T G AGAT GG C T C AC C G C AC CCTTGCTGGT GAG T AC AAGAAC T T C AACAC CAAC 
TCCGCAAAGATCATCCTGCTTGATGGTGCTCCACAGGTTCTTCCTCCATTCGGTAAGCGC 
CTAGGCCGCAACGCACAGCGCACCCTGGAAAAGATGGGTGTCAACGTTCGCCTGAACGCT 
ATGGTCACCAACGTTGACGCTACCTCGGTCACCTACAAGACCAAGGACGGCGAAGAGCAC 
ACCATCGAATCTTTCTGCAAGATTTGGTCCGCTGGTGTTGCGGCATCCCCACTGGGCAAG 
CTCGTCGCAGAGCAGACCGGTGTTGAGACCGACCGCGCAGGCCGCGTCATGGTTAACGAT 
GACCTGTCTGTTGGCGATCAGAAGAACGTCTTCGTT 

>RXA01901-upstream 

GCATGTTGCCTTCTCTCTGTGATCGCCTCGTTCTTCATCCAACGCGTCGCGCACCAAGAG 
AACTAAAATCTAAGTAAAACCCCTCCGAAAGGAACCACCC 
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>RXA01901 

ATGGTGAAACGTCAACTGCCCAACCCCGCAGAACTACTCGAACTCATGAAGTTCA7V7W\G 
CCAGAGCTCAACGGCAAGAAACGACGCCTAGACTCCGCGCTCACCATCTACGACCTGCGT 
AAAATTGCTAAACGACGCACCCCAGCTGCCGCGTTCGACTACACCGACGGCGCAGCCGAG 
GCCGAACTCTCAATCACACGCGCACGTGAAGCATTCGAAAACATCGAATTCCACCCAGAC 
ATCCTCAAGCCTGCAGAACACGTAGACACCACCACCCAAATCCTGGGCGGAACCTCCTCC 
ATGCCATTCGGCATCGCACCAACCGGCTTCACCCGCCTCATGCAGACCGAAGGTGAAATC 
GCAGGTGCCGGAGCTGCAGGCGCTGCAGGAATTCCTTTCACCCTGTCCACCCTGGGCACT 
ACCTCCATCGAAGACGTCAAGGCCACCAACCCCAACGGCCGAAACTGGTTCCAGCTCTAC 
GTCATGCGCGACCGCGAAATCTCCTACGGCCTCGTCGAACGCGCAGCCAAAGCAGGATTC 
GACACCCTGATGTTCACCGTGGATACCCCCATCGCCGGCTACCGCATCCGCGATTCCCGC 
AACGGATTCTCCATCCCGCCACAGCTGACCCCATCCACCGTGCTCAATGCAATCCCACGC 
CCATGGTGGTGGATCGACTTCCTGACCACCCCAACCCTTGAGTTCGCATCCCTTTCCTCG 
ACCGGCGGAACCGTGGGCGACCTCCTCAACTCCGCGATGGATCCCACCATTTCTTACGAA 
GACCTCAAGGTCATCCGTGAAATGTGGCCAGGCAAGCTCGTAGTCAAGGGTGTCCAGAAC 
GTTGAAGACTCCGTCAAACTCCTCGACCAAGGCGTCGACGGCCTCATCCTCTCCAACCAC 
GGTGGCCGTCAACTCGACCGCGCACCAGTCCCATTCCACCTCCTGCCACAGGTACGCAAG 
GAAGTCGGATCTGAACCAACCATCATGATCGACACCGGCAT CAT GAACGGCGCCGACATC 
GTCGCAGCCGTAGCCATGGGCGCTGACTTCACCCTCATCGGTCGTGCCTACCTCTACGGA 
CTCATGGCCGGAGGCCGCGAAGGCGTCGACCGCACCATCGCCATTCTCCGCAGCGAGATC 
ACCCGCACCATGGCTCTCCTCGGTGTTTCCTCCCTCGAAGAACTCGAGCCACGCCACGTC 
ACCCAGCTGGCCAAGATGGTTCCAGTTTCTGACGCAACTCGTTCTGCAGCGGCGGAGATT 

>RXA01901-downstream 
TAAAAGTTTCTCTCCTTAGCTAT 

>RXA01915 

ATCGATGTTGTCAGCGTCGTGGTGGCTAACTTCCTGCACCGCGAAATCGTGGAAGCACTT 
CTGGCATCCGGCAAGCATGTGCTGTGCGAGAAGCCACTGTCAGACACCATCGAAGATGCA 
GAAGCCATGATTGAGGCAGCCGGCCGTGCAGCAACAAATGGCACCATCGCCCGCATCGGA 
CTGACCTACCGCCGTTCCCCAGGCGTGGCACACATCCGTGATCTCGTGCAGTCCGGCGAG 
CTTGGCAAGGTTCTACACGTCACCGGCCACTACTGGACCGACTACGGATCCAATGCACAG 
GCACCAATCAGCTGGCGTTACAAGGGGCCAAACGGCTCCGGCGCACTGGCAGATGTGGGA 
AGCCACCTCACCTACCTGGCAGAATTCGTTGCAGGATCTGACTTCGCCGCCGTCCGTGGT 
GGCCAGTTGTCCACCGTGATCACCGAGCGCCCCAAGCCACTCGGCGCGATTGTCGGCCAC 
GAAGGCGGCGCAGTTTCCGATGAATACGAAGCAGTGGAAAATGAT GACAT T GC AT CAT TC 
TCCGGATCCTTCATCGGTGGCGGAACCGCAACCCTCCAGGTCAGCCGCATTTCCCAGGGA 
CACCCAAACACCCTAGGTTTTGAAGTGTTCTGTGAAAAGGGCTCCGTGCTCTTTGATTTC 
C GC AAC T CAGG C GAAT T CAAAAT C T T C AC C C C AGC AAC C T C C G G T GACAT C AG C C AAG AA 
GCCGGCTACCGCACCATCACCATCGGACCAAAGCACCCATACTGGCGCGGCGGCCTTGCA 
ATGGATGCACCAGGCGTGGGAATTGGCCAAAACGAAGGCTTCGTTTTCCAGGCGCGCGCA 
TTCCTCGAAGAAATCGCAGGAATCTCCGAAGCTGAAAGCCTGCCACGCTGCGCAACTTTG 
GAAGAAGGGCTACACAATATGCAGCTCATTGATGCTGTATCACAGTCAGCTGCAGCAGGT 
GGCGAAACCGTTGCGGTCCCAGCGGCTGCTCTGATCCCTGCAAACAAC 

>RXA01915-downstream 

T AG AAAC T AT T CAGAAAG CAT C A 

>RXA01919-upstream 

ACCTATGACCGCTGTGGCGCCTAGGGTCGACGGGCACGTCGCCCCTCAGAGGCCCGAGCC 
GACAGGCCATGCACGCAAGGGCAGCAAAGCATGGTTAATG 

>RXA01919 

ATGACCACCACCGACCACAAGCAGCTGGGCATTATGTACATCATTATGTCCTTCAGCTTC 
TTTTTCCTCGGTGGCTTGATGGCCCTGCTTATCCGAGCGGAGCTTTTCACCCCTGGTCTG 
CAGTTCCTGTCTAAT GAGCAGTTCAACCAGCTGTTCACCATGCACGGAACTGTCATGCTG 
CTGCTGTACGGAACTCCAATTGTTTGGGGTTTTGCTAACTACGTCCTGCCACTTCCAACC 
ACCANGCAAGCCTTCTCTAAAACCCGGGTGAACTCTCCCAGGGAG 

>RXA0192 7 
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AATGACACTCGTTCTGCCCAGGCTGCGTTGGATCTCAAT GAGGAGATCGGCGGCGATCAG 
GCTGCGGTAGATGCCACGGGAAGTGTGTATGTTGCTTCTTTAACTGCCACCAAAATGCGG 
TGGATGCGTGATCATGAACCAGAAAATGCAGCGCGCACGGCGTCGGTGATGTTGCCTCAT 
GATTTCCTCACCTGGCATTTGATGGGACGCGGACGCAAAGTCACCGACCATGGTGATGCT 
TCTGGAACGGGCTACTACAGCACGCGTGATCGTGCGTGGCGCACCGATCTAGCTGCCTTG 
GCGCTGGGCCATGAGGTGGAACTTCCTGAACTCCTGGCCCCAAATGCGATTGCGGGAACA 
ACTCCAGGTGGAGTGAAAGTTGCTGCAGGCACGGGAGATAATGCTGCGGCTGCGCTTGGC 
CTTGATTTGCAGCCTGGTGATGTCAGCGTGTCGATCGGCACCTCTGGCGTTGCCGGCATG 
ACCGTTCAACATAGCGTCCACGATCCATCTGGTTTGGTCACTGGTTTCGCCGATGCCACG 
GGTGCGTATTTCCCGCTGGCCTGCACGCTTAATGGCGCACCGGTGTTGGAATTCGGCCGC 
CGCATTCTGGGCGTGGAATGGGAAGAGTTCGATGCGCTTGCACTGGCTGCTCAACCCGGT 
TCAGGTGGCGTGACGCTCCAGCCTTATTTGGAGGGCGAGCGTACGCCGAATCGTCCCGCA 
GCACGTGGCGTTTTGGCTGGACTAAACTGTGCAACGACCCGCGAGGACTTTGCCCGAGCA 
ACTGTTGAAGGCTTGTTGTTGGCATTGGATGATGCTGTAACGGCGCTGGTTGAGGCCACG 
GGAGTGCCCGTTCAGCGCATCCAGCTCATCGGTGGCGGCGCGCGTTCACAGGCGGTTCGT 
GAGATTGCCCCTGAGATTTTCGGCCATGAGATTGTGGTTCCAGAACCCGCTGAATATGTG 
GCGTTGGGTGCAGCTCGTCAGGCGGCATGGGCGCTGTCGGGTGAGGCCACGCCACCGCAG 
TGGCCAACTCCCGGTTCCGATCCGCACCGCGCACCTAAAAACACTGAGCTGAGCACGCGT 
TATGCGAAGCTGCGTGCTGCAACGCAGGGTTGGTAC 

>RXA0 192 7 -downstream 
TAGAGCTCGATATTGTCGATCAA 

>RXA01952 

CCAGGACTATGTCGCCAAGCAGGGCGTGGATCTCAAGGCGCTGACGACCGCATCCAGCAC 
TTGCTGGAGGAGCACGGCAAGAAGCTGCCCGCCGAGCACAACTACGGTCGCATGTACAAG 
CTGCCGGAGTCCATGGAAGAGCACTTCAAGGAGCTCGATCCGACGAATACGTTCAACGCC 
GGTATCGGCGGCACGTCGCCGCACAAGGACTGGGCC 

>RXA01952-downstream 
TAAGTCCCCAAGGTAGCGCGACG 

>RXA0 1955 -upstream 

CCATCAAAAAAT GAACGACCGCGGACTAGCTCGGATCAAGGCGACATCCCCTCAGCATCA 
TGACGCGCTTGTGATGCAACTGAATATAGGAAGCTTAGAG 

>RXA01955 

AT GACGCAACCAGGACAGACCACCACGACTTCGCACGAAGCGATCGATGCGTTCAAGAGA 
ATCGTCGGCGACGAACATGTACTGACCTCTGAGCGTGCCACGATGCCATTCAGCAAAGGC 
TATCGATTCGGCGGAGGACCAGTCTTCGCCGTGGTGCGCCCCGGCACGCTGGTCGAGATG 
TGGCGGGCGCTGCAGGTATCCGTCGACAACAACCTCATCGTCATCCCGCAGGCATCGAAC 
ACGGGCCTGACTGGTGGATCCGGCCCCGGCTTCCAAGACTACGATCGCCCCATTGTGATC 
ATCTCGACTCACCGCATCGATGAGGTGCACCTCATCAACGACGCGCGCGAGGCGATCTCG 
CTCGCGGGCACCCCGCTGACACACCTGACCGACGCGCTCGCCAAGCACCAGCGCGAGCCG 
CACTCGGTGATCGGGTCGACATCAATCGGCGCCTCGGTCATCGGCGGCATCGCGAACAAC 
TCGGGCGGCAGCCAGATTCGCAAGGGTCCGGCATTCACGCGCGAAGCGATCTTCGCCCGC 
GTCAACGACGACGGCAAGGTCGAGCTGGTCAAT CACCTGGGCATCTCGCTCGGAGACGAC 
CCTGAGGTCGCACTCGACCGTCTACAGCGCGGCGAGTGGTCTCCCGAGGATGTCACCCCA 
GCTCCCGAAGACTCGAACGAGACCGAGTACGCCGAGCACTTGCGCAAGATCGTGCCTTCG 
CCTGCTCGCTACAATGCGAACCCCGAGTACCTGTTCGAGGCTTCCGGCTCGGCCGGCAAG 
CTGATGGTGTTCGCGGTGCGCACCCGCACCTTCCCTCGCGAAGTGCACCCGACCGTGTTT 
TACATCGGCACGAACAACACGCACGAGCTCGAAGAGATCCGTCGGTTGTTCCTCGAAGCC 
GACATGCCGCTGCCTATCTCTGGTGAGTACATGGGCCGCAGTGCCTTCGACTTGGCCGAG 
AAGTACGGCAAAGACACCTTCGTCTTCCTGAAGTTCATGAGTCCAGCGCTGCAGACGCGC 
ATGTTCTCGTTCAAGACGTGGGCCAACGGCTTGTTCTCGAAGATTCCCGGCATTGGTCCG 
ACCTTCGCCGACACGGTATCGCAAGCCATGTTCAGCGTGCTGCCCAACCAGCTGCCCAAG 
CGCATGATGGAGTACCGCAACCGTTTCGAGCATCACCTGCTGCTCACCGTCAGCGAGTCG 
C AG AAG G C C G C GAG C G AG AAG AT GC T C AAG GAG T T C T T C G C AG AG C C C G AGC AC AC T G G T 
GAGTTCTTCATCTGCACGTCTGATGAAGAAAAGAGCGCGTCGCTCAACCGGTTCGGCGCG 
GCCAGTGCCGCCACTCGCTACGCCGCGTTGAAGCGCCGGCACATCGCAGGGCTCATCCCC 
ATCGATGTGGCCCTGCGTCGCGACGATTGGAACTGGCTCGAGGTGCTGCCGGAGGAGATC 
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GACGACCAGCTTGAGGTCAAGGCGTATTACGGGCACTTCTTCTGCCATGTGATGCACCAG 
GACTATGTCGCCAAGCAGGGCGTGGATCTCGAGGCGCTGCACGACCGCATCCAGCACCTG 
CTGGAGGAGCGCGGCGCGAAGCTGCCCGCCGAGCACAAC 

>RXA0198 9 

GTTAAATCAATTCACAAAACAATTCATGAAGGTACTGGTGCAGGTAGTGACTTCTTAGGC 
T GGG T T GAT T T ACC AGT T G AT T ACGAC AAAGAAG AAT T T T C AAGAAT T GT T G AAGC AT C A 
AAACGCATTAAAGAAAATTCTGATGTTTTAGTAGTCATCGGTATTGGTGGTTCTTACTTA 
GGTGCACGTGCAGCAATCGAAATGTTAACGTCATCATTTAGAAACAGCAATGAATACCCT 
GAAATTGTATTTGTTGGTAATCACTTATCATCAACATATACGAAAGAGTTAGTTGATTAT 
TTAGCAGACAAAGATTTCTCTGTAAACGTTATTTCTAAATCTGGTACAACTACAGAACCA 
GC AGT T GC AT T TAG AT T G T T C AAAC AAT TAG T T G AAG AAAGAT AC GG T AAAGAAG AAG C A 
CAAAAACGTATATTTGCAACAACGGATAAAGAAAAAGGTGCTTTAAAACAGTTGGCTACA 
AACGAAGGTTATGAAACGTTTATCGTACCTGATGATGTAGGTGGAAGATATTCTGTTTTA 
AC AGC AGT AG GAT TATTACCAATTGCAACAGCTGGAATTAACATCGAAGCTAT GAT GATT 
GGTGCTGCAAAAGCACGTGAAGAATTATCT 

>RXA02 02 6 

C CAT T T C AT AT ACAACC AG AAAC AGGT T TAT T AAAT GAT CC C AACGGAC T TAT T T T T T AT 
AAAG GG AAG TAT TAT GT T T C AC AT C AAT GG T T C C CAT T AGGCGC AG T AC AT GGC T T AAAG 
TAT T GGT AT AAC T AC AC GAG T G AT G AC T T AAT AAAC T T T AAAC CT G AAGGGCC AAT AT T A 
AATCCAGATACTAAATATGACAGCCATGGTGTTTATAGCGGTAGCGCTTTTGAATATAAC 
GGGCAT TT AT AT T ATAT GT ACACAGGAAATC AT CGAGAT AATC ATT GGCAACGACATGCG 
AG T C AG AT GAT C G C AC GAT T G AAAGAAG AC G G T T C AG T T G AAAAG T T T C C AAAG C C AG T A 
ATTAGCCAGCAACCAGAAGGATATACAAGTCATTTTAGAGATCCTAAAGTTTTTAAATAT 
GGT GAGAAATATT ATGCAATCAT TGGC GC ACAAAAT AAT GATCAGCAAGGT CG AT TAT T A 
CTTTATAATACTGAAGATATAATTAATTGGCATTATTTAGGTGAAATAAATACAGAGTTA 
GAT GATT TTGGATATATGTGGGAATGCCCAGATTACTTTAATTTAGATAATCAAGATGTC 
ATACTTATTTGTCCACAAGGTATTGAACCAAAAGGCAATCAGTTCAAAAATATTTATCAA 
AG T G G T TAT AT AC T T G GAAAG TTTGATATT G AAAAG T T AAC AT AT G AAC AT GAAAATT T T 

>RXA02 02 8 -upstream 

TGCGCAGTTCCTGCTTAGTTTGGCTCATAAATCTAAGGATAACCGTTATTTTCGGAGGGG 
TACGACGATTGGGGTTGCGGGGGCAGGTACTCTTGGTTCC 

>RXA0202 8 

AT GAGTTTGCCTATCGAT GAGCACGTGAACGCGGTTAAAACCGTCGTAGTGCCTGCTGCA 
GGACTGGGAACCCGATTCCTTCCGGCCACCAAAACCGTACCCAAGGAGTTGCTGCCGGTT 
GTCGATACCCCAGGTATTGAGCTGATTGCTGCTGAGGCTGCCGAACTTGGTGCGACCAGG 
CTGGCGATCATCACTGCGCCAAACAAAGCTGGGGTACTTGCACACTTTGAGCGTTCTTCT 
G AAT T GG AAG AAACGCT GAT GG AGC GT GGC AAG AC TGACC AGGT GG AG AT AAT CCGCCGC 
GCCGCCGATTTAATCAAGGCAGTTCCAGTAACCCAGGACAAGCCGCTGGGGCTAGGTCAT 
GCTGTTGGTTTGGCTGAGTCTGTGTTGGATGAT GATGAAGATGTCGTAGCGGTGATGTTG 
CCGCAC 

>RXA02 054 -upstream 

CCTAATGAACAGCCGGAGCACCCTGGTCGTTTGCAGAATAGGCGCATCGACAACAGCTAC 
TAACTCTGCCAGCTCGCCCGGACGAACTAAGGTAGACGGC 

>RXA02054 

ATGACTTCTTTGCTTGTGACCGGAGGTGCCGGATTTATCGGCGCCAACTTCGTCCGCCAA 
ACCGTAGAGCAGCACCCTGAATACACCCACATCACGGTGCTGGATAAACTCACCTACGCA 
GGAAACGCCGACAATCTCAAAGGCCTCCCCGACAGCAAAGTAACCCTCATCGAAGGCGAT 
ATCTGCGATGCTGAATTAGTCGACTCCCTGGTCAAAGACCACGACATCACAGTCCACTTC 
GCAGCAGAATCCCACAACGACAACTCCCTCAACGACCCCTCCCCGTTTGTTCACACTAAC 
CTCATCGGCACCTTTGTCCTGCTAGAAGCAGTCCGCAAGCACAACAAACGCTTCCACCAC 
ATCTCCACCGATGAAGTCTTCGGCGATCTAGAGCTGGATGATCCAAACCGCTTCACTGAA 
ACCACCGCCTACAAGCCATCGTCTCCATATTCTGCAACCAAGGCAGGGTCTGATCACTTG 
GTACACGCATGGATCCGCTCCTTCGGAATCCAGGCAACCATGTCTAACTGCTCCAACAAT 
TACGGTCCCTACCAGCACATTGAAAAGTTCATCCCCCGCCAGATCACCAATATTCTGGCC 
GGCCTGACACCAAAACTTTATGGAACCGGCGAGCAGGTCCGCGACTGGATCCACGTCGAT 
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GATCACAATGACGCCGTCCACCTGATCCTGAGTAAGGGCAAGATCGGCGAAACCTACATC 
ATCGGCGCCGACAACGATCATGTGAATAACAAGCAGGTCATCGAGCTTATTTGTGAACTC 
ATGGGCCTCGACAAAAACGCATACGAGCACGTCGCAGACCGCCCCGGCCACGATATGCGT 
TACGCCATGGATTCCACCAAGCTGCGCACCGAGCTCGGCTGGGCACCTAAATACACCGAC 
GTTGATTCCGGCATGCGCAAAGGCCTAGAGCAGACCATCGATTGGTACCGCGAAAACGAG 
GCCTGGTGGCGCCCTGCCAAGAACAACGTCGAAGCTACCTACGCTAAGCAGGGACAA 

>RXA0 205 4 -downs t re am 
TAAT G GAAT AC GG TAAACAAC T C 

>RXA02055-upstream 

AAGGCCTAGAGCAGACCATCGATTGGTACCGCGAAAACGAGGCCTGGTGGCGCCCTGCCA 
AGAACAACGTCGAAGCTACCTACGCTAAGCAGGGACAATA 

>RXA02 055 

ATGGAATACGGT7VAACAACTCACCTCCCACACCACCGACATCGAAGGCCTACTGGTTTTC 
GATTTCCCCGTCCACGGCGACAACCGCGGCTGGTTCAAGGAAAATTGGCAGCGCACCAAG 
AT GACCAACCTGGGGCTGCCCGATTTTGGCCCCGTCCAAAACAACATGAGTTTCAACGCC 
ACCGCCGGCACGACTCGCGGCATGCACGCTGAGCCGTGGGATAAATTTGTGTCCGTCGCG 
GTGGGTTCCGTTTTCGGAGCTTGGGTGGATCTGCGCGCGGGCTCGAGCACGTACGGTAAC 
GTCGTAACGCAAAAAAT TACCCCTGACGTGGGAGTTTACGTCCCGCGTGGTGTGGCAAAC 
GGCTTCCAGGCGCTCGAGGACGGCACGCTGTACACCTACCTCGTCAACGATCATTGGTCC 
CCCGACGCGCATTACGCCAACGTCAACCTCAACATGATCGACTGGCCGCTGCCCATCACC 
GAGATCTCCGAAAAAGATAAAAAACATCCAGCGCTTATCGACGCCACCCCCCTGCCCGCC 
CGCAAGGTTCTCGTGGTCGGCGCCGGCGGACAACTGGGAACCGCGCTACGCGCGCAGTTC 
CCAGACGCGGAATTTGTCACGCGCCAAGAACTCGATATCACCTCAGATCTCACCGAGGCT 
CGCGCGTGGAAACAATACTCCACCATCATAAACGCCGCCGCCTACACTGCCGTTGACCAG 
GCAGAACACGACCGCGCAGCAGCGTGGGACATTAACGCAGCGGCAGTGGCTACCTCGCGA 
CCATCGCGCGCGACAACAACCTCACCCTCGTGCACGTGTCCTCAGATTATGTCTTCGACG 
GTGCGGGCGAATCCTACGATGAAAACGCACCGTTTTCCCCACTCGGCGTGTACGGCCAAT 
CCAAAGCAGCCGGCGACATCG 

>RXA020 55-downstream 
TAAGCAC 



>RXA0205 6 

CGCCACTCTGTTCCACGTCTAACCAAGGGCCAGGGCACCATCATCGGTGTCGGTTCCATG 
GATTACCCAGCAGAGTTCCAGGGCGCTTCAGAAGACCGCCTTGCAGAGCTCGGCGTTGGC 
AAACTTGTCACCATCACCTCCACCTACGATCACCGCGTGATCCAGGGTGCTGTGTCCGGT 
GAATTCCTGCGCACCATGTCTCGCCTGCTCACCGATGATTCCTTCTGGGATGAGATCTTC 
GACGCAATGAACGTTCCTTACACCCCAATGCGTTGGGCACAGGACGTTCCAAACACCGGT 
GTTGATAAGAACACCCGCGTCATGCAGCTCATTGAGGCATACCGCTCCCGTGGACACCTC 
ATCGCTGACACCAACCCACTTTCATGGGTTCAGCCTGGCATGCCAGTTCCAGACCACCGC 
G ACC T C G ACAT C G AGAC C C AC AAC C T GAC CAT C T G GGAT C T G G AC C G T AC C T T C AAC GT C 
GGTGGCTTCGGCGGCAAGGAGACCATGACCCTGCGCGAGGTACTGTCCCGCCTCCGCGCT 
GCGTACACCCTCAAGGTCGGCTCCGAATACACCCACATCCTGGACCGCGACGAGCGCACC 
TGGCTGCAGGACCGCCTCGAGGCCGGAATGCCAAAGCCAACCCAGGCAGAGCAGAAGTAC 
ATCCTGCAGAAGCTGAACGCCGCGGAGGCTTTCGAGAACTTCCTGCAGACCAAGTACGTC 
GGCCAGAAGCGCTTCTCCCTCGAAGGTGCAGAAGCACTTATCCCACTGATGGACTCCGCC 
ATCGACACCGCCGCAGGCCAAGGCCTCGACGAAGTTGTCATCGGTATGCCACACCGTGGT 
CGCCTCAACGTGCTGTTCAACATCGTGGGCAAGCCACTGGCATCCATCTTCAACGAGTTT 
GAAGGCCAAATGGAGCAGGGCCAGATCGGTGGCTCCGGTGACGTGAAGTACCACCTCGGT 
TCCGAAGGCCAGCACCTGCAGATGTTCGGCGACGGCGAGATCAAGGTCTCCCTGACTGCT 
AACCCGTCCCACCTGGAAGCTGTTAACCCAGCGATGGAAGGTATTGTCCGCGCAAAGCAG 
GACTACCTGGACAAGGGCGTAGACGGCAAGACTGTTGTGCCACTGCTGCTCCACGGTGAC 
GCTGCATTCGCAGGCCTGGGCATCGTGCCAGAAACCATCAACCTGGCTAAGCTGCGTGGC 
TACGACGTCGGCGGCACCATCCACATCGTGGTGAACAACCAGATCGGCTTCACCACCACC 
CCAGACTCCAGCCGCTCCATGCACTACGCAACCGACTACGCCAAGGCATTCGGCTGCCCA 
GTCTTCCACGTCAACGGCGACGACCCAGAGGCAGTTGTCTGGGTTGGCCAGCTGGCCACC 
GAGTACCGTCGTCGCTTCGGCAAGGACGTCTTCATCGACCTCGTCTGCTACCGCCTCCGC 
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GGCCACAACGAAGCTGATGATCCTTCCATGACCCAGCCAAAGATGTATGAGCTCATCACC 
GGCCGCGAGACCGTTCGTGCTCAGTACACCGAAGACCTGCTCGGACGTGGAGACCTCTCC 
AAC G AAG AT G C AG AAG C AG TCGTCCGC G AC T T C C AC G AC C AG AT GG AAT C T GT G T T C AAC 
GAAGTCAAGGAAGGCGGCAAGAAGCAGGCTGAGGCACAGACCGGCATCACCGGCTCCCAG 
AAGCTTCCACACGGCCTTGAGACCAACATCTCCCGTGAAGAGCTCCTGGAACTGGGACAG 
GCTTTCGCCAACACCCCAGAAGGCTTCAACTACCACCCACGTGTGGCTCCCGTTGCTAAG 
AAGCGCGTCTCCTCTGTCACCGAAGGTGGCATCGACTGGGCATGGGGCGAGCTCCTCGCC 
TTCGGTTCCCTGGCTAACTCCGGCCGCTTGGTTCGCCTTGCAGGTGAAGATTCCCGCCGC 
GGTACCTTCACCCAGCGCCACGCAGTTGCCATCGACCCAGCGACCGCTGAAGAGTTCAAC 
CCACTCCACGAGCTTGCACAGTCCAAGGGCAACAACGGTAAGTTCCTGGTCTACAACTCC 
GCACTGACCGAGTACGCAGGCATGGGCTTCGAGTACGGCTACTCCGTAGGAAACGAAGAC 
TCCATCGTTGCATGGGAAGCACAGTTCGGCGACTTCGCCAACGGCGCTCAGACCATCATC 
GATGAGTACGTCTCCTCAGGCGAAGCTAAGTGGGGCCAGACCTCCAAGCTGATCCTTCTG 
CTGCCTCACGGCTACGAAGGCCAGGGCCCAGACCACTCTTCCGCACGTATCGAGCGCTTC 
CTGCAGCTGTGCGCTGAGGGTTCCATGACTGTTGCTCAGCCATCCACCCCAGCAAACCAC 
TTCCACCTACTGCGTCGTCACGCTCTGTCCGACCTGAAGCGTCCACTGGTTATCTTCACC 
CCGAAGTCCATGCTGCGTAACAAGGCTGCTGCCTCCGCACCAGAAGACTTCACTGAGGTC 
AC C AAG T T C C AG T C C G T GAT C AAC GAT C C AAAC G T T GC AGAT GC AG C C AAGG T GAAG AAG 
GTCATGCTGGTCTCCGGCAAGCTGTACTACGAATTGGCAAAGCGCAAGGAGAAGGACGGA 
CGCGACGACATCGCGATCGTTCGTATCGAAATGCTCCACCCAATTCCGTTCAACCGCATC 
TCCGAGGCTCTTGCCGGCTACCCTAACGCTGAGGAAGTCCTCTTCGTTCAGGATGAGCCA 
GCAAACCAGGGCCCATGGCCGTTCTACCAGGAGCACCTCCCAGAGCTGATCCCGAACATG 
CCAAAGATGCGCCGCGTTTCCCGCCGCGCTCAGTCCTCCACCGCAACTGGTGTTGCCAAG 
GTGCACCAGCTGGAGGAGAAGCAGCTTATCGACGAGGCTTTCGAGGCT 

>RXA0205 6-downstream 

T AAG T C T T T AT AGT C C T G C AC T A 

>RXA02 0 61-upstream 

TAACCTGCCTTCACCTGGGATTATCCACCCATGTGTGATGAAATCGCTACCCTGAATCAA 
AGAC AC T G G C G T AAT T GAG T GAAG G C AG GAC AAT AAAG AG 

>RXA020 61 

ATGACGAACGTTTCCGGGTATCACCGACCAGAGCTGCACATCACCGCTGAAAGTGGTGTT 
TTGTTTGCACCTGCAGGCGTTCTGTTGGATGACGACACGTGGCATTTCTTCCACCAGTAC 
CGTCCCTCACCAGATCACGGCCCCAGGTGGGCGCACCAATTCGCAGAGCGCACTCCATTT 
GTGTGGGATATCTGCGATGACGTGCTAGCCCCTGAAGGCGATGAAACCCAGGTTCGCGCT 
GGCTCAGTGGTGTCCAACAACGGTGGCGTTGATCTGTACTTCACCTCGGTTGTTGGCCCC 
ACTTCCACTATCCAGTTGGCACACATCAACAACATCCGTGGCACCACCGAACTGATCAAT 
GAGGACGAGCTGGGGCTCGATCCAGATGTCTCCCGAATCGGCGAAGTGGTTGGCAACACT 
GATGGTTATGTAAAGTTCCGCTCACCGTGCGTTATCCCAGGTTGGGAAGACCAAGGAAAC 
CGCGATGAAGGCCACTCAGGATGGTTGATGCTCGCAGTTACTGGCCCAGTTGAAGCCCCA 
ACAGTAGTGGTCCTCGACTCGCCAGATGGAAGAGAATGGTCCATTACAGGTCCCCTGTCT 
CTCAACGGCCTCTCTGGATTAGAGTCAGACGAAGTTCTAGTTGCTCCTCGCATGATTCGT 
CTGCGCGATGAAGTGGATCATGAAATCTACGATGTCCTCATTGTCACCATTGAACAAGAC 
GGGATTGACATTTCGGGATACCTGGTAGGCCAGCTCAACGGCTCAGAATTCGATGTGAAG 
ACTCCATTTACCCGCATCGATTTTGGCCATGATTTCTCTCGCCCCCGCTVACACCAACTAC 
GCCGAAACCACCATCGGCTACGACTTCGCCCACATCTTTGGTCTCATGAATGGCGTAGGT 
CGTTTGGACTCCCCCACTGAGCATCTCAGTTGGAAGGAAGAAGGCTGGGCAAACGCTATT 
TCTTTCCCACGTATTGTCACGCTCCAGGACGGTACGGTCTTCCAGACCCCTCCAGAAGGA 
TTGCTTGATGCCATTCATGAATCCGAGGCAGCGGCAGGTTGGACCGGACTGTGCGAAATC 
CCATCAAACAGCGCAGTTGAAGTGGCGTTGAAGGACCAAGAAGGTGAAATCGCTGCAACA 
ATCACTCACCGCCACAATCAGCTAGTCGTTGATCGGTCCATGAACCCCAACCACGCGGGT 
GATCCACACGCGATTGCACCATTGACTGAT GAT GAAACAGATTCACTGTTCATTGTCGTT 
GACGGCTCTACAGTAGAAGTTTTTGCTGATGGCGGTTATGTATCAATGGCAAGCCGTGTG 
TAT T T C AAC AAC G GAC CAT T C AGC GAAT T T GAG G T C AC CAC CAC C G G T GAC G C AAG CAT T 
ATTCGCCAGGAAAGTCACTTCCCTGTTGATTTCAGTTCGGTGTCCCTAGATATAGATGAT 
CTCACTGCGCTCATGCAGTTCGATGAAAACGAACCGCATGAAGGCCCAGTGAGA 

>RXA020 61-downstream 
TAAGAGTTAGATGCGTTCCAGCC 
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>RXA020 63-upstream 

ACCGAAATGGGGGCATTAAAAGGGGCTATCATTCGGACCCCAAAACGATGTTTAGACAAT 
TTGTTACCCAGCTTTCATGCGGGATAGTTATTTTGCCTTT 

>RXA02063 

ATGGTTAAGGGTGTGAAGGGTAGACCAAATGTTCTAGCAATCGTTCTCGCAGGTGGCGAG 
GGCAAACGACTTTTTCCGTTGACGGAGGACCGAGCTAAGCCTGCGGTCCCATTCGGCGGA 
ACTTACAGATTGATCGACTTTGTTTTGTCGAACCTGGTGAACTCCGGATTCCTCAAGATC 
GCGGTACTGACTCAGTACAAGTCGCATTCATTGGATAGGCATATTTCATTGTCGTGGAAC 
GTGTCTGGTCCAACGGGGCAGTACATTGCTTCTGTTCCTGCGCAGCAGCGCCTGGGCAAG 
CGATGGTTCACTGGTTCCGCGGATGCAATTTTGCAGTCTCTGAACTTGATCTCTGATGAG 
AAACCGGATTATGTCATCGTTTTCGGCGCGGACCACGTGTATCGCATGGACCCAAGCCAG 
ATGCTAGATGAGCACATTGCATCTGGTCGCGCGGTGTCTGTGGCAGGTATTCGCGTTCCA 
CGTGAGGAAGCAACTGCGTTTGGTTGCATCCAGTCCGATGTCGACGGCAACATAACCGAG 
TTCTTGGAAAAGCCAGCTGACCCTCCGGGAACCCCTGATGATCCTGACATGACTTACGCG 
T C GAT GGG T AAC T AC AT T T T C AC C AC T G AAGC C C T GAT C C AG GC G C T GAAAG AT GAT GAA 
AATAACGAGAACAGTGATCATGACATGGGCGGAGACATCATTCCGTACTTCGTCTCTCGC 
AATGATGCGCATGTTTATGATTTCTCCGGAAACATTGTTCCTGGCGCAACTGAGCGTGAC 
AAGGGCTACTGGCGCGACGTCGGTACCATTGATGCGTTCTACGAGTGCCACATGGACCTG 
ATTTCCGTGCACCCAATCTTCAATCTGTATAACTCTGAGTGGCCAATCCACACGACCTCT 
GAAGGTAACTTGCCTCCGGCTAAGTTCGTTCGGGGCGGTATCGCGCAGTCGTCGATGGTG 
TCTTCAGGTTCCATCATTTCTGCTGGGACTGTTCGCAACTCCGTGCTGTCCAACAACGTT 
GTCGTCGAAGAGGGCGCAACGGTGGAAGGTGCAGTGCTGATGCCAGGCGTGCGCATCGGT 
AAGGGTGCTGTTGTCCGCCATGCGATTCTGGACAAGAACGTGGTTGTCCGCGACGGAGAG 
CTCATCGGTGTCGACCAAGTGCGCGATGCGCAGCGCTTCAAGGTGAGCGCCGGCGGCGTC 
GTGGTTGTCGGTAAGAACCAGGTAGTC 

>RXA02063-downstream 

T AAAC GGG AAAGG GACC T T AAAA 

>RXA02100 

ATTGCTGGTAAGGCACACCCACATGACATGGGTGGCAAGAAGCTCATGCAGGAAATCGTC 
CACTTCGCTGATCAAGCTGGTGTCCGTGACCGTTTCCTCTTCCTGCCTGATTACGACATC 
AACCTGGCCAGCTACCTGATCTCTGGTGCTGACGTGTGGCTGAACAACCCAGTGCGCCCT 
CAGGAAGCATCGGGAACCTCCGGTATGAAGGCCGTCATGAATGGTGGCCTGACCCTGTCC 
ATCTCTGATGGTTGGTGGGATGAAATGCCTAAGGAGACCACCGGCTGGACCATCCCAACC 
GTTGAGTCCCAGGACTTGGAATGCCGCGACCACCTGGAATCCCAGGCGCTGTACGACCTG 
CT GG AAAACGAAG T T G C AC CGCTGTTT T AC AAG C G C G AC AAG AAC G GC AT C C CAC AGG AC 
TGGCTGGACCTGGTTCGCGAATCCTGGACCACCCTGTCACCAATGGTCACCTCCACCCGC 
ATGGTGCGCGACTACACCACCCAGTACTACCGCCCAACCAAACACCAGGCAGAGCTCATT 
GCGCAGCCTGCAGAAGCAGCGGATTACGCGGCATGGCTTGAGCACATCAAAGCAGAGTGG 
GCTGGCGTCAAGGTCTCAGACCTGAAGAT CAGCGAGAGCGCCATCACGGCGCAGGAGCTT 
GAAGTCAGCGTTCGCGTTGATTCCGGTTCGCTTAACGACGACGAGTTCCAAGCTCAGGCA 
CTCTTTGGTGCGCTCGGACACAACGGTGACATCGAAGATCCAGAAATCACCGTTTTGACC 
CCACGCGGCGATGGCGCCTACGCGGCAAAGGTCAGCACTGACCTGCCAGGCAACTACGGC 
ATCACTGCCCGCGTTGTTCCAAACAACAGGATGCTGGTCAGCCCAGCGGAAACCCGCCTG 
AT CAC C T AC T T GG AGAAC 

>RXA02100~downstream 
TAGGGCGAAACTAGCTTTACCAA 

>RXA02113 

CTAGGTCGAATCAACGCCGAGGAGCAAAACCTCAGCGAATACCTCAGCGACAAGCTGTGG 
TACCAGGACACCGCAGATGCAACCGATGCTGTCGGAGATCCACTCGTTGCGTACTTCTCC 
ATGGAGTTTGGCATTCACCCAAGCCTGCCAATCTACTCTGGCGGACTTGGTGTGCTTGCG 
GGCGAGAACATGAAGTCTGCATCTGACTTGGGTGTGCCACTGATCGGTGTTGGTTTGCTC 
TACACCCACGGCTACTTCACCCAGTCACTGTCCGGTGACGGTTGGCAGCAGGAAGAGTAC 
AAGTACCACGATCCAGCAGAACTGCCGATTGAGGCAGTTAAAGATAAGAACGGCGAGCAG 
GTCACTGTTTCTGTCACCTACCCAGGTGCGCAGGAAGTAAAGATTGCACTGTGGGTAGCA 
AACGTTGGCCGCATCCCATTGCTGCTGCTTGATACCAACATCGAGGCAAACCCAGAAGAG 
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CTCCGCAACGTTACTGACCGCCTGTACGGTGGCGACAATGAGCACCGCATCAAGCAGGAA 
CTCGTTCTCGGTGTTGGTGGCGTCCGCGCTGTCAACGCATTCTGCGAAGCTCGTGGTCTG 
AAGCGCTCATCTGTTGCACACCTCAACGAAGGCCACGCAGGTTTCCTGACCCTGGAGCGT 
ATCCGCGAGCGCATCGCAGAGGGCATGGAGTACCCAGCAGCATTCGAGCAGGTTCGTGCG 
T C C AAC AT C T T C AC C AC C C AC AC C C C AG T C C C AG C AG G CAT C G AC C G C T T C G AC AT GG AG 
ATGGTGCGTCGTTATCTCGGTGGCGGTCAGCCAGAAGAT CAGCAGCTGTGCGTTGGTGTT 
CCAATTGAGAAGGCACTTGAGCTTGGTCAAGAGTCCGATCCACACCGCTTCAACATGGCT 
CATATGGGCCTTCGCGCGAGCCAACATGCTAATGGCGTCGCAAAGCTTCATGGTGAAGTA 
AGCCGTGACATGTTCGCCGGCCTGTACCCCGGATATGAGCCTCGTGAAGTGCCCATCGGG 
CACGTCACCAACGGTGTTCACCTGCCGACGTGGGTCAAGCCAGAGATGAAGGAACTCATC 
GATCGCGTCACTGGCGGCGCTGATCTTGCGGTTGCTGATTCTTGGTCAAACCCACAGGCT 
GTCGAGTCTGAGAAGATCTGGAAGGTGCGCAACAAGTTCCGTGCTGACCTAGTGGAGGTT 
GCTCGC 

>RXA02122-upstream 

GGCCTTCAGCTCACCGACAGTTTGTACATTTGGTGGAAGACTCACACCCCACACCCTAGA 
CCTTTTTTTAAGTGGGCGGTCAGGAATTTTTCGCACAGGT 

>RXA02122 

ATGCTGCATGTCAT GAAGCCGGGTTCACACGCAGCTGCCGAAAAGACTCAATCCACTGTG 
GTTTTACTCATTCGGCATGGGCAAACCCCAACAACTGGTCAGGTTCTGCCTGGTCAGACG 
CCGGGTTTACACCTGTCTGATAAGGGTGAAGAGCAGGCGCGGGAGGTGGCACAGCGTCTG 
GCGGAGGTGCCGATTACCGCTGTGTATTCATCGCCGATGGAGCGTGCGCAGGAAACAGCA 
GCACCGACGGTCAGCGCTCATGGCCTCGAGTTGACGGTGGAACCTGGGCTTATTGAATGC 
GATTTCGGCGAGTGGACGGGCCGGAAACTAACTGAGCTCAATGCCCTAGAGGAGTGGAAA 
GCGGTGCAGAAGACACCGTCTACCTTCAGGTTTCCAGGTGGTGAGAGTTTCGTGGAAATG 
CAGGATCGGATGGTGGAGGCTATCGGCAACATTGCGCAGCAGCATCCGGGAGAAATCGTT 
GCTGCGTTTAGTCATGCCGACACGATCAAGGCTGCGGTGGCTCATTTTGTAGGCACTCCA 
CTGGATTCTTTTCAGCGCATTTTCATCGACACGGCGTCAATTTCCGCAGTGGAATTTACC 
GGGAAATCTTCAGGCGTCTCCTCCCATATGCTGCTGACAAATTCCAGAACAGGATCGTTG 
GGATACCTTCGAGACAAACTTCCGAAAGCTCCGCAACCA 

>RXA02122-downstream 
TGATCACCTCACCATTTGAGCGC 

>RXA0214 0-upstream 

AACACAAGATATGGAATCGGCTGGCAAATAGGCTATTCTGCGAAGATAGAAATGACCGTA 
AGGTCTCTGGTTTTTGTGTGGACAGGAAGGCAGAACACAC 

>RXA0214 0 

GTGGAACAGCAAAATAAGCGTGGTTTAAAGCGCAAGGCCCTGCTTGGCGGTGTCTTGGGC 
TTAGGTGGCCTCGCCATGGCAGGCTGTGAAGTCGCCCCTCCTGGCGGTGTGCTTGGAGAT 
TTCCTACGTATGGGTTGGCCTGATGGCATTACCCCTGAAGCAGTGGCCATGGGTAACTTC 
TGGTCATGGGTCTGGGTTGCTGCCTGGATCATCGGCATCATCATGTGGGGTCTATTCCTC 
ACCGCCATCTTTGCCTGGGGCGCAAAGAGGGCTGAAAAGCGCGGCGAGGGTGAATTCCCT 
AAGCAGCTCCAGTACAACGTTCCACTTGAGCTCGTTCTGACGATCGTTCCGATCATCATT 
GTTATGGTGCTGTTCTTCTTCACCGTTCAAACTCAGGACAAGGTCACCGCTCTGGATAAG 
AACCCAGAGGTTACCGTGGACGTCACCGCTTACCAGTGGAACTGGAAGTTCGGATACTCC 
GAAATTGATGGCTCACTGGCACCTGGTGGACAGGATTACCAAGGAAGCGACCCGGAGCGT 
CAGGCAGCTGCCGAGGCTTCCAAGAAGGATCCTTCTGGAGATAACCCAATTCACGGCAAC 
TCAAAGTCTGACGTTTCTTACCTTGAGTTCAACCGAATTGAAACCCTCGGAACCACTGAT 
GAAATCCCAGTGATGGTTCTTCCTGTGAACACCCCAATCGAGTTCAACCTCGCATCTGCT 
GACGTTGCACACTCCTTCTGGGTTCCAGAGTTCCTCTTCAAGCGAGATGCTTACGCACAC 
CCTGAGGCAAACAAGTCCCAGCGTGTCTTCCAGATTGAAGAGATCACTGAGGAAGGCGCA 
TTCGTTGGTCGCTGTGCAGAAATGTGCGGTACTTACCACGCAATGATGAACTTCGAGCTT 
CGTGTCGTCGATCGCGATTCCTTCGCTGAGTACATCAGCTTCCGTGACTCCAACCCAGAC 
GCAACCAACGCTCAGGCACTTGAGCACATTGGTCAAGCTCCTTACGCTACTTCCACTAGC 
CCATTCGTTTCCGATCGCACCGCAACCCGCGACGGCGAAAACACTCAGAGCAACGCT 

>RXA0214 0-downstream 
TAAGAAGGAGTGGCGAAAAAATG 
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>RXA0214 2-upstream 

ACGAAAAGTTCCCGGAAGGTCGATTGAAAAGTTTGCGAATTGGGGGAAAATTCGCATCAA 
AAGCCGAGTTCAAACTTTCAATTGAAACGGGGGGCTTGAA 

>RXA02142 

GTGACTTTGGCCAACCAAACAGCCATACTAGATAGCGTGACGAGCGCAGTTGGAAATACA 
GGTATGGCAGCACCACAACGTGTTGCGGCACTGAACCGTCCGAATATGGTCAGTGTCGGC 
ACCATTGTGTTCCTGTCTCAGGAATTAATGTTCTTCGCCGGGCTATTCGCGATGTACTTC 
GTGTCCCGTGCGAACGGACTGGCAAATGGATCATGGGGAGAGCAGACAGATCACCTCAAC 
GTGCCCTACGCACTGTTGATTACGGTCATTCTGGTGTCTTCCTCAGTGACTTGCCAGTTC 
GGAGTTTTTGCGGCTGAAAGGGGTGACGTTTACGGCCTCCGCAAGTGGTTCTTGGTCACG 
ATTATCCTCGGATCAATCTTCGTGATCGGACAGGGCTACGAGTACATCACTCTCGTAGGT 
CACGGACTTACAATCCAGAGCAGTGTCTACGGATCGGCATTCTTTATTACAACCGGTTTC 
CACGCACTGCACGTGATCGCGGGTGTTATGGCCTTCGTTGTGGTTCTTATGAGAATCCAT 
AAGTCGAAGTTCACTCCGGCACAGGCAACCGCAGCAATGGTTGTGTCTTATTACTGGCAC 
TTCGTTGACGTGGTCTGGATCGGCCTCTTCATCACTATTTACTTCATTCAG 

>RXA0214 2-downstream 
TAGGCAGTAAGGAATCCTCAACG 

>RXA0214 3-upstreain 

TCTTCATCACTATTTACTTCATTCAGTAGGCAGTAAGGAATCCTCAACGTTGTTGAGGTT 
CCCTATGCCCTTCACTTCCACAGTCGAGATTCAAAGGGAA 

>RXA0214 3 

ATGATGGAAACCAACCCGCAGACCCCAGAGGGAAATAGCATGGCTAAACCCTCTGCTAAG 
AAGGTCAAGAATCGCCGCAAGGTCCGGCGCACCGTCGCAGGTGCATTGGCTCTGACCATT 
GGACTGAGCGGAGCAGGAATCCTCGCAACCGCGATCACTCCAGATGCTCAAGTTGCTACC 
GCTCAGCGTGACGATCAGGCACTTATCTCCGAGGGTAAAGACCTCTACGATGTCGCCTGC 
ATCACCTGCCACGGCGTAAACCTCCAAGGTGTTGAGGACCGCGGTCCTTCCCTCGTAGGT 
GTTGGCGAAGGCGCAGTGTACTTCCAAGTTCACTCCGGCCGTATGCCAATACTGCGTAAC 
GAGGCTCAGGCTGAGCGCAAGGCTCCTCGTTACACCGAGGCACAGACCCTTGCGATCGCT 
GCATATGTTGCAGCTAATGGCGGTGGCCCAGGACTCGTTTACAACGAGGACGGCACCCTC 
GCCATGGAGGAGCTCCGTGGCGAAAACTACGACGGACAGATTACCTCCGCCGACGTCGCT 
CGCGGCGGAGATCTGTTCCGCCTGAACTGTGCATCCTGCCACAACTTCACTGGTCGTGGT 
GGCGCACTGTCCTCTGGTAAGTACGCACCAAACCTGGATGCTGCAAACGAGCAGGAAATC 
TACCAGGCTATGCTTACCGGTCCTCAGAACATGCCTAAGTTCTCCGATCGTCAGCTCTCC 
GCAGATGAGAAGAAGGACATCATCGCCTTCATCAAGTCCACCAAGGAGACTCCATCACCT 
GGTGGTTACTCACTCGGTAGCTTGGGCCCAGTGGCTGAGGGTCTGTTCATGTGGGTATTC 
GGCATCTTGGTCCTCGTGGCCGCCGCTATGTGGATTGGATCACGTTCA 

>RXA0214 3-downstream 

T GAGT AAC AAC AAC GACAAACAG 



>RXA02 14 4 -upstream 

ACTCACTCGGTAGCTTGGGCCCAGTGGCTGAGGGTCTGTTCATGTGGGTATTCGGCATCT 
TGGTCCTCGTGGCCGCCGCTATGTGGATTGGATCACGTTC 

>RXA0214 4 

ATGAGTAACAACAACGACAAACAGTACACAACCCAAGAACTCAACGCGATGAGCAATGAG 
GATCTTGCACGACTTGGTACAGAGCTGGACGACGTTACCATTGCATACCGCAAGGAACGT 
TTCCCAATCGCTAATGACCCAGCTGAGAAGCGCGCTGCACGTGCAGTTACTTTCTGGCTA 
GTCCTCGGCATCATTGGTGGACTTGGGTTCCTGGCTACCTACATTTTCTGGCCTTGGGAG 
TACAAGGCACACGGAGATGAAGGTCTCCTGGCGTACACCTTGTACACCCCAATGCTGGGT 
ATTACTTCCGGTCTTTGCATCCTGTCCCTGGGATTTGCAGTTGTCCTTTATGTCAAGAAG 
TTCATTCCAGAGGAAATCGCAGTACAGCGTCGCCACGACGGTCCTTCTGAAGAAGTTGAC 
CGCCGCACCATCGTTGCACTTCTCAAT GACTCTTGGCAGACCTCTACTCTTGGTCGTCGC 
AAGCTGATCATGGGACTTGCAGGTGGCGGAGCAGTACTGGCCGGCCTGACCATCATCGCT 
CCAATGGGCGGTATGATCAAGAACCCTTGGAATCCTAAGGAAGGCCCAATGGACGTTCAG 
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GGTGACGGCACCCTGTGGACTTCCGGTTGGACTCTCGTTGAGAACGACGTCAAGGTTTAC 
CTCGGCCGCGACACTGCAGCAATTGCGGAGTCCCACACCGATGCAACCGGTGAGCACTGG 
TCAACCACTGGTGTTTCCCGCCTGGTTCGTATGCGCCCAGAAGATCTGGCAGCAGCATCC 
ATGGAAACTGTCTTCCCACTTCCAGCTGAAATGGTGAACGACGGTGCTGAATACGATCCT 
GCGAAGGACGTCTACGAGCACCAAATGCACTCGGTGCACGGCCCACGCAACGCAGTTATG 
TTGATCCGTCTCCGTACCGCTGACGCTGAAAAGGTTATCGAACGCGAAGGCCAGGAGTCC 
TTCCACTACGGTGACTACTACGCTTACTCCAAGATTTGTACACACATTGGTTGCCCAACC 
TCACTGTACGAGGCTCAGACCAATCGTATTCTGTGCCCATGTCACCAGTCGCAGTTTGAC 
GCATTGCACTACGGAAAGCCAGTCTTTGGACCTGCTGCCCGTGCACTGCCACAGCTGCCA 
ATTACCGTTGATGAAGAGGGCTACCTCATCGCCGCTGGTAACTTCATTGAGCCACTCGGC 
CCTGCATTCTGGGAGCGTAAGTCA 

>RXA0214 4-downstream 
TGAGTCTAGCTACCGTGGGAAAC 

>RXAQ214 7-upstream 

AAAAGTTGAGAGCGGCTTGCTTCTTTTCCTTGGCTAGGCTTTTGTAATCGGGTTAGAGTA 
G T GGAGT TGCTT GAAT GAG GT T GAT AG GG G AT T T T T GAAG 

>RXA02147 

ATGTTTGGTCGCCGTTGGGTGAGCGTTGTGGCGTCATGTGTTATCGCAAGCACGCTGATT 
CTGGTGCCTTCGCATTCCGGTGCGGAGGAAGTCGATCAACTGATTGCTGATATCGAGCAT 
GTCTCTCAGGAAACGTCTGCCCAGAATGAGGAAGTCAAACAGCTTGAGATTGATATTGAG 
GCTCGTGAGGTCACGATCAAGGAAGTTCAGGAGCAGTCGGTAAGCTACCGTGAGGCGGCT 
GATCAAGCATCGGAGAATGTCGAAGCTTATCGTTCGGAGATCAATCGGATCGCTCAGGCG 
AAGTATCGTGGCACAGTCACGGATCCTTTGAGCATTGCGGTGTCTGCAGAAGATCCACAA 
AACGTGATTGATCGGATGAGCTACCTTTCAACGTTGACTAAGTCCACTAGTGATGTGGTT 
GAATCCCTCAACGCGGAGACTGAGAAGTCCGCAGAAGCTGTGTATCAAGCAAACCGTACT 
AAGGCGGAAGCGGAGTTCCAGTTGGGGCAGCTGAAGGTACGCCAGGCGGAGCTTGAATCT 
GAAAAGGAAGCATTGGATGGTCGAAAATCGGAGATCCGAGACCGGGTGGATGCCCTGACG 
CCACAGGAGCGGGAAATGTGGGTTGCTAAGAATGGTCCATTGGACATTGATCTGACTGAT 
T TGCTT GGTCTTTCCGCTGCGACTTCGGGTGCGGTGGATGCTGCCTTGTCTAAGTTGGGA 
AGCCCTTATGGTTGGGGTGGCATTGGCCCAAATGAGTTTGATTGCTCAGGTTTGATCTAT 
TGGGCGTATCAGCAGATGGGTAAGACTTTGCCACGTACGTCTCAAGCTCAGATGGCTGGC 
GGAACGCCGGTGAGCAGAGATGAGCTGCAGCCTGGCGATGTCATTGGATATTACCCAGGT 
GCTACTCACGTGGGACTGTATATTGGGGACGGAAAGATTGTGCACGCCTCAGACTACGGA 
ATCCCTGTGCAGGTGGTATCTGTTGATTCAGCACCGTTTTATGGTGCGCGTCGCTAC 

>RXA0214 7"downstream 

T AAG AAA T AG T T C G T C AG GAGAA 

>RXA0214 9-upstream 

TTGCAGAGTGAACCACGATGATGGTTGGACAGCTGTTGATAGCTAATCTTTGAAAGATTA 
AATTCACCTAAATCCTGTGTAGAACGCGAGGGGCACTCTT 

>RXA0214 9 

ATGCCACAAAAACCGGCCAGTTTCGCGGTGGGCTTTGACATCGGCGGCACCAACATGCGA 
GCCGGGCTTGTCGACGAATCCGGGCGCATCGTGACCAGTTTGTCGGCGCCGTCGCCGCGC 
ACGACGCAGGCAATGGAACAGGGGATTTTTGATCTAGTCGAACAGCTCAAGGCCGAATAC 
CCGGTTGGTGCTGTGGGACTTGCCGTCGCGGGATTTTTGGATCCTGAGTGCGAGGTTGTT 
CGATTTGCCCCGCACCTTCCTTGGCGCGATGAGCCAGTGCGTGAAAAGTTGGAAAACCTT 
TTGGGCCTGCCTGTTCGTTTGGAACATGATGCCAACTCAGCAGCGTGGGGTGAGCATCGT 
TTTGGTGCAGCTCAAGGCGCTGACAACTGGGTTTTGTTGGCACTCGGCACTGGAATTGGT 
GCAGCGCTGATTGAAAAAGGCGAAATTTACCGTGGTGCATATGGCACGGCACCAGAATTT 
GGTCATTTGCGTGTTGTTCGTGGCGGACGCGCATGTGCGTGTGGCAAAGAAGGCTGCCTG 
GAGCGTTACTGTTCCGGTACTGCCTTGGTTTACACTGCGCGTGAATTGGCTTCGCATGGC 
TCATTCCGCAACAGCGGGCTGTTTGACAAGATCAAAGCCGATCCGAATTCCATCAATGGA 
AAAACGAT CACTGCGGCAGCGCGCCAAGAAGACCCACTTGCTCTCGCCGTTCTGGAAGAT 
TTCAGCGAGTGGCTGGGCGAAACTTTGGCGATCATTGCTGATGTCCTTGACCCAGGCATG 
ATCATCATTGGTGGCGGACTGTCCAATGCTGCCGACCTTTATTTGGATCGCTCGGTCAAC 
CACTATTCCACCCGCATCGTCGGCGCAGGATATCGCCCTTTGGCACGCGTTGCCACAGCT 
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CAGTTGGGTGCGGATGCTGGCAT GATCGGTGTCGCTGATCTAGCTCGACGCTCTGTAGTG 
GAAGCCAAC 

>RXA0214 9-downstream 
TAGGTGTTTTTCGGTGGGCTGCG 

>RXA0217 5-upstream 

TGACATGCGCTTGGCGCATCCCAGTTGGTAAGAATAAACGGGACTACTTCCGTAATCCGG 
AAGAGTT T T T T T C CG AAC AAAT AT GTTT GAAAGG GAT AT C 

>RXA0217 5 

GTGGCTACTGATAACAACAAGGCTGTCCTGCACTACCCCGGTGGCGAGTTCGAAATGGAC 
ATCATCGAGGCTTCTGAGGGTAACAACGGTGTTGTCCTGGGCAAGATGCTGTCTGAGACT 
GGACTGATCACTTTTGACCCAGGTTATGTGAGCACTGGCTCCACCGAGTCGAAGATCACC 
TACATCGATGGCGATGCGGGAATCCTGCGTTACCGCGGCTATGACATCGCTGATCTGGCT 
GAGAATGCCACCTTCAACGAGGTTTCTTACCTACTTATCAACGGTGAGCTACCAACCCCA 
GATGAGCTTCACAAGTTTAACGACGAGATTCGCCACCACACCCTTCTGGACGAGGACTTC 
AAGTCCCAGTTCAACGTGTTCCCACGCGACGCTCACCCAATGGCAACCTTGGCTTCCTCG 
GTTAACATTTTGTCTACCTACTACCAGGACCAGCTGAACCCACTCGATGAGGCACAGCTT 
GATAAGGCAACCGTTCGCCTCATGGCAAAGGTTCCAATGCTGGCTGCGTACGCACACCGC 
GCACGCAAGGGTGCTCCTTACATGTACCCAGACAACTCCCTCAATGCGCGTGAGAACTTC 
CTGCGCATGATGTTCGGTTACCCAACCGAGCCATACGAGATCGACCCAATCATGGTCAAG 
GCTCTGGACAAGCTGCTCATCCTGCACGCTGACCACGAGCAGAACTGCTCCACCTCCACC 
GTTCGTATGATCGGTTCCGCACAGGCCAACATGTTTGTCTCCATCGCTGGTGGCATCAAC 
GCTCTGTCCGGCCCACTGCACGGTGGCGCAAACCAGGCTGTTCTGGAGATGCTCGAAGAC 
AT C AAG AG C AAC C AC GG T G G CG AC G CAAC C GAG T T CAT G AAC AAG G T CAAGAAC AAGG AA 
GACGGCGTCCGCCTCATGGGCTTCGGACACCGCGTTTACAAGAACTACGATCCACGTGCA 
GCAATCGTCAAGGAGACCGCACACGAGATCCTCGAGCACCTCGGTGGCGACGATCTTCTG 
GATCTGGCAATCAAGCTGGAAGAAATTGCACTGGCTGAT GATTACTTCATCTCCCGCAAG 
CTCTACCCGAACGTAGACTTCTACACCGGCCTGATCTACCGCGCAATGGGCTTCCCAACT 
GACTTCTTCACCGTATTGTTCGCAATCGGTCGTCTGCCAGGATGGATCGCTCACTACCGC 
GAGCAGCTCGGTGCAGCAGGCAACAAGATCAACCGCCCACGCCAGGTCTACACCGGCAAC 
GAATCCCGCAAGTTGGTTCCTCGCGAGGAGCGC 

>RXA02 17 5 -downstream 
TAAATTTAGCGGATGATTCTCGT 

>RXA02196-upstream 

TCTACCACCCAGAGGCAAAGTACTTTAACGTCTAACACCTTTGAGAGGGAAAACTTTCCC 
GCACATTGCAGATCGTGCCACTTTAACTAAGGTTGACGGC 

>RXA02196 

ATGATTAAGGCGATTTTCTGGGACATGGACGGCACGATGGTGGACTCTGAGCCACAGTGG 
GGCATTGCTACCTACGAGCTCAGCGAAGCCATGGGCCGCCGCCTCACCCCGGAGCTCCGG 
GAACTCACCGTCGGCTCGAGCCTGCCGCGCACCATGCGCTTATGCGCAGAGCACGCAGGC 
ATTACATTGAGCGACGCGGACTACGAGCGCTACCGGGCTGGCATGTTCGCCCGGGTCCAT 
GAGCTTTTCGACGAATCCCTCGTCCCAAATCCAGGCGTCACCGAACTCCTGACAGAGTTG 
AAGGCCCTCGAGATCCCCATGTTGGTCACCACCAACACAGAGCGCGATCTCGCGACCCGT 
TCAGTCGCAGCCGTGGGAAATGAGTTCTTCATCGGTTCTATCGCTGGTGATGAAGTCCCA 
ACAGCAAAGCCAGCCCCCGACATGTACCTCGAAGCAGCACGACGTGTGGGCTTTGACCCA 
TCAGAGTGCCTCGTGTTCGAAGATTCCTACAACGGCATGCTGGGCGCTGTTACTGCAGGT 
TGCCGCGTCATTGGTCTGCACCCAGAAGAAGTCCAAGCGCCAGAAGGTGTAGTGCCTTTG 
CGTTCCCTCCACGGTAAAAACTCTTTCGAAGGTGTCACCGCTGAGATGGTCACTGCCTGG 
T AC C AC C AG AT C GAG C C G GC AG G T G T C G C AAAA 

>RXA02196-downstream 
TAAAACCAGGTGGGGGAGTGAAA 

>RXA02209 

GTTGTTCCTTCCATCGCTGGCCCTAAGCGCCCACAGGACCGCATCCTTCTCTCCGAGGCA 
AAGGAGCAGTTCCGTAAGGATCTGCCAACCTACACCGACGACGCTGTTTCCGTAGACACC 
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TCCATCCCTGCAACCCGCATGGTTAACGAAGGTGGCGGACAGCCTGAAGGCGGCGTCGAA 
GCTGACAACTACAACGCTTCCTGGGCTGGCTCCGGCGAGTCCTTGGCTACTGGCGCAGAA 
GGACGTCCTTCCAAGCCAGTCACCGTTGCATCCCCACAGGGTGGCGAGTACACCATCGAC 
CACGGCATGGTTGCAATTGCATCCATCACCTCTTGCACCAACACCTCTAACCCATCCGTG 
ATGATCGGCGCTGGCCTGATCGCACGTAAGGCAGCAGAAAAGGGCCTCAAGTCCAAGCCT 
TGGGTTAAGACCATCTGTGCACCAGGTTCCCAGGTTGTCGACGGCTACTACCAGCGCGCA 
GACCTCTGGAAGGACCTTGAGGCCATGGGCTTCTACCTCTCCGGCTTCGGCTGCACCACC 
TGTATTGGTAACTCCGGCCCACTGCCAGAGGAAATCTCCGCTGCGATCAACGAGCACGAC 
CTGACCGCAACCGCAGTTTTGTCCGGTAACCGTAACTTCGAGGGACGTATCTCCCCTGAC 
GTTAAGATGAACTACCTGGCATCCCCAATCATGGTCATTGCTTACGCAATCGCTGGCACC 
ATGGACTTCGACTTCGAGAACGAAGCTCTTGGACAGGACCAGGACGGCAACGACGTCTTC 
CTGAAGGACATCTGGCCTTCCACCGAGGAAATCGAAGACACCATCCAGCAGGCAATCTCC 
CGTGAGCTTTACGAAGCTGACTACGCAGATGTCTTCAAGGGTGACAAGCAGTGGCAGGAA 
CTCGATGTTCCTACCGGTGACACCTTCGAGTGGGACGAGAACTCCACCTACATCCGCAAG 
GCACCTTACTTCGACGGCATGCCTGTCGAGCCAGTGGCAGTCACCGACATCCAGGGCGCA 
CGCGTTCTGGCTAAGCTCGGCGACTCTGTCACCACCGACCACATCTCCCCTGCTTCCTCC 
ATTAAGCCAGGTACCCCTGCAGCTCAGTACTTGGATGAGCACGGTGTGGAACGCCACGAC 
TACAACTCCCTGGGTTCCAGGCGTGGTAACCACGAGGTCATGATGCGCGGCACCTTCGCC 
AACATCCGCCTCCAGAACCAGCTGGTTGACATCGCAGGTGGCTACACCCGCGACTTCACC 
CAGGAGGGTGCTCCACAGGCGTTCATCTACGACGCTTCCGTCAACTACAAGGCTGCTGGC 
ATTCCGCTGGTCGTCTTGGGCGGCAAGGAGTACGGCACCGGTTCTTCCCGTGACTGGGCA 
GCTAAGGGCACTAACCTGCTCGGAATTCGCGCAGTTATCACCGAGTCCTTCGAGCGTATT 
CACCGCTCCAACCTCATCGGTATGGGCGTTGTCCCACTGCAGTTCCCTGCAGGCGAATCC 
CACGAGTCCCTGGGCCTTGACGGCACCGAGACCTTCGACATCACCGGACTGACCGCACTT 
AACGAGGGCGAGACTCCTAAGACTGTCAAGGTCACCGCAACCAAGGAGAACGGCGACGTC 
GTCGAGTTCGACGCAATTTGTCCGCATCGACACCCCAGG 

>RXA0220 9~downstream 
TGAGGCTGACTACTACCGCCACG 

>RXA02213-upstream 

TTCTGTGGAATGAGAATCCGATGTTTTTCTCACGCCGGCTCAGCCGAAGCAGACGCCGTC 
GC G AAAT C T C AC C C T AAAAAAG T T AG AAT T G GAG C T C AC T 

>RXA02213 

GTGACTGAAAGCAAGAACTCCTTCAATGCTAAGAGCACCCTTGAAGTTGGCGACAAGTCC 
TATGACTACTTCGCCCTCTCTGCAGTGCCTGGCATGGAGAAGCTGCCGTACTCCCTCAAG 
GTTCTCGGAGAGAACCTTCTTCGTACCGAAGACGGCGCAAACATCACCAACGAGCACATT 
GAGGCTATCGCCAACTGGGATGCATCTTCCGATCCAAGCATCGAAATCCAGTTCACCCCA 
GCCCGTGTTCTCATGCAGGACTTCACCGGTGTCCCTTGTGTAGTTGACCTCGCAACCATG 
CGTGAGGCAGTTGCTGCACTCGGTGGCGACCCTAACGACGTCAACCCACTGAACCCAGCC 
GAGATGGTCATTGACCACTCCGTCATCGTGGAGGCTTTCGGCCGCCCAGATGCACTGGCT 
AAGAACGTTGAGATCGAGTACGAGCGCAACGAGGAGCGTTACCAGTTCCTGCGTTGGGGT 
TCCGAGTCCTTCTCCAACTTCCGCGTTGTTCCTCCAGGAACCGGTATCGTCCACCAGGTC 
AACATTGAGTACTTGGCTCGCGTCGTCTTCGACAACGAGGGCCTTGCATACCCAGATACC 
TGCATCGGTACCGACTCCCACACCACCATGGAAAACGGCCTGGGCATCCTGGGCTGGGGC 
GTTGGTGGCATTGAGGCTGAAGCAGCAATGCTCGGCCAGCCAGTGTCCATGCTGATC 

>RXA0224 5-upstream 

GCCACACCGCCACGGCACCGATGCGATGTTTGTGGCAGTGCTGCGAAAGAAGTAGACCTG 
TGAGCTAAGTGGGGTAGACAAGAGGGCTATGATTTAGGGC 

>RXA02245 

ATGGCACAACGTACTCCACTAATCGCCCCATCCATTCTTGCTGCTGATTTCTCCCGCTTA 
GGGGAGCAGGTGTTGGCTGTTCCTGATGCTGACTGGATTCACGTCGACAT CATGGACGGA 
CACTTCGTTCCAAACTTGAGCTTTGGCGCGGATATCACAGCTGCGGTCAACCGCGTTACG 
G AC AAAGAAC TAG AC G T CC AC C T GAT GAT C G AAAAC C C AG AGAAG T G G G T G GAC AAC T AC 
ATCGACGCTGGCGCGGACTGCATTGTTTTCCACGTTGAAGCCACCGAAGGTCACGTTGAG 
TTGGCTAAGTACATCCGTTCCAAGGGTGTGCGTGCAGGTTTCTCCCTGCGCCCTGGAACT 
CCCATCGAGGATTACTTGGAT GACCTCGAGCACTTCGATGAAGTCATCGTCATGAGCGTC 
GAGCCTGGATTCGGTGGCCAAAGCTTCATGCCTGAACAACTGGAAAAGGTTCGTACCCTG 
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CGCAAGGTCATCGATGAGCGCGGTCTGAACACCGTCATCGAGATCGACGGCGGCATTAGC 
GCCAAGACCATCAAGCAGGCTGCCGACGCTGGCGTGGATGCCTTCGTTGCAGGTTCCGCT 
GTGTACGGCGCTGAGGATCCCAACAAGGCGATCCAGGAGTTGCGAGCACTCGCGCAG 

>RXA0224 5-downstream 
TAAATGGATGTTGCGCACGCGTT 

>RXA022 56-upstream 

TTGGGTTCTGTCAGCTCAAGAATTCTTGAGTGACCGATGCTCTGATTGACCTAACTGCTT 
G AC AC AT T GC AT T T C C T AC AAT C T T TAG AG G AG AC AC AAC 

>RXA0225 6 

ATGACCATTCGTGTTGGTATTAACGGATTTGGCCGTATCGGACGTAACTTCTTCCGCGCA 
GT T C T GGAG C GCAG C G ACG AT C T C GAG G T AG T T G C AG T C AAC G AC C T C AC C G AC AAC AAG 
ACCCTTTCCACCCTTCTCAAGTTCGACTCCAT CATGGGCCGCCTTGGCCAGGAAGTTGAA 
TACGACGATGACTCCATCACCGTTGGTGGCAAGCGCATCGCTGTTTACGCAGAGCGCGAT 
CCAAAGAACCTGGACTGGGCTGCACACAACGTTGACATCGTGATCGAGTCCACCGGCTTC 
TTCACCGATGCAAACGCGGCTAAGGCTCACATCGAAGCAGGTGCCAAGAAGGT CAT CATC 
TCCGCACCAGCAAGCAACGAAGACGCAACCTTCGTTTACGGTGTGAACCACGAGTCCTAC 
GATCCTGAGAACCACAACGTGATCTCCGGCGCATCTTGCACCACCAACTGCCTCGCACCA 
ATGGCAAAGGTCCTAAACGACAAGTTCGGCATCGAGAACGGCCTCATGACCACCGTTCAC 
GCATACACTGGCGACCAGCGCCTGCACGATGCACCTCACCGCGACCTGCGTCGTGCACGT 
GCAGCAGCAGTCAACATCGTTCCTACCTCCACCGGTGCAGCTAAGGCTGTTGCTCTGGTT 
CTCCCAGAGCTCAAGGGCAAGCTTGACGGCTACGCACTTCGCGTTCCAGTTATCACCGGT 
TCCGCAACCGACCTGACCTTCAACACCAAGTCTGAGGTCACCGTTGAGTCCATCAACGCT 
GCAATCAAGGAAGCTGCAGTCGGCGAGTTCGGCGAGACCCTGGCTTACTCCGAAGAGCCA 
CTGGTTTCCACCGACATCGTCCACGATTCCCACGGCTCCATCTTCGACGCTGGCCTGACC 
AAGGTCTCCGGCAACACCGTCAAGGTTGTTTCCTGGTACGACAACGAGTGGGGCTACACC 
TGCCAGCTCCTGCGTCTGACCGAGCTCGTAGCTTCCAAGCTC 

>RXA0225 6-downstream 
TAATTAGTTCACATCGCTAACGT 

>RXA02 25 7 -upstream 

ATACCGGTGCCAGCGCCACACAATGTGTGGCAATCTGGGACAGTGCATCACATTGCACCA 
G AAG AAT T T T T T AAAC AAT CAAAT C T C C AAGGAG T AC GG C 

>RXA02257 

ATGGCTGTTAAGACCCTCAAGGACTTGCTCGACGAAGGCGTAGACGGACGCCACGTCATC 
GTTCGATCTGACTTCAATGTTCCCCTCAACGATGACCGCGAGATCACCGATAAGGGCCGA 
ATCATTGCCTCCCTACCAACCCTTAAAGCACTGAGCGAAGGTGGCGCAAAGGTCATCGTC 
ATGGCTCACCTTGGCCGCCCAAAGGGCGAGGTCAACGAGAAGTACTCCCTCGCACCTGTC 
GCTGAGGCACTCTCCGATGAGCTTGGCCAGTACGTTGCACTTGCCGCAGACGTTGTTGGC 
GAAGACGCACACGAGCGCGCAAACGGCCTGACCGAGGGCGACATCCTGCTCCTGGAGAAC 
GTGCGCTTCGACCCACGCGAAACCTCCAAGGACGAGGCAGAGCGCACCGCTTTCGCTCAG 
GAGCTCGCAGCTCTTGCAGCAGACAACGGCGCATTCGTTTCTGACGGCTTCGGTGTTGTC 
CACCGCGCACAGACCTCCGTCTACGACATTGCAAAGTTGCTGCCACACTACGCTGGCGGA 
C T G G TAG AG AC C GAG AT TTCCGTTCTG G AAAAG AT C G C AG AAT C AC C AG AG G C AC CAT AC 
GTAGTGGTTCTCGGTGGATCCAAGGTCTCTGACAAGATCGGTGTTATTGAGGCGCTGGCT 
GCCAAGGCTGACAAGATCATCGTCGGTGGCGGCATGTGCTACACCTTCCTCGCAGCTCAG 
GGACACAACGTTCAGCAGTCCCTCCTGCAGGAAGAAATGAAGGCTACCTGCACCGACCTG 
CTCGCACGCTTCGGTGACAAGATCGTTCTCCCAGTTGACCTGGTTGCAGCATCCGAATTT 
AACAAGGACGCAGAGAAGCAGATCGTTGACCTGGACTCCATCCCAGAAGGCTGGATGTCT 
CTTGACATCGGACCAGAGTCCGTCAAGAACTTCGGTGAGGTTCTCAGCACCGCTAAGACC 
ATCTTCTGGAACGGCCCAATGGGCGTGTTCGAGTTCGCAGCATTCTCTGAAGGCACCCGC 
GGCATCGCCCAGGCCAT CATCGATGCAACTGCAGGCAACGACGCATTCTCCGTTGTTGGC 
GGTGGCGACTCCGCAGCATCCGTTCGCGTGCTCGGCCTGAACGAAGACGGCTTCTCCCAC 
ATCTCCACCGGTGGTGGCGCATCCCTCGAGTACCTTGAAGGCAAGGAACTCCCAGGCGTT 
GCAATTCTCGCTCAG 

>RXA02 2 57 -downstream 
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TAAATCCGACACGGCCCTTTGTT 
>RXA0225 8-upstream 

CGTTGCAATTCTCGCTCAGTAAATCCGACACGGCCCTTTGTTAGAAAACAAAACATAAAG 
GGCCACCGGGAAACTTTTTTAAGAAAGGTGTGTTTCACAC 

>RXA02258 

ATGGCACGTAAGCCACTTATCGCTGGTAACTGGAAGAT GAACCTGGATCACCAGCAGGCA 
ATCGGCACTGTTCAGAAGCTTGCATTCGCCCTTCCAAAGGAATACTTCGAGAAGGTTGAC 
GTTGCAGTCACCGTTCCTTTCACTGACATCCGCTCCGTCCAGACTCTCGTTGAGGGCGAC 
AAGCTTGAGGTCACTTTCGGTGCTCAGGACGTCTCCCAGCACGAGTCCGGTGCGTACACC 
GGTGAAGTTTCTGCAAGCATGCTGGCAAAGTTGAACTGCTCTTGGGTTGTCGTTGGACAC 
TCCGAGCGCCGCGAGTACCACAACGAGTCTGATGAGTTGGTTGCTGCGAAGGCAAAGGCA 
GCTCTGTCCAACGGCATCAGCCCGATCGTCTGCGTTGGTGAGCCACTGGAAATCCGTGAA 
GCTGGCACCCACGTTGAGTACGTCGTCGAGCAGACCCGTAAGTCCCTTGCTGGCCTGGAT 
GCTGCTGAGCTGGCCAACACCGTTATCGCGTATGAGCCAGTGTGGGCTATCGGCACCGGT 
AAGGTTGCTTCCGCAGCTGACGCTCAGGAAGTGTGCAAGGCTATCCGCGGTCTGATCGTG 
GAGCTTGCAGGCGACGAGGTCGCTGAGGGCCTGCGTATTCTTTACGGTGGTTCTGTTAAG 
GCAGAAACCGTCGCTGAGATCGTCGGTCAGCCTGACGTCGACGGCGGACTTGTCGGTGGC 
GCTTCCCTCGACGGTGAAGCATTCGCCAAGCTGGCTGCCAACGCTGCGAGCGTTGCT 

>RXA0225 8 -downstream 
TAAAGTACAGAGCTTTAAAGCAC 

>RXA022 5 9-upstream 

ATGAGCCCATGAAAGCCATCGAAATCAATCGCCCAGCTAAACACCTGTTTTGCTGGGTGA 
T T T T T T AT CT C AT GC ACG C CAAC ACCC T C AAT GT G AAAG A 

>RXA0225 9 

GTGTTTAAAGTAGTTATGACTGATTTTTTACGCGATGACATCAGGTTCCTCGGTCAAATC 
CTCGGTGAGGTAATTGCGGAACAAGAAGGCCAGGAGGTTTATGAACTGGTCGAACAAGCG 
CGCCTGACTTCTTTTGATATCGCCAAGGGCAACGCCGAAATGGATAGCCTGGTTCAGGTT 
TTCGACGGCATTACTCCAGCCAAGGCAACACCGATTGCTCGCGCATTTTCCCACTTCGCT 
CTGCTGGCTAACCTGGCGGAAGACCTCTACGATGAAGAGCTTCGTGAACAGGCTCTCGAT 
GCAGGCGACACCCCTCCGGACAGCACTCTTGATGCCACCTGGCTGAAACTCAATGAGGGC 
AATGTTGGCGCAGAAGCTGTGGCCGATGTGCTGCGCAATGCTGAGGTGGCGCCGGTTCTG 
ACTGCGCACCCAACTGAGACTCGCCGCCGCACTGTTTTTGATGCGCAAAAGTGGATCACC 
ACCCACATGCGTGAACGCCACGCTTTGCAGTCTGCGGAGCCTACCGCTCGTACGCAAAGC 
AAGTTGGATGAGATCGAGAAGAACATCCGCCGTCGCATCACCATTTTGTGGCAGACCGCG 
TTGATTCGTGTGGCCCGCCCACGTATCGAGGACGAGATCGAAGTAGGGCTGCGCTACTAC 
AAGCTGAGCCTTTTGGAAGAGATTCCACGTATCAACCGTGATGTGGCTGTTGAGCTTCGT 
GAGCGTTTCGGCGAGGGTGTTCCTTTGAAGCCCGTGGTCAAGCCAGGTTCCTGGATTGGT 
GGAGACCACGACGGTAACCCTTATGTCACCGCGGAAACAGTTGAGTATTCCACTCACCGC 
GCTGCGGAAACCGTGCTCAAGTACTATGCACGCCAGCTGCATTCCCTCGAGCATGAGCTC 
AGCCTGTCGGACCGCATGAATAAGGTCACCCCGCAGCTGCTTGCGCTGGCAGATGCAGGG 
CACAACGACGTGCCAAGCCGCGTGGATGAGCCTTATCGACGCGCCGTCCATGGCGTTCGC 
GGACGTATCCTCGCGACGACGGCCGAGCTGATCGGCGAGGACGCCGTTGAGGGCGTGTGG 
TTCAAGGTCTTTACTCCATACGCATCTCCGGAAGAATTCTTAAACGATGCGTTGACCATT 
GATCATTCTCTGCGTGAATCCAAGGACGTTCTCATTGCCGATGATCGTTTGTCTGTGCTG 
ATTTCTGCCATCGAGAGCTTTGGATTCAACCTTTACGCACTGGATCTGCGCCAAAACTCC 
GAAAGCTACGAGGACGTCCTCACCGAGCTTTTCGAACGCGCCCAAGTCACCGCAAACTAC 
CGCGAGCTGTCTGAAGCAGAGAAGCTTGAGGTGCTGCTGAAGGAACTGCGCAGCCCTCGT 
CCGCTGATCCCGCACGGTTCAGATGAATACAGCGAGGTCACCGACCGCGAGCTCGGCATC 
TTCCGCACCGCGTCGGAGGCTGTTAAGAAATTCGGGCCACGGATGGTGCCTCACTGCATC 
ATCTCCATGGCATCATCGGTCACCGATGTGCTCGAGCCGATGGTGTTGCTCAAGGAATTC 
GGACTCATCGCAGCCAACGGCGACAACCCACGCGGCACCGTCGATGTCATCCCACTGTTC 
GAAACCATCGAAGATCTCCAGGCCGGCGCCGGAATCCTCGACGAACTGTGGAAAATTGAT 
CTCTACCGCAACTACCTCCTGCAGCGCGACAACGTCCAGGAAGTCATGCTCGGTTACTCC 
GATTCCAACAAGGATGGCGGATATTTCTCCGCAAACTGGGCGCTTTACGACGCGGAACTG 
CAGCTCGTCGAACTATGCCGATCAGCCGGGGTCAAGCTTCGCCTGTTCCACGGCCGTGGT 
GGCACCGTCGGCCGCGGTGGCGGACCTTCCTACGACGCGATTCTTGCCCAGCCCAGGGGG 
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GCTGTCCAAGGTTCCGTGCGCATCACCGAGCAGGGCGAGATCATCTCCGCTAAGTACGGC 
AACCCCGAAACCGCGCGCCGAAACCTCGAAGCCCTGGTCTCAGCCACGCTTGAGGCATCG 
CTTCTCGACGTCTCCGAACTCACCGATCACCAACGCGCGTACGACATCATGAGTGAGATC 
TCTGAGCTCAGCTTGAAGAAGTACGCCTCCTTGGTGCACGAGGATCAAGGCTTCATCGAT 
TACTTCACCCAGTCCACGCCGCTGCAGGAGATTGGATCCCTCAACATCGGATCCAGGCCT 
TCCTCACGCAAGCAGACCTCCTCGGTGGAAGATTTGCGAGCCATCCCATGGGTGCTCAGC 
TGGTCACAGTCTCGTGTCATGCTGCCAGGCTGGTTTGGTGTCGGAACCGCATTAGAGCAG 
TGGATTGGCGAAGGGGAGCAGGCCACCCAACGCATTGCCGAGCTGCAAACACTCAATGAG 
TCCTGGCCATTTTTCACCTCAGTGTTGGATAACATGGCTCAGGTGATGTCCAAGGCAGAG 
CTGCGTTTGGCAAAGCTCTACGCAGACCTGATCCCAGATACGGAAGTAGCCGAGCGAGTC 
TATTCCGTCATCCGCGAGGAGTACTTCCTGACCAAGAAGATGTTCTGCGTAATCACCGGC 
TCTGATGATCTGCTTGATGACAACCCACTTCTCGCACGCTCTGTCCAGCGCCGATACCCC 
TACCTGCTTCCACTCAACGTGATCCAGGTAGAGATGATGCGACGCTACCGAAAAGGCGAC 
CAAAGCGAGCAAGTGTCCCGCAACATTCAGCTGACCAT GAACGGTCTTTCCACTGCGCTG 
CGCAACTCCGGC 

>RXA0225 9-downstreain 
TAGTCCAGCCGGCTGGGTAGTAC 

>RXA022 8 8 -upstream 

AACAACAATCTAACGCCATCATGTTATAAAAAAGCAAGACCTAACATAAAAATGTTAGAA 
AGTGCTGGATCTAACAACATTTCCGTGGTAACTTTTTCAC 

>RXA022 8 8 

ATGTCCCAAGTGATTCCCGCCAGCTCACAAGAAAAGCGTCGTGAGCGCATCGTTTCTTAT 
GTCACCCGTCATGGATTCGCTCGTGTTGAAGCATTAGCTGAGCTTTTTGAGGTCAGCGCA 
AT GACCATTCACCGTGATTTGGAGGCGCTGGCTGCAGACAATTTGGTGGAGCGCAT TAGG 
GGTGGCGCGCGTTCGGTGTCGCCGTCGATGAGTGAGTTGGCAGTGGAGCAGCGTCGGCAT 
TTGCATCGCACTGTTAAAGAGGCGTTGTGTACTGCAGCAGCACGGTTGATTCCGGAGGGC 
GCTGTGGTGGCGATTGATGATTCCACCACGTTGGAGTCTTTGGTTGAGAAGTTGCCGCAG 
CGGTCACCATCGGCGTTGATTACGCATTCTTTGAAGACAATGGCGGATCATCGTGTGCGC 
GCCGGGATGAGCGATATCCGTTTGATTGCGTGTGCGGGATTGTATTTCGCGGAGACTGAT 
TCTTTCTTGGGCAAGGCAACTTCAGCGCAGTTGAATGAGCTGTCGGCGGATATTTCTTTT 
GTTTCTACGACTGCGGTGCGCGCTACGGGGGAGGTTCCGGCGCTGTTTCATCCTGATATG 
GAGGCTGCTGATACGAAGCGGGCGTTGATTGGGATTGGTAGCGTGCGTGTGTTGGTGGTG 
GATTCTAGTAAATTTGGTTCGGCTGGTGTGTTCAAGGTTGCTTCGATTGAGGAGTTTGAC 
CACATCATCATTGATCAGCAGTGCACCCGTGAGCAGCGGGATCTTTTGCGTAATTCGCGC 
GC G C AGAT C CAT G T GAT T GAC C AC AAT GG T GAT G AAAT T T T GG AT ACC C C AAC G GAAGAG 
GATTTT 

>RXA02 28 8 -downstream 
TAAGATGGCTTTGGTTCTTGGAA 

>RXA022 92-upstream 

TGCACCACGCCAGCTGCAACCCTGCGCGGTGGTCTGGGAAGTTGGTGGAGGGGATCGTCG 
AAAAGCGT AGGCACTAAAGT TCT CC TGCAC AAT GG AGGAT 

>RXA02292 

ATGGACAAT GACTTTGAATCTATCGAGAAAATGAGCAGCGGCGATTGGTACGTGGCTACC 
G G CG C G G AAC G T G AAG AAG T G G C AC AAAAAAC AG C G T T AC T T T T C C AC G AAT AC AAC C AA 
ATTGGACCTACAGACCCCGCACGAACTGCCGAAATACTAAGAACTGTACTAAATCCTGCC 
AGCGGAACCTGCACGATCAAAGCGCCAGCCATCATTGAATACGGCTTCAACACCACGATC 
GGCGAGCATGTGTTCATCAACTTTGGCCTCACCATTTTAGATATCGCACCGGTTCGCATC 
GGGGCACGCAGCATGCTCGGGCCAAACTGTCAGCTCTTCACCGCAGGTCACCCGGTCGAT 
GACTGGGAAATGCGCTCCGGTGGGTGGGAAAATGGCGCACCCATTTCCATTGGCGAGGAT 
ACGTGGCTGGGTGGAAATGTCACCGTCGTTGGTGGCGTGAGCATTGGCGATAGGTGTGTG 
ATTGGCGCGGGGCCCGTGGTGACCAAGGATATTCCGGAT GATTCTATTGCTGTGGGCAAC 
CCTGCGCGAGTAGTGCGGAAACGTGATGATAGCCGGCTCGAACGTTCGCAGCTGCCAGAA 
GGTGCTTCCGTGGATGCGTTGGGGATTCTTCCTACAAAATCACCTAGGCTGTCAGAAAAT 
ATTGCCGAAAAATAT 
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>RXA022 92-downstream 
TAAATACGCAGGCACTAAGAAGA 

>RXA02 322-upstream 

CGCGCAGAGCTAAACTGCGTGAGGTTGTGGCCTGTCACACATAATCGGCCTAGGGTGGGA 
C T T T AAG G AAAC AG T G C AC AAAT AAAT C T C AAG GAG C C C C 

>RXA0232 2 

ATGCGCATCCACGATGTTTATACCCACCTTTCGGCCGATAACTTTCCCAAAGCAGAGCAC 
CTTGCGTGGAAATTCTCCGAGCTTGCCACCGACCCCGTGGAGGTGACACCGGATGTTTCG 
GAGATGATCATCAACCGGATCATCGACAACGCGGCGGTGTCTGCCGCGTCGGTGTTGCGC 
CGGCCTGTGACTGTGGCCAGGCAACAAGCGCAGTCCCATCCGCGGGAAAAGGGCGGAAAA 
GTTTTTGGAATTTCAGGCAGCTACTCACCAGAGTGGGCTGCCTTTGCTAATGGTGTGGCC 
GTACGTGAATTGGACTTCCACGATACATTTTTAGCAGCTGAATACTCCCATCCCGGCGAC 
AATATTCCACCACTTCTTGCAGTAGCGCAGGCTCAGAGAAGCAGCGGCAGG 

>RXA0232 6-upstream 

CCAGGCGGACAGTTGTCCAACCTGCGTGCACAGGCCACCGCACTGGGCCTTGCGGATCGT 
T T C G AAC T CAT CG AAG AC AAC T AC G C AAG C C G T T AAT GAG 

>RXA0232 6 

ATGCTGGGACGCCCAACCAAGGTCACCCCATCCTCCAAGGTTGTTGGCGACCTCGCACTC 
CACCTCGTTGGTGCGGGTGTGGATCCAGCAGACTTTGCTGCCGATCCACAAAAGTACGAC 
ATCCCAGACTCTGTCATCGCGTTCCTGCGCGGCGAGCTTGGTAACCCTCCAGGTGGCTGG 
CCAGAGCCACTGCGCACCCGCGCACTGGAAGGCCGCTCCGAAGGCAAGGCACCTCTGACG 
GAAGTTCCTGAGGAAGAGCAGGCGCACCTCGACGCTGATGATTCCAAGGAACGTCGCAAT 
AGCCTCAACCGCCTGCTGTTCCCGAAGCCAACCGAAGAGTTCCTCGAGCACCGTCGCCGC 
TTCGGCAACACCTCTGCGCTGGATGATCGTGAATTCTTCTACGGCCTGGTCGAAGGCCGC 
GAGACTTTGATCCGCCTGCCAGATGTGCGCACCCCACTGCTTGTTCGCCTGGATGCGATC 
TCTGAGCCAGACGATAAGGGTATGCGCAATGTTGTGGCCAACGTCAACGGCCAGATCCGC 
CCAATGCGTGTGCGTGACCGCTCCGTTGAGTCTGTCACCGCAACCGCAGAAAAGGCAGAT 
TCCTCCAACAAGGGCCATGTTGCTGCACCATTCGCTGGTGTTGTCACCGTGACTGTTGCT 
G AAG G T GAT G AG GT C AAG G C T G GAG AT G C AG T C G C AAT CAT C GAG G C T AT G AAG AT G G AA 
GCAACAATCACTGCTTCTGTTGACGGCAAAATCGATCGCGTTGTGGTTCCTGCTGCAACG 
AAGGTGGAAGGTGGCGACTTGATCGTCGTCGTTTCC 

>RXA0232 6-downstream 
TAAACCTTTCTGTAAAAAGCCCC 



>RXA02 3 27 -upstream 

ACCGCTGAAGCAGCTTGGCCCAGCCGCGTTTGCTCGTGATCTCCGTGAGCAGGACGCACT 
G G C AG T T AC T GAT AC C AC C T T C C G C GAT G C AC AC C AG T C T 

>RXA02327 

TTGCTTGCGACCCGAGTCCGCTCATTCGCACTGAAGCCTGCGGCAGAGGCCGTCGCAAAG 
CTGACTCCTGAGCTTTTGTCCGTGGAGGCCTGGGGCGGCGCGACCTACGATGTGGCGATG 
CGTTTCCTCTTTGAGGATCCGTGGGACAGGCTCGACGAGCTGCGCGAGGCGATGCCGAAT 
GTAAACATTCAGATGCTGCTTCGCGGCCGCAACACCGTGGGATACACCCCGTACCCAGAC 
TCCGTCTGCCGCGCGTTTGTTAAGGAAGCTGCCAGCTCCGGCGTGGACATCTTCCGCATC 
TTCGACGCGCTTAACGACGTCTCCCAGATGCGTCCAGCAATCGACGCAGTCCTGGAGACC 
AACACCGCGGTAGCCGAGGTGGCTATGGCTTATTCTGGTGATCTCTCTGATCCAAATGAA 
AAGCTCTACACCCTGGATTACTACCTAAAGATGGCAGAGGAGATCGTCAAGTCTGGCGCT 
CACATCTTGGCCATTAAGGATATGGCTGGTCTGCTTCGCCCAGCTGCGGTAACCAAGCTG 
GTCACCGCACTGCGCCGTGAATTCGATCTGCCAGTGCACGTGCACACCCACGACACTGCG 
GGTGGCCAGCTGGCAACCTACTTTGCTGCAGCTCAAGCTGGTGCAGATGCTGTTGACGGT 
GCTTCCGGCACCACTGTCTGGCACCACCTCCCAAGCCATCCCTTGTCTGCCATTGTTGCT 
GCATTCGCGCACACCCGTCGCGATACCGGTTTGAGCCTCGAGGCTGTTTCTGACCTCGAG 
CCGTACTGGGAAGCAGTGCGCGGACTGTACCTGCCATTTGAGTCTGGAACCCCAGGCCCA 
ACCGGTCGCGTCTACCGCCACGAAATCCCAGGCGGACAGTTGTCCAACCTGCGTGCACAG 
GCCACCGCACTGGGCCTTGCGGATCGTTTCGAACTCATCGAAGACAACTACGCAAGCCGT 
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>RXA02 32 7 -downstream 
TAATGAGATGCTGGGACGCCCAA 



>RXA02328 

GCTTCTGAAGCTGTCCGCATTGGTACCGAAGGCTCACCAGTCAAGGCGTACCTGGACATC 
GATGAAATTATCGGTGCAGCTAAAAAAGTTAAAGCAGATGCCATTTACCCGGGATACGGC 
TTCCTGTCTGAAAATGCCCAGCTTGCCCGCGAGTGTGCGGAAAACGGCATTACTTTTATT 
GGCCCAACCCCAGAGGTTCTTGATCTCACCGGTGATAAGTCTCGCGCGGTAACCGCCGCG 
AAGAAGGCTGGTCTGCCAGTTTTGGCGGAATCCACCCCGAGCAAAAACATCGATGAGATC 
GTTAAAAGCGCTGAAGGCCAGACTTACCCCATCTTTGTGAAGGCAGTTGCCGGTGGTGGC 
GGACGCGGTATGCGTTTTGTTGCTTCACCTGATGAGCTTCGCAAATTAGCAACAGAAGCA 
TCTCGTGAAGCTGAAGCGGCTTTCGGCGATGGCGCGGTATATGTCGAACGTGCTGTGATT 
AAC C C T C AG CAT AT T G AAG T G C AG AT C C T T GG C GAT C AC AC T G GAGAAG T T G T AC AC C T T 
TAT GAACGTGACTGCTCACTGCAGCGTCGTCACCAAAAAGTTGTCGAAATTGCGCCAGCA 
CAGCATTTGGATCCAGAACTGCGTGATCGCATTTGTGCGGATGCAGTAAAGTTCTGCCGC 
TCCATTGGTTACCAGGGCGCGGGAACCGTGGAATTCTTGGTCGATGAAAAGGGCAACCAC 
GTCTTCATCGAAATGAACCCACGTATCCAGGTTGAGCACACCGTGACTGAAGAAGTCACC 
GAGGTGGACCTGGTGAAGGCGCAGATGCGCTTGGCTGCTGGTGCAACCTTGAAGGAATTG 
GGTCTGACCCAAGATAAGATCAAGACCCACGGTGCAGCACTGCAGTGCCGCATCACCACG 
GAAGATCCAAACAACGGCTTCCGCCCAGATACCGGAACTATCACCGCGTACCGCTCACCA 
GGCGGAGCTGGCGTTCGTCTTGACGGTGCAGCTCAGCTCGGTGGCGAAATCACCGCACAC 
TTTGACTCCATGCTGGTGAAAATGACCTGCCGTGGTTCCGACTTTGAAACTGCTGTTGCT 
CGTGCACAGCGCGCGTTGGCTGAGTTCACCGTGTCTGGTGTTGCAACCAACATTGGTTTC 
TTGCGTGCGTTGCTGCGGGAAGAGGACTTCACTTCCAAGCGCATCGCCACCGGATTCATT 
GCCGATCACCCGCACCTCCTTCAGGCTCCACCTGCTGATGATGAGCAGGGACGCATCCTG 
GATTACTTGGCAGATGTCACCGTGAACAAGCCTCATGGTGTGCGTCCAAAGGATGTTGCA 
GCTCCTATCGATAAGCTGCCTAACATCAAGGATCTGCCACTGCCACGCGGTTCCCGTGAC 
CGC 

>RXA0 2328-downstream 
TGAAGCAGCTTGGCCCAGCCGCG 

>RXA02329 

ACGGCTACCAGGCAGTCGCGAAAAGGTGAGATTTCCAGCTGGAAGGCGTTCGCGCCAGCG 
TTTGCGGGAAAGATGGCCATTGAGGCGATGGATCGTGCGATGCGTGGGGAGGGTTCGCCC 
GCACCGATTTGGGAGGGCGAAGACGGGGTCATCGCGTGGCTGTTATCGGGCAAAGATCAT 
GTTTATCATGTGCCATTGCCGGAACACGGCGAGCCCAAGCTGGGGATTCTAGAGACTTAC 
ACAAAGGAACATTCAGCGGAATATCAATCGCAGGCACCGATTGATCTGGCGCGCAGGATG 
AAGCCACTGGTTGACGCGGCTGGCGGAACGGAACACATTGCAGAGATTGTGCTGCGCACC 
AGTCACCACACGCATTATGTGATTGGCACTGGGGCGAACGATCCGCAGAAGATGGATCCG 
CAGGCCTCGCGTGAAACCCTGGATCATTCCATCATGTACATTTTCGCCGTCGCGCTTCAA 
GATGGCGTGTGGCACCACGAGTTTTCCTACACCCGCAAGCGTTCCACCCGCCCGGAAACT 
GTGGAGCTGTGGCACAAGATTCGCACCGTGGAGGATCCTGAATGGACGCGCCGATACCAT 
TCT 

>RXA02 332 -upstream 

G ACC GC AT G C AAC AC C G C AG C AGAT TAT AT G AGC T CC T G C GAT AC GAAGAC T ACAAC G T C 
T T T G AC C AG C AC AT T T T C AC C T AC AG AAAAG GAGAAAACA 

>RXA02332 

ATGAGTGACAGCCAAGTCCGCAAAGGACTCAACGGCGTCATCTCTGACTACACAAGCATT 
TCCAAAGTGATGCCAGAGAGCAACTCGCTGACTTACCGTGGCTACGCCGTGGAGGATTTG 
GTGGAAAACTGCAGCTTTGAAGAAGTGATCTACCTCCTGTGGTTTGGGGAGCTGCCCACC 
ACTGAACAACTCCGGACCTTCAACACGACAGGTCGAAGCTACCGCTCACTCGACGCCGGA 
CTGATTTCCCTCATCCACTCCTTACCCAACACCTGCCACCCCATGGACGTGCTGCGCACC 
GCAGTGTCCTACATGGGTACCTTTGATCCCGATCCGTTTACCCGCGATGCCGATCATATC 
CGAAGCATTGGACACAACCTGCTTGCGCAGCTTCCCATGGTGGTTGCCATGGATATCCGC 
AGGCGAAGTGGGGAAGAGATCATCGCACCTGACCACAACAAAGGTATCGCTTCGAATTTC 
TTATCCATGGTGTTTGGCAATGATGATGGTTCTGTAGCCAACTCCGCAGATGACATCCGC 
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GATTTTGAACGCTCCCTCATCCTCTACGCCGAGCACTCCTTCAACGCCTCCACATTCTCA 
GCCCGCGTGATCTCATCAACGCGATCCGATACGTATTCGGCGATCACAGGTGCGATCGGT 
GCTCTCAAAGGCCCACTGCACGGAGGTGCCAATGAGTTTGTCATGCACACCATGCTGGAT 
ATCGACGATCCCAACAATGCTGCCGACTGGATGGGCAAGGCGTTGGATCGTAAAGAACGC 
ATCATGGGATTCGGGCACCGCGTGTACAAAAACGGCGACTCCAGGGTCCCCTCCATGGAG 
AAATCCATGCGCTCCCTTGCTGCTCGTCACCGTGGTCAAAAATGGGTGCACATGTATGAG 
TCGATGCAAGAAGTCATGGAGGCTCGCACTGGCATTAAACCCAACCTCGACTTCCCGGCC 
GGCCCTGCCTATTACATGCTGGGATTCCCCGTCGACTTCTTCACACCACTGTTTGTGCTG 
GCCCGAGTGTCAGGGTGGACGGCACACATCGTGGAGCAATTTGAAAACAATGCGCTGATC 
CGACCATTGTCTGCCTACAACGGAGTGGAAGAAAGGGAGGTGGTGCCCATTTCGGAGAGA 
ACC 

>RXA02332-downstream 
TAATCAGTGAGGCTGATTTCTAA 

>RXA02333 

GAGATTGGCTACAACGCCGTGATCTACCCCGTGACCACGCTGCGTATTGCCATGGGACAA 
GTAGAACAAGCACTAGCCGAAATCAAAGAACACGGTACCCAAGAAGGATGGCTGGACCGC 
AT G C AAC AC C GC AG C AG AT TAT AT GAG C T C C T G C GAT AC G AAGAC T ACAAC GT C T T T G AC 
C AG C AC AT T T T C AC C T AC AG AAAAG G AG AAAAC AAT GAG 

>RXA02333-downstream 
TGACAGCCAAGTCCGCAAAGGAC 

>RXA02 37 9-upstream 

TGCAGGCCTCCATGGCGGGTATTGATGCGCTGGTCAAGCGTGGTGTCGTCA 
>RXA0237 9 

ATGAGAAAGCACCGTTGGGCAAACGCGGCTGGCCTGTACGCTGACACCGTTGCTGAGTCC 
ACCATTGGTTTAATTCTGGCGCAGATGCACATGCATGCGACGACTCGTTTGGCTAAGTCG 
TGGAGCGTGCGGCCTGAGGTGGAAAACAACAAGTCATGGCTGCATGACAATAAAACTGTC 
GCTATTTTGGGCGCCGGTGGCATTGGCGTGCGTCTGCTGGAAATGCTCAAGCCGTTCAAC 
GTGAAGACCATTGCGGTTAATAACTCTGGTCGTCCGGTGGAAGGTGCAGATGAAACCTTC 
GCCATGGATAAGGCTGAGCACGTGTGGGCTGAGGCTGATGTGTTTGTGCTCATCCTGCCG 
CTGACTGATGCCACTTATCAGATCGTCAATGCAGAAACTTTGGGCAAGATGAAGCCTTCT 
GCCGTGGTGGTCAATGTGGGGCGTGGCCCGCTGATCAACACCGATGATCTGGTGGATGCA 
TTGAACAACGGCACCATTGCGGGTGCTGCGCTGGACGTTACCGATCCTGAGCCACTTCCT 
GACAGCCACCCGCTGTGGGAGATGGACAATGTGGTTATCACTCCTCATACTGCAAACACG 
AATGAGAGGATTCGTGCTTTGACCGGCGAACTCACCTTGCGCAACATTGAGTTGTTTGAG 
GCAGGCGAGCAGATGGCCACCGAGGTCGATGTGGTGGCTGGCTAC 

>RXA0237 9-downstream 
TAGGCCTTTTATGGTGTGATCCG 

>RXA02 399-upstream 

CAAACCGATGCACATCACGTCGAAACAGTGACAGTGCATTAGCTCATACTTTGTGGTCGG 
C AC C G C C CAT T G C G AAT C AG C AC T T AAG G AAG T G AC T T T G 

>RXA023 99 

AT G T C AAAC G T T GG AAAGC C AC GT AC C GC AC AG GAAAT C C AG C AG GAT T G GG AC AC CAAC 
CCTCGTTGGAACGGCATCACCCGCGACTACACCGCAGACCAGGTAGCTGATCTGCAGGGT 
TCCGTCATCGAGGAGCACACTCTTGCTCGCCGCGGCTCAGAGATCCTCTGGGACGCAGTC 
ACCCAGGAAGGTGACGGATACATCAACGCGCTTGGCGCACTCACCGGTAACCAGGCTGTT 
CAGCAGGTTCGTGCAGGCCTGAAGGCTGTCTACCTGTCCGGTTGGCAGGTCGCAGGTGAC 
GCCAACCTCTCCGGCCACACCTACCCTGACCAGTCCCTCTACCCAGCGAACTCCGTTCCA 
AGCGTCGTTCGTCGCATCAACAACGCACTGCTGCGTTCCGATGAAATCGCACGCACCGAA 
GGCGACACCTCCGTTGACAACTGGGTTGTCCCAATCGTCGCGGACGGCGAAGCTGGCTTC 
GGTGGAGCACTCAACGTCTACGAACTCCAGAAGGCAATGATCGCAGCTGGCGCTGCAGGC 
ACCCACTGGGAAGACCAGCTCGCTTCTGAAAAGAAGTGTGGCCACCTCGGCGGCAAGGTT 
CTGATCCCAACCCAGCAGCACATCCGCACCCTGAACTCTGCCCGCCTTGCAGCAGACGTT 
GCAAACACCCCAACTGTTGTTATCGCACGTACCGACGCTGAGGCAGCAACCCTGAT CACC 
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TCTGACGTTGATGAGCGCGACCAACCATTCAT CACCGGTGAGCGCACCGCAGAAGGCTAC 
TACCACGTCAAGAATGGTCTCGAGCCATGTATCGCACGTGCAAAGTCCTACGCACCATAC 
GCAGATATGATCTGGATGGAGACCGGCACCCCTGACCTGGAGCTCGCTAAGAAGTTCGCT 
GAAGGCGTTCGCTCTGAGTTCCCAGACCAGCTGCTGTCCTAC7VACTGCTCCCCATCCTTC 
AACTGGTCTGCACACCTCGAGGCAGATGAGATCGCTAAGTTCCAGAAGGAACTCGGCGCA 
ATGGGCTTCAAGTTCCAGTTCATCACCCTCGCAGGCTTCCACTCCCTCAACTACGGCATG 
TTCGACCTGGCTTACGGATACGCTCGCGAAGGCATGACCTCCTTCGTTGACCTGCAGAAC 
CGTGAGTTCAAGGCAGCTGAAGAGCGTGGCTTCACCGCTGTTAAGCACCAGCGTGAGGTT 
GGCGCAGGCTACTTCGACCAGATCGCAACCACCGTTGACCCGAACTCTTCTACCACCGCT 
T T G AAG GG T T C C AC T G AAG AAGG C C AG T T C C AC AAC 

>RXA0239 9-downstream 
TAGGACCTACAGGTTCTGACAAT 

>RXA024 0 4 

ATGCAGGTTGC7\AAAGTTCTCTACGACTTTGTAACCGAAGCGGTACTCCCTCGCGTGGGT 
GTGGATGCGGAAAAGTTCTGGTCCGGATTCGCCGCCATCGCCCGGGACCTCACCCCACGC 
AACCGCGAGCTGCTTGCTCGCCGCGAT GAACTGCAGATGCTTATCGACGACTACCACCGC 
AACAACTCCGGCACCATCGACCAAGAGGCGTACGAGGATTTCCTCAAAGAAATCGGATAC 
TTGGTTGAGGAGCCAGAAGCTGCAGAAATCCGTACCC7\AAACGTCGATACGGAAATCTCC 
AGCACCGCAGGACCTCAGCTGGTTGTTCCAATTCTGAACGCACGCTTCGCGCTGAACGCT 
GCCAATGCTCGCTGGGGTTCCCTCTACGATGCGTTGTACGGCACCAACGCCATCCCAGAA 
ACTGATGGCGCTGAAAAGGGCAAGGAGTACAACCCGGTCCGCGGCCAGAAGGTCATCGAG 
TGGGGTCGTGAATTCCTCGACAGCGTTGTCCCACTGGACGGTGCTTCGCATGCCGATGTT 
GAGAAGTACAACATCACCGATGGAAAGCTTGCAGCCCACATTGGAGATAGCGTCTACCGA 
CTGAAAAACCGTGAATCCTACCGTGGCTTCACCGGCAACTTCCTTGATCCAGAAGCAATC 
CTGCTGGAAACCAACGGCCTGCACATCGAGCTGCAGATCGATCCTGTCCACCCAATCGGC 
AAGGCAGACAAGACTGGTCTCAAAGACATCGTTTTGGAATCTGCGATCACCACGATCATG 
GACTTCGAAGACTCCGTTGCAGCTGTTGATGCTGAAGACAAGACCTTAGGTTACTCTAAC 
TGGTTCGGACTCAACACCGGCGAACTGAAAGAAGAGATGTCCAAGAACGGACGCATCTTC 
ACCCGTGAGCTCAACAAGGACCGCGTCTACATTGGCCGCAATGGTACCGAGCTGGTTCTG 
CACGGTCGTTCCCTGCTGTTCGTCCGCAACGTTGGTCACCTCATGCAAAACCCATCCATC 
TTGATTGATGGCGAGGAGATCTTCGAAGGCATCATGGATGCTGTCTTGACCACTGTTTGT 
GCCATCCCAGGAATTGCTCCGCAGAACAAGATGCGCAATTCCCGCAAGGGCTCCATCTAC 
ATCGTGAAGCCTAAGCAGCACGGCCCTGAAGAAGTCGCGTTCACCAACGAGCTCTTCGGC 
CGCGTTGAGGATCTGCTTGATCTGCCACGCCACACCTTGAAGGTTGGTGTTATGGATGAG 
GAGCGTCGCACGTCCGTGAACCTGGATGCCAGCATCATGGAAGTTGCTGACCGCTTGGCA 
TTCATCAACACTGGCTTCCTGGACCGCACCGGCGATGAAATCCACACCTCCATGGAAGCA 
GGCGCCATGGTGCGCAAGGCTGATATGCAGACCGCACCGTGGAAGCAGGCCTACGAGAAC 
AACAACGTTGATGCAGGTATTCAGCGTGGTCTTCCTGGCAAGGCTCAGATCGGTAAGGGC 
ATGTGGGCGATGACTGAACTCATGGCAGAAATGCTGGAGAAGAAGATCGGCCAGCCACGC 
GAAGGCGCCAACACTGCATGGGTTCCTTCACCAACTGGTGCGACGCTGCACGCAACGCAC 
TACCACTTGGTTGATGTGTTCAAGGTTCAAGACGAACTGCGTGCTGCCGGCCGCCGCGAC 
AGCCTGCGCAACATTCTCACCATTTCAACCGCACCAAACACCAATTGGTCTGAGGAAGAG 
AAGAAGGAAGAGATGGACAACAACTGCCAGTCCATCCTCGGATACGTTGTGCGCTGGGTT 
GAGCACGGTGTTGGTTGCTCCAAGGTTCCAGACATCCATGACATCGACCTCATGGAAGAC 
CGCGCAACGCTGCGTATTTCCTCGCAGATGCTGGCCAACTGGATCCGCCATGATGTTGTC 
TCGAAGGAGCAGGTCTTGGAGTCACTGGAACG7VATGGCAGTGGTCGTCGACAAGCAAAAT 
GCGGGCGACGAGGCCTACCGCGATATGGCGCCGAAGTACGACGCCTCCCTCGCCTTCCAG 
GCGGCTAAGGACTTGATTTTCGAAGGCACCAAGTCCCCATCGGGCTACACCGAGCCCATC 
TTGCACGCACGCCGCCGCGAGTTCAAAGCAAAAAAC 

> RX AO 2 4 0 4 - do wn s t r e am 
TAAGCACGCTTTTCGACGCTTAC 

>RXA024 14 -upstream 
TTTACC 

>RXA02414 

ATGAGTTACAACAGCCCGTATAACAACACGAATTTCAGCACCACTGGCGCGTTCCAACCT 
GCTGGTGGGCCGGTGAAGCCGTGGAATAAGCCCGATGCCAGCCTGAATCAGCAGCTGAAA 
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AACAAATCCCGTGTGCGCACAGGTCTTACCATCGCCATCGGTTATGTAGTGGTGATTTGG 
GCGGTGCATTTGGCATCCATCGTCATTGCGCTGCTCACTGGCTTCAACCTGACCAACTTT 
GGTATTCATCCGCTGGATACCAGTGCACTGTGGGGTATTTTCACCTCACCGCTGTTGCAT 
GGAAGCTTCAGCCACCTCATTGGAAATACCGTTCCAGGCTTTATATTCAGTTTCCTCATC 
GGTATGAGTGGCAAGCGCGTGTTCTGGGAAGTCACGATTATCGCAGGTCTCATCGGCGGT 
CTTGGTACATGGATTTTCGGTGGAATCGGCACCAACCACATCGGTGCGTCCGGCCTGATT 
TATGGCTGGCTTGGCTACCTGATCGTGCGTGGAATTTTCAACAAGGATATTAAACAGTTC 
CTGCTTGGCATAGTTTTGGCGTTCATTTACTCCGGTTTGTTCTGGGGTCTGCTACCTACT 
CAAATCGGTGTGTCCTGGCAGGGCCACCTTTTCGGTGCACTTGGTGGAATCGGTGCGGGT 
GCTTTTATCGCCTCGGATGACCCGGCAGCGTTGAAAGCGAAGAAGCAACAGAAGAAATTA 
GAAAAGCAACAACGCCAAAGAGGCTTA 

>RXA02 4 1 4 -downstream 

T AGT T T TCACCT AGCGACT ACAC 

>RXA024 35-upstream 

TCATGAATGTAGAACGGATTTATCGACAAGCGCCAGCAAGTACGTTGATCTCTTTAGCCA 
T CAT C GC T GT G T AC G C AG T G C G G C CAT T C AAT C GAG AT C A 

>RXA024 35 

GTGACAGACAACCTGGGTTCAACCAGTATCGGTGACGCGTGGATTCTGTACGCACCGCTG 
ATGGATGATGGTGGCTTTGGTCCACTGCGTGCCATCGGAGGAATGTTCCTGCACATTGGC 
CCCGGGCACATGCTGTTGAACCTTGTGTTGTTGTGGTTGCTGGGAAGAGAAATTGAACGA 
GACTTCGGTTCTGCGCTTTTCACTGCGATGTACTTTGTGGGCGGTATTGGTGCGTCTGCA 
GCTGTCATCTGGATGGATCCCTATTCACCGACAGCAGGTGCTTCCGGCGCCATTTACGCC 
ATGATGGCTATTTTGGTGGGGCTTTTTGTGTTAAGAAGCGCGGATATCCGAGCACCCTTG 
ATCCTTATCGCCATCAACATCGCCTATACCTTGATGTCCACCAATGTTTCTCTGTGGGGA 
CACCTTGGAGGTTTGATCACTGGAGCTTTAATTACTTGGCCAATGGTTAAAGCGAAAACT 
CAAAGAACACGGTGGATTATCGTGCTCATTGGTTTTGCTGTAGTTGTGGCTGCTGTCATT 
CTAGGAATTGACCGGGTG 

>RXA02 4 35-downstream 
TAGACACATTCCGCCCATTGCCC 

>RXA024 4 0-upstream 

GCTGTTAATCACGGGTTGTTCAGCTACCGGGGGAGCACCACGGGCAACAGATGGGGCATC 
AGGCGGAGGAACCGTCGATACGCCTCGGTTGGTTGTCGCG 

>RXA02 44 0 

ATGGTGAGCCACGGCGCGCCGGGCGATACTTTTTGGGATTTGGTCCGAAAAGGTGCTGAA 
GACGCCGCCCAAAAAGACAACGTTGAACTCCGCTATTCCTCTAATCCGGAAATCCCTGAA 
CAATCCAACCTCGTGCAAAATGCCATCGATTCACGCGTCGACGGCATCGCCATGACCATG 
CCTAATGCTCAATCACTAGGACCGGTCGCTCAAAAGGCCGTGGATGCGGGCATTCCTGTG 
GTTGGTCTCAACGCTGGAATGAACGAATACCAAGATTATGGAATGACAGGATTCTTTGGT 
CAAGATGAATCCGTCGCAGGAGCATCCGCAGGAGCGCGCCTTGCCGAGGAAAACGCACAA 
AAAGTTTTGTGTGTGATCCATGAACAGGGCAACTCCTCCCAGGAAGCTCGCTGTGGTGGC 
GTGTCTGAAGGTTTGGGCAAACAAGTAGAAACCCTGTATGTCAACGGCATGGATCTCACC 
TCAGTGAACTCCACCCTGCAGGCAAAACTTGCTCAAGACCGCAGCATTGATTGGGTTGTG 
GGACTCCAGGCTGGTGTATCAATGGCTATTTCTGATGCGGCAGACGCTGCGAACTCAGAA 
GTAAAGATCGCCACCTTTGATACAAACGCACAGCTCATGACCGCTATTCGTGATGGCAAG 
ATCCAATTCGCCATTGATCAGCAACCATATCTGCAGGGCTACATGGCCGTGGATTCGCTG 
TGGTTGGCGCACCGAAACGGCACCACTGTTGGTGGCGGACGACCCGTGTACACAGGACCA 
GCCATTGTGGATGCCACCAACGTTGATGTCATTGCTGAAGCCGTTGGGGAGGGTCTGCGA 

>RXA024 4 0-downstream 

T GACAAAAAT CAAGAGT GGGGAG 

>RXA02 4 53-upstream 

AACCAACAAAGGTCATCTCAACCGGCTTAAGAAAATTCTGCCAGCTTTCTGCTGATTGAA 
TCGTGCCAGCTCAGGGCATATCTCACCTAAAGTAAACACC 
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>RXA02453 

ATGAAATCAATCTTCATTTCCGGTGCGGCGAACGGAATTGGCAAAGCTGTGGCGTTGAAA 
TTTCTTCACGAAGGTTGGCTCGTTGGAGCCTACGACCTCGCGGAAATCACCTACTCACAC 
CCCAATCTTCGCTGGGGCTACCTCAATGTTCGACAGTCCGAGTCGTGGGACAAAGCCCTA 
GAAGACTTTGCGACGCACACCGGAGGCACCATCGATGTGGTGGACAATAATGCCGGCGTA 
ATTATTGAGGGACCGCTGCAGGACGCAGAGGAGGGGAGCGTCGACAAGCTTCTTGCAATC 
AACGTCAATGGCGTGACTCTTGGTGCCCGCGCCGCTCATCCTTATTTGGCGCGCACGCCG 
GGCGCCCAGTTGTTAAACATGTCCTCGGCGTCGGCGGTGTACGGGCAGCCCCAGATCGCG 
GTGTATTCGGCTTCGAAGTTTTACGTCGCAGGTCTTACTGAGGCGCTGAATTTGGAGTGG 
CGGAAAGACGATATTCGCGTGGTCGATGTTTGGCCTTTGTGGGCGAAAACCGATTTGGTG 
AACGGCGTGAAGGCTAAGTCACTGAAGCGTTTGGGTGTCCGGATCACTCCGGAACAGGTG 
GCACAGGCGGTATGGGATGCGGTGCATCCGAAATCTCGGTGGGCGAAGGGAAAGGTGCAT 
CACGGGGTGTCAAAGTTGGATAAGGCGCTGTATCTCATGAAATCTCTGTCGCCTGATCGG 
GTAGCGATGTGTTTTGCGCGACTAATCGCCGGA 

>RXA0 2 4 5 3 - down s t r e am 
TAAAT GAAT T GAT TAT T T TAGGC 

>RXA02 4 7 4 -ups t ream 

TGCTGGTCTATTGTGGCGACCGAGGGCCTTTGAAGGTTCGACAAACTGTATAAGGCCTTG 
AAT C T T G AGAAT T TAT T T T GAGGAAGC AAG AGG AAGT G T C 

>RXA024 74 

ATGAGCAAAGTTGCAATGGTTACCGGTGGTGCACAAGGCATCGGTCGTGGAATTTCAGAG 
AAGCTGGCAGCAGATGGTTTCGATATTGCCGTAGCCGACCTGCCACAACAGGAAGAACAA 
GCTGCAGAGACCATCAAGTTGATTGAAGCTGCAGGTCAAAAGGCTGTATTCGTTGGATTA 
GATGTCACCGATAAGGCTAATTTCGACAGTGCAATTGATGAGGCAGCAGAGAAACTTGGC 
GGCTTCGATGTGCTAGTAAACAACGCCGGCATCGCACAAATTAAGCCACTTCTGGAAGTC 
ACCGAAGAAGACCTAAAGCAGATCTACTCCGTGAACGTTTTTAGCGTATTTTTTGGTATT 
C AAG C AG CAT C C C G AAAG T T C GAT GAG C T T G G C G T AAAAG GC AAG AT CAT C AAC G C T G C A 
TCAATCGCTGCTATCCAAGGTTTCCCAATCTTGAGCGCCTACTCCACCACCAAATTCGCG 
GTTCGTGGCCTCACCCAGGCTGCTGCGCAAGAACTCGCACCCAAGGGTCACACCGTGAAT 
GCCTACGCACCTGGCATCGTGGGCACCGGAATGTGGGAGCAAATCGATGCCGAGCTTTCC 
AAGATCAACGGCAAGCCAATCGGTGAGAACTTCAAGGAGTACTCCTCCTCAATCGCATTG 
GGCCGACCATCAGTACCTGAGGATGTAGCCGGTCTGGTTTCGTTCCTGGCTTCTGAAAAC 
TCCAACTACATCACCGGACAGGTCATGCTTGTCGACGGCGGCATGCTCTACAAC 

>RXA024 7 4 -downstream 
TAGGGGTTGCTTTCCCGCACTCA 

>RXA024 80-upstream 

TACGTTCTGGCGCTGCCGTTCTTCGGCATTGTTTCTGAGATCATTCCTGTGTTCTCCCGT 
AAGCCAATGTTCGGGTTACGTCGGCCTGATCTTCGCAACC 

>RXA02 4 80 

TTGTCCATTGGTGCACTGTCCATGGCTGTGTGGGCTCACCACATGTTCGTTACTGGCGCA 
GTTTTGCTTCCGTTCTTCTCCTTCATGACGTTCCTGATTTCGGTTCCTACCGGCGTTAAG 
TTCTTCAACTGGGTTGGAACCATGTGGAAGGGTCACATCACTTGGGAAACCCCAATGATC 
TGGTCTGTTGGCTTCATGGCTACCTTCCTCTTCGGTGGTCTGACCGGCATTATGCTGGCG 
TCCCCACCACTGGACTTCCACTTGGCTGACTCCTACTTCCTGATCGCGCACTTCCACTAC 
ACCCTCTTCGGTACCGTGGTGTTCGCATCGTGTGCAGGCGTTTACTTCTGGTTCCCGAAG 
ATGACTGGCCGCATGATGGACGAGCGTCTTGGCAAGATCCACTTCTGGTTGACCTTCGTC 
GGTTTCCACGGAACCTTCCTCATCCAGCACTGGGTGGGCAACATGGGTATGCCACGTCGT 
TACGCTGACTACCTGGATTCTGATGGTTTCACCATCTACAACCAGATCTCCACCGTGTTC 
TACTTCCTGCTTGGCCTGTCTGTCATTCCATTCATCTGGAACGTCTTCAAGTCCTGGCGC 
TACGGTGAGCTCGTTACCGTTGATGATCCTTGGGGTTACGGCAACTCCCTGGAGTGGGCA 
ACCTCCTGCCCTCCTCCTCGCCACAACTTCGCATCCTTGCCTCGTATCCGCTCCGAGCGC 
CCTGCGTTCGAGCTGCACTACCCGCACATGATTGAACGCATGCGCGCAGAGGCACACACT 
GGACATCACGATGATATTAATGCTCCAGAATTGGGTACCGCCCCAGCCCTTGCATCTGAC 
TCCAGCCGC 
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>RXA02 4 8 0-downstream 
TAAAAGCGTCTGATTTAAGTCGG 

>RXA024 81-upstream 

TGCTAACTACGTCCTGCCACTTCAGATCGGTGCGCCTGACGTAGCTTTCCCACGTTGAAA 
TGCTTTCGGCTTCTGAATCACCACCGTCGGTGGTGTCGCG 

>RXA024 81 

ATGCTGACCGGCTTCCTAACCCCGGGTGGTGCTGCCGACTTGGGTGGACCATGTACTCCC 
CACTGTCTGACGCAATTCACTCCCCAGGCCTTGGTTCTAACATGTGGATTGTCGGGTGTC 
GGTGCAACTGGTATTGGCTCCGTTGCTTCCGCAATTAACATGCTCACCACCATCCTCTGC 
CTCCGCGCACCTGGTATGACCATGTTCCGTATGCCTATTTTCACCTGGAATATCTTCGTT 
GTTTCCGTTCTTGCTCTGCTGATCTTCCCACTGCTGCTCGCTGCTGCACTGGGTGTTCTG 
TATGACCGCAAGCTTGGTGGACACCTGTACGATCCAGCTAACGGCGGCTCCCTCCTGTGG 
CAGCACCTGTTCTGGTTCTTCGGACACCCTGAGGTTTACGTTCTGGCGCTGCCGTTCTTC 
GGCATTGTTTCTGAGATCATTCCTGTGTTCTCCCGTAAGCCAATGTTCGGGTTACGTCGG 
CCTGATCTTCGCAACCTTGTCCATTGGTGCACTGTCCATGGCTGTGTGGGCTCACCACAT 
GTTCGTTACTGGCGCAGTTTTGCTTCCGTTCTTCTCCTTCATGACGTTCCTGATTTCGGT 
TCCTACCGGCGT 

>RXA0 24 81 -downstream 
TAAGTTCTTCAACTGGGTTGGAA 

>RXA024 8 5-upstream 

CGGTGGTCAGTGCTTGGTGCACCTTGCCGACGGGCTGATTGATCGTAATGGTGTTTTCTG 
TACGCGTTGCCATGAGGATAAGACTACCGTTAGTGGGGTG 

>RXA024 8 5 

TTGGATTCATCGCTAGCCCAGGAAATCGCCGCGATCGACGGCGTCGAACTCGATTCGGAA 
GTCACTTTCGCCGATCTGACGACCCTCCGCATCGGCGGAAAACCCCGCAGCGCCGTACGT 
TGCCAGACCACGGAGGCGCTGGTCAGCGCCATAAAATTGCTTGACGACGCCTCCCTCCCC 
CTCCTCATTGTCGGCGGCGGGTCCAATCTCGTCGTGGCCGACGGCGATCTGGATGTTATT 
GCCGTCATCATCGAAACCGACGACGTCTCCATCAACCTCACCGACGGTCTCCTCACCGCC 
GATGCAGGCGCTGTTTGGGACGATGTTGTCCACCTTTCGGTGGATGCCGGCCTCGGTGGA 
ATTGAATGCCTCTCCGGAATCCCCGGCTCCGCCGGCGCCACCCCAGTCCAAAACGTGGGC 
GCCTACGGCACGGAAGTTTCCGATGTACTCACCCGCGTCCAGCTTCTCGACCGCACCACC 
CACCAAGTCTCCTGGGTCGACGCCTCCGAACTCGACCTCTCTTACCGATACTCCAATCTC 
AAATTCACCAACCGCGCAGTCGTCTTGGCGATCGAACTCCAGCTCCTCACCGACGGATTG 
TCCGCGCCGCTACGTTTTGGTGAATTGGGACGTCGATTAGCGATCTCCGAGGCCGAACCC 
CACCCACGTCGCCCCGTCCGCATGGTCCGCGACGCCGTCCTAGAACTCCGCCGCGCCAAA 
GGCATGGTCGTGGAACACACCGACCACGACACCTGGTCCGCCGGATCCTTCTTCACCAAC 
CCAATCGTCGACCCAGCCCTTGCCGACGCAGTCTTTGAAAAAGTCGGCGAACCCACCATG 
CCCCGCTTCCCAGCCGGCGATGGCAAAGAAAAACTCTCCGCAGCCTGGCTCATCGAACGC 
GCCGGCTTCAAAAAGGGACACCCCGGCGCAGGCGCAAAAGCCTCCCTGAGCACCAAACAC 
ACCCTCGCACTCACCAACCGTGGCGACGCCCGCGCCTCCGACCTCGTCGCATTAGCCAAA 
GAAATCCGCGACGGAGTCCTCGAAACCTTCGGCGTCACCCTCGTCCCAGAACCCGTCTGG 
AT T GGAAT C AG CAT C G AT G AC 

>RXA02 4 8 5-downst ream 
TGAATTTTCCGACGTCCCTGGCA 

>RXA02 4 92-upstream 

GCTGTACAACGACGCTATTGCCAACGAAAATGTCGACGGTGAAACGCAT CACGGCTAAGT 
AAACGCGCGTCGTGGAACATAAAGTGGCAAACTAGTACCT 

>RXA02 4 92 

ATGACTAACGGAAAATTGATTCTTCTTCGTCACGGTCAGAGCGAATGGAACGCATCCAAC 
CAGTTCACTGGATGGGTCGACGTCAATCTGACCGAACAGGGTGAGGCTGAGGCCAAAGGC 
GTCCTCCCAGGCGTTGTATACACCTCCTTGCTGCGTCGCGCGATCCGCACTGCAAACATC 
GCACTGAACGCTGCAGACCGCCACTGGATCCCAGTGATCCGCGACTGGCGCCTCAACGAG 
CGTCACTACGGCGCACTGCAGGGCCTTGACAAGGCTGCAACCAAGGAAAAATACGGCGAC 
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GACCAGTTCATGGAATGGCGCCGCTCCTACGACACCCCACCACCAGAGCTCGCGGATGAC 
GCAGAGTACTCCCAGGCAAATGACCCTCGTTACGCGGACCTCGACGTAGTTCCACGCACC 
GAATGCCTCAAGGACGTTGTGGTTCGTTTTGTTCCTTACTTCGAGGAAGAAATCCTGCCA 
CGCGCAAAGAAGGGCGAAACCGTCCTCATCGCAGCACACGGCAACTCCCTGCGTGCGCTG 
GTTAAGCACCTTGACGGCATCTCCGATGCTGATATCGCAGAGCTCAACATCCCAACCGGC 
ATCCCACTGGTCTACGAAATCGCCGAAGACGGTTCCGTAGTAAACCCAGGCGGCACCTAC 
CTCGATCCTGAGGCAGCAGCAGCCGGCGCAGCAGCAGTAGCAAACCAGGGTAATAAG 

>RXA024 92-downstream 
TAGCTATTTGTAGGTGAGCACTC 

>RXA02 52 8 -upstream 

CTGGCGCGGTATCGATTACAATCTGGTTGGTTATCGGTGGTTTGTGGATGAATGTCATCG 
GACTCTGGTAATCGAAAATTAAAGGTAAGGGGGTGTGGAG 

>RXA02528 

ATGTCAGCAAAATCGAGCCTCAAGGAAGTTGCTGAGTTAGCTGGAGTCGGTTATGCCACA 
GCCTCGAGGGCACTATCTGGCAAGGGGTATGTGTCCCCGCAGACGCGGGAGAAAGTTCAG 
GCGGCGGCTAAAGAGCTGAACTATGTACCAAATCAGCTGGCCAAGGCGTTGCGGGAACAT 
CGCAGTGCCTTGGTGGGGGTCATTGTTCCGGATTTGTCCAATGAGTATTATTCGGAATCG 
CTGCAGACTATTCAGCAGGATCTGAAAGCTGCTGGCTATCAAATGCTGGTTGCGGAGGCC 
AACAGTGTGCAGGCGCAGGACGTGGTGATGGAATCGTTGATCTCGATTCAAGCTGCAGGA 
ATTATCCACGTTCCAGTGGTCGGCTCAATTGCTCCTGAAGGAATCCCCATGGTGCAGTTG 
ACTCGTGGTGAATTGGGTCCTGGTTTCCCTCGGGTGTTGTGTGATGATGAGGCTGGGTTT 
TTTCAGCTGACCGAGTCGGTGCTGGGCGGCAGCGGAATGAACATTGCTGCTTTGGTTGGT 
GAAGAATCACTTTCCACCACGCAGGAACGAATGCGCGGTATTAGTCATGCGGCGTCGATA 
TATGGGGCTGAGGTGACGTTCCATTTTGGCCACTATTCTGTCGAATCTGGCGAAGAGATG 
GCTCAGGTGGTGTTTAACAACGGCCTTCCCGATGCATTGATTGTGGCGTCTCCTCGGCTG 
ATGGCTGGGGTGATGCGTGCTTTTACTCGCCTGAATGTCCGCGTTCCCCACGATGTGGTG 
ATTGGTGGTTATGACGATCCTGAGTGGTACAGCTTTGTCGGCGCGGGGATTACCACGTTT 
GTTCCACCGCATGAGGAGATGGGGAAAGAGGCCGTGCGCTTGTTGGTAGATCTGATTGAA 
AATCCCGAACTTCCCACCGGCGATGTGGTTTTGCAGGGGCAGGTGATCCTTCGGGGGTCG 
AGCACACATTCCGGG 

>RXA0 252 8 -downstream 

T AG AAT T G C C CAAAT GT CAT CAA 

>RXA02539-upstream 

GGCTGCTAAGCGTGCGAATGTGCGCGTTGTCACAATCGTTGACCAAGTGTCACCTGACGC 
AC AG G T AG T G C T C AGG T GG AG G T G G C C C AAAG GAG AC C C A 

>RXA0253 9 

ATGACTGTCTACGCAAATCCAGGAACCGAAGGCTCGATCGTTAACTATGAAAAGCGCTAC 
GAGAACTACATTGGTGGCAAGTGGGTTCCACCGGTAGAGGGCCAGTACCTTGAGAACATT 
TCACCTGTCACTGGTGAAGTTTTCTGTGAGGTCGCACGTGGCACCGCAGCGGACGTGGAG 
CTTGCACTGGATGCTGCACATGCAGCCGCTGATGCGTGGGGCAAGACTTCTGTCGCTGAA 
CGTGCTCTGATCCTGCACCGCATTGCGGACCGCATGGAAGAGCACCTGGAAGAAATCGCA 
GTTGCAGAAACCTGGGAGAACGGCAAGGCAGTCCGTGAGACTCTTGCTGCAGATATCCCA 
CTGGCAATCGACCACTTCCGCTACTTTGCTGGCGCGATCCGTGCTCAGGAAGATCGTTCC 
TCACAGATCGACCACAACACTGTTGCTTACCACTTCAACGAGCCAATCGGTGTTGTTGGT 
CAGATCATTCCTTGGAACTTCCCAATCCTCATGGCTACCTGGAAGCTCGCACCGGCACTT 
G C T G C AG GT AAC G C GAT C G T CAT GAAG C C AG C T G AGC AGAC C CC AG CAT C CAT T T T G TAT 
CTGATTAACATCATCGGCGATCTCATCCCAGAGGGCGTCCTCAACATCGTCAACGGACTC 
GGCGGTGAAGCAGGCGCTGCACTGTCCGGCTCTAATCGGATTGGCAAGATTGCTTTCACC 
GGTTCCACCGAGGTCGGCAAGCTGATCAACCGCGCTGCATCCGACAAGATCATTCCTGTC 
ACCCTGGAGCTCGGCGGTAAGTCCCCATCCATCTTCTTCTCCGATGTTCTGTCACAGGAT 
GACGCCTTCGCAGAGAAGGCAGTTGAAGGCTTCGCGATGTTCGCCCTCAAT CAGGGTGAA 
GTTTGTACCTGTCCTTCCCGTGCACTTGTTCATGAGTCCATCGCTGATGAATTCCTCGAG 
CTTGGCGT GAAG C G AG T T CAGAAC AT C AAG C T GG G T AAC C C ACT T GAT AC T G AAAC CAT G 
ATGGGTGCTCAGGCGTCCCAGGAGCAGATGGACAAGATCTCCTCCTACCTGAAGATCGGC 
CCAGAAGAAGGCGCTCAAACCCTCACTGGTGGCAAGGTCAACAAGGTTGATGGCATGGAG 
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AACGGTTACTACATTGAGCCAACCGTTTTCCGCGGCACCAACGACATGAGGATCTTCCGC 
GAGGAAATCTTCGGACCAGTCCTTTCTGTTGCTACCTTCAGCGACTTCGATGAGGCCATC 
CGTATTGCAAACGACACCAACTACGGCCTCGGCGCTGGTGTCTGGAGCCGTGACCAAAAC 
ACCATTTATCGTGCAGGTCGCGCAATCCAGGCTGGTCGAGTTTGGGTCAACCAGTACCAC 
AACTACCCAGCGCACTCCGCTTTCGGTGGATACAAGGAGTCCGGCATCGGCCGTGAGAAC 
CACCTCATGATGCTGAACCACTACCAGCAGACCAAGAACCTGTTGGTCTCCTACGATCCA 
AACCCAACCGGACTGTTC 

>RXA0253 9-downstream 
TGATCTAAGCGTTAAGTCCTAGA 

>RXA02551-upstream 

GCTGCACAAATTCCGCGAAAGGGTATCACCATCGACATCACAGATGAAGACCGTGAGATC 
TTAAAAAAACACCGTCGATTTCATTTCCTTCTCCTATTAC 

>RXA02 551 

ATGTCCGTATGTGAAGCCCACAACCCCGAAAACTACTCAACCGGTGGCGGTAACATCATC 
GGCGGAGTGGTCAGCCCCACTCTCGCGGCTTCCGAATGGGGTTGGCAAGTTGATCCCCTC 
GGTTTGCGCATCGTCCTGAACAACTACTGGGAGCGCTGGCAGAAGCCACTGTTCATCGTC 
G AAAAC G G AC TAG GAG C AAAG G AC GTGCTTATCGACG G AC CCTCCGGCCC AAC AG T AAAC 
GATGACTACCGCATCAAATACCTCGACGACGGCGGCTCAGGAATCTTGAAGCGCTACAAG 
AAGAAGTCCTTTGATTGGTGCCGCGACATCATCGCCACCAATGGCGAAAGCCTGGAATCC 

>RXA0 25 51 -downstream 

T AAG AAAT AAAGG T AG G T G T C AC 

>RXA02 55 6-upstream 

TGCCATCATATTAAGGCCAAATTGCTTGGATCCTGGGATTTATTTAATTAGATTAAATCC 
GTAGAAATTAGCCCATGAAGCATGGAAAGGCGAAAACCCC 

>RXA0255 6 

TTGATCGTTTCCACCCAGCCCATTACTGATCGCAGCGCACTCTCGGCAGAACACGCAGAG 
GTGATCAAAGCAACGCTTCCTCTCGTGGGCGGCAAGATTAATGAGATCACGCCGGTTTTC 
TACAACAAGATGTTTGCGGCTCACCCAGAATTGATCGCTAACACCTTCAACGGTGGCAAT 
CAGAAGCAAGGCGATCAGCAGAAGGCGCTGGCGGCTTCGATTGCAACGTTTGCCACCATG 
CTCGTTACTCCTGATGCTCCTGACCCAGTTCAGCTGCTGTCCCGCATTGGCCACAAGCAC 
GTGTCCCTCGGCATTACTGCTGAT CAGTACGACATTGTTCACGAGCACCTGTTCGCCGCA 
ATCGTTGAGGTTTTGGGAGCGGAAACTGTCACCGCACCTGTCGCTGAAGCCTGGGATGCT 
GTCTACTGGATCATGGCAAATGTGCTGATCGGTTTTGAGAACAACCTTTATGCTTCCAAC 
GATCTGGAGCCTGGCGACGTCTTCCGCGAAGTCACCGTGACCGCGAAGAAGCAGCTCAGC 
GCAACCGTCTGGGAATACACCCTGGCAGGTGAGCTGGTTGCCCCAGAGCCAGGTCAGTAC 
ACCTCCATCGGAGTAGTGCTTGACGACGGCGCCCGCCAGCTGCGCCAGTACAGCTTGCTC 
GGCGGCTCCGACACCGAGTACCGCATTGCGGTTGAGGATAACGGCGAGGTTTCTGGATTC 
CTGCGTGATCGCGTATCCGTTGGTGACAAGATTGAAGCCACCATCGCGGCCGGCGACCTG 
GTTCTTAACAAGGACACCAATCCAGTTGTGCTGATTTCCCAGGGCATCGGCTCCACCCCA 
ATGGTGGGCATGCTCGCAGGTATGAACCCTGAACGTGACGTTGTGGTTTTGCATGCTGAC 
CAGGCCGAGTCCACCTACGCGCAGGTGGAGGAAGTGCAGGGGCTCGTCGAAAAGCTCCCT 
AAGGCTGCGTTTGAAATCTTCTACCGCGACAACGACCAGTGGCTCGAGGTCGCTGGCCGC 
ATTCCATCAGGTGCGTCCGTGTACCTGTGCGGTGGCGTGGAATTCTTGAAGAACGTGCGT 
GAGCAGATCGAGGCGCTCGATGAGCAGCCTCGCGACGTAAACTTCGAGCTCTTCGCACCA 
AACGACTGGCTGATTTCC 

>RXA025 5 6-downstream 
TAAGCCCACACCCCAGAACTTCC 

>RXA025 60-upstream 

TTGGGGCAAGCCAGCTAACGCATTTCTTGTGGAAACCGCAGACATTGAGGCCGCCCACGC 
GGAACTTCTAAGAGCAGTGGAATGAAATAATCCGGTGCTG 

>RXA025 60 

ATGCAGGGCAACTCGCTTAATCTGGCAGACAACAGCGAGAGAAAGAAGCCCATGCCGTCA 
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CCAGGAGAACTTTTAGCCGCCCGCTACGGACAACCTGCAACCTGGACGCCACCGCAGTGG 
AATGAGACGCTTGATGTCATTCACCAGCATCGATCAGTTCGCAGGTGGTTGGATAAACCG 
GTTGATGATGACACCATCCGCACCATTATTTCCGCCGCACAATCGGCTGGAACCTCTTCC 
AATAAGCAGGTCATTTCTGTCATCGTGGTTAAAGATCCTGAGCTGAGGAAAGGCCTCGCG 
GGGATCACTCGCCAGATGTTTCCGCACCTTGAGCAGGTTCCCGCGGTGCTGATTTGGTTG 
ATTGATTATTCCCGAATCAGTGCGGTGGCAGCCAGAGAAGATCTCCCAACAGGGGCTCTT 
GATTATCTCGATGAGGCCGCGTGGGGGTTCCTCGACGCCGGAATCGCAGCTCAAAACGCT 
GCAATTGCTGCGGAGTCACTTGGATTGGGAACGCTCTATTTGGGTTCGGTGCGCAACGAT 
GCGGAAGCCGTGCACAAATTGCTTGGCCTTCCACCTGAGATCGTGCCTGTCGTGGGCTTG 
GAAATGGGGCATGCGGATCCGCCTGAACCTGCCGGAATTAAACCTCCCCTGCCACAAGAA 
GCCATTGTTCACTGGGATACCTACACCGAGAAAAACCTCGAACTTATCGATTCCTACGAC 
CGCGCCCTCGACACTTACTATTCTCGCTACGGCCAGCACCAGCTCTGGTCGAAGCAGACG 
GCGCATAGGGCGGCGTCTAAACGCTGTTACAAGAACCAAGAA 

>RXA02572 

GCGGTCGCTGAGATTTGCGAGCCGACCGGCGCCGATGCGGTTGCGCTTGTGGATGCCATC 
GGTCACGACGATCGTATCGGCCGAAAGTTCTTAGGCGCGGGCCTGGGATTCGGTGGCGGT 
TGTTTGCCTAAAGACATCCGCGCTTTCATGGCACGCGCGGGCGAATTGGGTGCTGACCAG 
GCATTAACGTTCTTGCGTGAGGTCGATTCCATCAATATGCGTCGTCGCGACCGTGTGGTG 
CAGCTGGCCAAAGAGATGTGTGGCGGTTCGCTGCTGGGCAAGCGGGTTACAGTGCTCGGC 
GCCGCATTCAAACCCAACTCGGACGATGTCCGCGATTCTCCGGCGCTGTCGGTCGCGGGT 
TCGCTGTCGCTCCAGGGTGCGGCGGTCTCGGTCTACGACCCGGAAGCTATGGACAACGCT 
CGACGCGTCTTCCCGACGCTCAGCTATGCGTCCAGCACTAAAGAGGCGCTTATCGACGCC 
CACCTCGTCGTTCTTGCCACTGAATGGCAAGAATTCCGCGACCTTGACCCCGAAGTGGCG 
GGAGGGGTCGTCGAGAAGCGCGCTATTATTGATGGCCGAAACGTCCTCGATGTTGCCAAA 
TGGAAGGCCGCCGGTTGGGAAATGGAAGCGCTCGGCCGCAACCTT 

>RXA0257 2-downstream 
TAGTGCGGTGGATCAGGCGGGGC 

>RXA0259 6 

CCTGTGGTCTACACCGGCCCACTCGACCTCTACTTCAACTACGCAGAGGGCAAGCTGGGA 
TGGCGCACCCTCGACTTTGAAACCGAAGTAGTAGAAACCGGTGACTTCCAAGGAACCCCA 
GTGATGAACTACAACGATGCGGACGTACCTTTCACCCGCATCCACGAGTTCCGTCACTTC 
CACCCAGAGCGTGATGACAGTTACCCCAAGGATAAGACCGTCATCATGCGCGAGTTCTCC 
CGTTTCGCAGATAACGAGGATGAGCCTTATTACCCAATCAACACTCCAGACGACCGAGAC 
ATGCTGAAGCAGTACCGCCTTCTGGCTGCTGAAGAGGCTGCTAATAATAAGGTGCTGTTC 
GGCGGTCGACTGGGCACGTACCAGTACCTCGACATGCACATGGCTATCGGTTCTGCGCTG 
AGCATGTTTGACAACAAGCTGGTGCCGTTCTTTGAAGAAGGCACACCGCTAGAGCAGGAA 

CGCGGACAC 

>RXA025 96-downstream 
TAAAAGGAAGGGCATCTCCCACA 

>RXA02 611 

GATGCGTGGTCGGATCCTATGGCTACGTGGCGTCATGCGATTACCACTAAGATTGAGGCC 
GGCCAGGGTTCGGATGAGTTGTATAACGACTTTGAGCACGGGGCTCAGCTGTTTGAGCGT 
GCTGCGGAGAATTTGTCTAAAGAGGATAGGACTGCGCTTTTCGACGTCGCCTCCTCTCTG 
CGGCGCGGCGGCGATGTACGCGCACGTCTCGCCCCAGCGCTCACCGCGAGTGTCACTCAT 
CTTTTAG7\ACTTAACCCGTTGCGTGAGTTGGTCACGATGGGTGAAAACCTGCAGGTTCGT 
GTCGAGCGTCGTGCCGCTTTGGTCAACTCTTGGTATGAGCTTTTCCCTCGTTCCACAGGT 
GGTTGGGATGAGTCCGGCACCCCCGTTCATGGCACTTTCGCTACCACTGCTCAGGCGTTG 
GAGCGTGTCGCGAAGATGGGCTTCGATACTGTTTACTTCCCGCCGATCCATCCGATTGGC 
GAGGTCAACCGCAAGGGCCGCAATAATACGCTGACCCCGGAACCTCATGATGTGGGTTCG 
CCGTGGGCTATTGGTTCTAAAGATGGTGGGCATGATGCAACGCATCCGCGGTTGGGCACC 
ATTGAAGATTTCCAGGCGTTGTTGGCTCGCGCACGGGAACTCAATTTGGAAGTTGCACTC 
GATCTAGCTCTGCAGGCTGCCCCTGATCATCCATGGGCGCAGGAACACCGCGAGTTTTTC 
ACGGTGTTGGCTGATGGCACCATTGCGTATGCAGAAAACCCACCGAAGAAGTACCAGGAT 
ATTTATCCCATCAACTTTGATAATGATGCTCCGAAGATCTACGAAGAGGTCTATCGTGTG 
GTGAAGTTCTGGGTGGATTTGGGTGTGACCACATTCCGCGTGGATAACCCGCACACTAAG 
CCCGCTAATTTCTGGCAGTGGCTTATTTCTGCCATCCATAAATCAAACCCTGAGGTCATT 
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TTCCTAGCGGAGGCGTCTACTCGCCCGGCACGTCTGTATTTCTTGTCCAAGATTGGTTTC 
TCCCAGTCTTACACCTACTTCACCTGGAAGGTCACCAACGAGGAGCTCACCGAGTTCGCT 
ACTGAGATCGCCCCCATGGCGGATATTTCTCGTCCGAACCTGTTTGTGAACACTCCCGAC 
ATTTTGCATGCGTCTCTGCAGCATGGTGGACGCGCCATGTTCGCTATCCGCGCCGCATTG 
GCCGCCACGATGTCTCCTGTGTGGGGCGTATATTCCGGATATGAGCTCTTTGAGCACGAG 
GCCGTCAAGCCTGGTTCGGAAGAGTACTTGGATTCTGAGAAGTACGAGCTGCGTCCCCGC 
GATTTCGAGGGTGCTCTGGAACGTGGCGATTCTCTCGAGGATTACATCGCTCTGCTCAAC 
CAGATCCGTCGCGCGAACCCTGCCTTGCAGCAACTACGCAACATCCACTTCCACGAAGCG 
GACAATGATCAGATCATCGCCTACTCCAAGGTTGATGCTTTGACCGGAAATACCGTGTTG 
ATTGTGGTCAACTTGGATCCACGTAGTGCTCGTGAGGCTACTGTTCGCCTTGATCTTGGA 
GCGCTTGGCTTAGAAGCGGGTGCACAGTTTGAGGTGCGCGATGCGATCACCGGCTCCCGT 
TACCTGTGGTCAGAGACGAACTTTGTCCGCCTCGAGCCCCTACGCGATGTCGCCCACATC 
TTTGTTCTTCCTGAACTTCCAGCGTCTCGCCGTGAGCGTCTCGCGTGGCGCGAAATCAAG 
ACCTACCGCGCG 

>RXA02 611-downstream 
TAATTTCCCATCTCTGTACCTTC 

>RXA02 612 -upstream 

GAACTTCCAGCGTCTCGCCGTGAGCGTCTCGCGTGGCGCGAAATCAAGACCTACCGCGCG 
T AAT T T C CC AT C T CT GT ACC T T C TAT C AAGGAT TAT CAT C 

>RXA02 612 

ATGACCGTTGACCCCGCGAGCCACATCACCATCCCTGAAGCAGATCTGGCCCGCCTGCGC 
CACTGCAACCATCACGATCCTCATGGATTTTATGGTTGGCATGAGACCGAAGCTGGTTCG 
GTTATCCGCACGCGCCAGGTCGGCGCGACGCAGGTTAATTTGCTTATCGACGACACCTCC 
CAC G T CAT G ACC C C TAT C G G C GAC GAC AT T T T CG C AAT T G AC T T AG GT C AC C G C GAGC G C 
GCTGACTATCGCTTGGAAGTCACCTGGCCTGATCAAGAACCGCAGGTCAAGGCTGATCCA 
TACTACTTCCTCCCCACCGTAGGCGAGATGGATATTTACCTCTTCTCTGAGGGACGCCAT 
GAGCGTTTGTGGGAGATTCTCGGTGCCAACATCAAGACCTACCAAACTGCGCTCGGAACA 
GTTCGTGGCACCGCATTTACTGTGTGGGCTCCAAACGCAATTGGCTGCGCAGTGGTCGGT 
GGCTTCAACGGTTGGAATGCATCCCAGCATCCGATGCGTTCTATGGGTGGTTCGGGTCTG 
TGGGAGCTGTTCATCCCAGGCATAGAGGAAGGCGAAGTGTACAAATTCGCCGTCCAAACC 
AGGGAAGGCCAACGTCGTGATAAGGCCGATCCGATGGCTCGTCGCGCAGAACTGGCGCCG 
GCAACCGGATCTATTGTCGCTTCCTCTGAGTACCAGTGGCAGGATTCCGAGTGGCTGCGC 
GAGCGTTCCCAAACTGATCTCGCATCCAAGCCAATGAGTGTCTACGAGGTCCACCTCGGT 
TCTTGGCGCTGGGGTAAGAACTATGAGGATTTGGC TACT GAGC TGGTTGATTACGTCGCA 
GATCTTGGCTACACCCACGTGGAATTCCTCCCTGTCGCAGAGCACCCCTTCGGTGGTTCC 
TGGGGTTACCAGGTCACCGGCTACTACGCACCGACCTCTCGTTGGGGTACTCCAGATCAG 
TTCCGTGCGCTAGTCGACGCTTTCCACGCCCGCGGTATTGGCGTGATCATGGACTGGGTT 
CCTGCCCACTTCCCTAAGGATGATTGGGCTCTTGCCCGCTTTGATGGCGAAGCCCTCTAT 
GAACACCCTGACTGGAGGCGCGGCGAACAAAAGGATTGGGGCACCCTGGTCTTTGACTTC 
GGTCGCAACGAAGTCCGCAACTTCCTCGTCGCTAATGCGTTGTACTGGATTGAAGAATTC 
CACATCGATGGTCTGCGCGTCGACGCCGTGGCCTCCATGCTGTACCTCGATTACTCCCGT 
GAGCACGGCGAATGGGAACCAAACATCTACGGTGGTCGCGAGAACCTCGAGGCAGTGCAG 
TTCCTGCAGGAAATGAACGCCACGGTGCTGCGACTGCACCCTGGTGCGCTCACCATCGCT 
GAGGAATCAACTTCATGGCCTGGCGTGACCGCACCAACGTGGGACGGCGGCTTGGGATTC 
TCCCTCAAGTGGAACATGGGCTGGATGCAC GACACCTTAGAGTACTTCTCCAAAAACCCT 
GTGCACCGCGCATTCCACCACAGTGAGCTCACTTTCTCCTTGGTGTACGCATTCTCTGAG 
CGTTTTGTACTTCCGATCTCTCACGATGAAGTCGTCCACGGCAAGGGTTCCCTGTGGGAC 
CGTATGCCTGGCGATACGTGGAACAAGGCCGCTGGTCTTCGCACCTTCCTTGCGTACATG 
TGGTCACACCCAGGCAAGAAGCTGCTTTTCATGGGTCAGGAGTTTGGTCAGCGTGAAGAG 
TGGGCTGAAGGCCAGGGACTGCCATGGGATATTGTCGACGGCTGGCAAGGCGAGTACCAC 
GAAGCCATCCGCACTCTGACCCGCTCCCTCAACGGTGTCTACTCAGACTCCCCTGCGCTG 
C ACAC T C AG GAT T T C ACC G G AG AAG G C T T CAC AT GG AAT AAG GG C GAC GAC G C CAC C AAC 
AACATTTTGGCGTTCACTCGTTTCGGCAGCGACGGCTCCCAGATGCTGTGTGTATTCAAC 
CTGTCTGGAACCTCCCAGCCTGAGTACCAGCTCGGTGTTGCAGCGGGTGGCGAATGGAAG 
CTCGTTCTCAACACTGATGATGCTGAATTCCTCGGTGCAGAAAACGATATCGCTACTTCC 
GTTCAAGCAGCAGCGACACCACGCGATAATTTCGCCTACTCACTCTCACTGCATGTCCCA 
G C GAT GAG T G C T C AG T T C T AC T CAC T G C AG AAG 
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>RXA02 612-downstream 
TAGGACACAGGAAAATGCATCCT 

>RXA02621-upstream 

ATGTACCTGACTGGTGCGCGACACTTCGCTCACTAAAGTTTTTAAAGATTTCGCTTGAAG 
GCAGACCATAAGGTCTGCCTTTTCGCGTATTAATGAGTAC 

>RXA02 621 

ATGTCTGAACTTATTTGTGGACCAGCTATTCTCTTCGCACCAGCTGGACGTGCTGAGATC 
ATTCCAAAAGCAGCATCGAAGGCCGATATGGTCATCATTGATTTGGAAGATGGGGCAGGG 
GAGGTAGACCGTGAGGTCGCCTACAGGAACATTAGAGAATCGGGGTTGGATCCTAAACGA 
ACCATTGTGAGAACCGTAGGGCCGAGCGATCCACACTTTTTGGCTGACGTGGAGATGGTG 
AAGTCCACGGATTTCACACTTGTTATGGTTCCTAAACTTCTTGGCAGCGTGCCTGAGGAA 
TTAGATGGCCTCAACATTATCGCCATGATTGAAACCCCTCAGGCTGCAACCAGCATTCCT 
CAGATTGCTGCGGACCCTAAAGTCGTTGGAATGTTCTGGGGCGCGGAGGATCTCACACAC 
CTCTTGGGAGGCACTCATTCTAGGTTCTTGGGTGATGAGTCCAATGAAGGCTCCTACCGA 
GACACCATGAGGCTTACACGCGCCCTGATGCACCTCCACGCGGCGGCGAATGGGAAGTTC 
ACCATTGATGCCATCCATGCGGATTTCCACGATGAAGAGGGCCTCTATTTAGAAGCGGTC 
GATGCTGCGCGGACTGGTTTCGCTGGCACCGCATGCATTCACCCCAAGCAGATCGAGATT 
GTTCGGAGAGCCTATCGGCCAGAGGCTAACCAGTTGGAGTGGGCGAAGAAAGTGGTGGAG 
GAAGCAGAAAACCATCCAGGTGCGTTCAAACTGGATGGTCAGATGATTGATGCTCCGTTG 
ATTTCGCAGGCGCGGATGGTTATTTCGCGTCAGCCTGCT 

>RXA02 62 1-ciownstream 
TGATTAGTTCAAGCGTTTTTTCG 

>RXA0264 0-upstream 

ACCAACGACGACGCCGGTGTAGCAGATGTATTGGAGTGGTGGTTCTAATAGGTGGTGTTA 
AAACACTGCTTAGTGGCCCAATACGTGCAAAAATAAGGCC 

>RXA02 64 0 

ATGAGAATCTCAAAGGCCAATGCGTATGTTGCAGCGATTGACCAAGGCACCACTTCCACT 
CGGTGCATCTTCATTGATGCCCAAGGAAAAGTGGTGTCTTCTGCTTCCAAGGAGCACCGC 
CAAATCTTCCCACAACAGGGCTGGGTAGAGCACGATCCTGAAGAAATTTGGGACAACATT 
CGATCTGTCGTCAGCCAGGCGATGGTCTCCATTGACATCACCCCACACGAGGTTGCATCG 
CTGGGAGTCACCAACCAGCGCGAAACCACCGTGGTGTGGGACAAGCACACCGGCGAACCT 
GTCTACAACGCAATCGTGTGGCAAGACACCCGCACCTCTGACATTTGCCTAGAGATCGCG 
GGCGAAGAAGGCCAGGAAAAGTGGCTTGACCGCACCGGCCTGCTGATCAACTCCTACCCA 
TCGGGGCCCAAAATCAAGTGGATTCTCGACAACGTTGAGGGAGCTCGCGAACGCGCCGAA 
AAGGGCGACCTTTTGTTTGGCACCATGGATACCTGGGTGCTGTGGAACCTGACCGGCGGT 
GTCCGCGGCGACGACGGTGATGATGCCATCCACGTCACCGATGTCACCAACGCATCCCGC 
ACACTATTGATGGATCTCCGCACGCAACAGTGGGATCCAGAACTATGCGAAGCCCTAGAC 
ATTCCGATGTCCATGCTCCCTGAGATTCGTCCCTCCGTCGGAGAATTCCGCTCCGTGCGC 
CACCGCGGAACCCTAGCCGACGTCCCGATTACTGGCGTGCTCGGCGACCAGCAAGCGGCC 
CTTTTTGGTCAGGGCGGATTCCACGAAGGTGCTGCTAAAAATACCTACGGCACCGGCCTC 
TTCCTGCTGATGAACACCGGCACCTCGTTGAAGATTTCCGAGCACGGCCTGCTGTCCACC 
ATCGCCTATCAACGGGAAGGATCCGCTCCGGTCTACGCGCTGGAAGGTTCCGTATCCATG 
GGCGGTTCCTTGGTGCAGTGGCTGCGCGACAACCTACAGCTAATCCCCAACGCACCAGCG 
ATTGAAAACCTCGCCCGAGAAGTCGAAGACAACGGTGGCGTTCATGTTGTCCCAGCATTC 
ACCGGACTGTTCGCACCACGTTGGCGCCCCGATGCTCGTGGCGTCATTACAGGCCTCACC 
CGTTTTGCCAACCGCAAACACATCGCCCGCGCAGTCCTTGAAGCCAACGCCTTCCAAACC 
CGCGAAGTTGTGGACGCCATGGCCAAAGACGCAGGCAAAGCCCTCGAATCCCTCCGCGTC 
GACGGTGCGATGGTGGAAAATGACCTCCTCATGCAAATGCAAGCCGACTTCCTCGGCATC 
GACGTCCAACGTCTCGAGGACGTAGAAACCACCGCCGTCGGCGTCGCATTCGCTGCAGGT 
CTCGGCTCTG GAT T C T T C AAAAC AAC T G AC GAG AT C G AAAAAC T TAT T G C AG T G AAG AAA 
G T C T G GAAC C C T GAC AT GAG C G AAG AAG AGC G CG AAC GT C GC TAT G C C GAAT GG AAT AG G 
G C AG T G GAG CAT T C T TAT G AC C AGG C C 

>RXA02 64 0-downstream 
TAGCTGATTTGGGTCGGCCTTTA 
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>RXA02 64 2-upstream 

AAGGTATCTGGGTGTGGATATGCCCTGCTAACTGGAGAAACTTGGCCCGATCGGGTGTCT 
GAAATTTCGGCAACGCCGAATGTAAGTTAGTGTCGAATGC 

>RXA02 64 2 

ATGACGGAATCGAAAAATTACGACTTAATCGTTGTAGGCTCCGGCCTCTTCGGGCTCACC 
GTGGCTGAGCGTGCAGCTAGCCAGCTGGGTAAGAAAGTCCTCATCGTTGAACGCCGCTCG 
CACCTCGGTGGCAATGCTTACTCTGAAGCAGAACCAGAGACCGGCATTGAAATCCACT^AA 
TACGGCGCGCACCTCTTCCACACCTCCAACACACGCGTGTGGGAATACGTCAACCAGTTC 
ACCAGTTTCACCGGCTACCAGCACCGCGTCTTCGCAATGCACAACGGCACCGCCTACCAA 
TTCCCCATGGGACTGGGCCTGATTAACCAGTTCTTCGGCAAGTACTACAGCCCAGATGAA 
GCCCGTGAGCTCATCAAGGAACAGTCTGCAGAAATCGATTCCTCCGACGCCACCAACCTC 
GAAGAAAAGGCCATTTCCCTCATTGGTCGCCCACTTTACGAGGCATTCATCCGCGACTAC 
ACCGCAAAGCAGTGGCAG 

>RXA0 2 6 5 4 -up s t r earn 

TATTTTCGGAAATTTATACAGCAATCCTCGAAATCCTAATAAAGATCCCTTATCGTGGGA 
GAGGTACGGTAGTTCGTTCGAGGACAACGTCGAGAAAGGC 

>RXA02654 

AT GATTTCATTGCTAAATGATCCACGTACGCTATTCCCGAAAGTCGATCCCCCAAAGCAA 
AGCCAGCCGGAACCAGGCCTAGATATAAAACTTTCCCCCCAAGCCGATATTGGTCTCTCC 
AGCTATCAAGGAAGTGGAAGGCTTAAGGGCCGCAAGGCTCTTATTACTGGTGGCGATTCT 
GGGATTGGAGCTGCCGTAGCAATCGCTTATGCTCGCGAGGGGGCAGATGTTGCGATCGCT 
T AC T T G C CC GAAG AAC AAG C C GAT G C T G AC AGAG T G CT C C AAG C AAT C GAG GAAAC AGG T 
CAAAAAGCTTTTTCTTTCCCTGGTGATCTCCGTGATCCAGAATACTGTCGCTCGCTGGTC 
CAAGAGACGGTGAACGCTTTAGGTGGCCTAGACATCTTGGTCAACAACGCGTCACGTCAG 
GTGTGGGCACCTGGTTTGACCGAAATTACCGACGAAAACTTCGACCAGACTTTGCAGGTT 
AACCTCTATGGTAGTTTTCGGGTTACCAAAGCAGCTATACCTCATCTGAAGCCCGGATCA 
TCGATAATCTTTACATCGTCCATTCAGGCGTACCAACCTTCGGAAACCCTCTTGGATTAC 
GCCATGACTAAGGCGGCATTGAACAATTTGTCAAAGGGCTTGGCAAGTAGTCTGATAGGC 
GATGGCATTCGGGTAAATTCTGTAGCCCCAGGTCCTTTCTGGACGCCGTTGCAACCCAGC 
CAT G G T C AG C C AC AAGAGAAAAT AG AAG GAT T T G G C C AG C AC GC T C C GAT T G GAAGAG C G 
GGTCACCCTGTTGAGTTGGCAGGTGCGTACGTTTTTCTCGCTTCTGACGAAGCCAGCTAT 
GTGGTAGGAGAAACCCTGGGAGTCACAGGTGGGACGCCCACCCCA 

>RXA02 654 -downstream 
TAGTCGGTACAAGCGGAATCACT 

>RXA02 6 66-upstream 

G C T C GG C G AC G AGG AAG AG AAG AAG G AC GC AT T C G AC G AC T T C G AC GAT T C C G AC G T G G A 
T C T T G AC GAT C T GAGC T T C GAC GAC GAAGAT TAG AC G C C C 

>RXA02666 

ATGTCGTCTACACGAATCCCCGTCATCGCACTCCTCGCGGCGGCGGGGCGCGGAACCCGC 
CTCGGCGGACCCATCCCCAAAGCATTCGTCACGTTGCGTGAACGCACACTTTTAGAGCGC 
TCGCTCCAAGCCATGCTCACCTCCGAAAGCGTCGACGAAATCATCATCCTCGTCAGCCCC 
GACATGGAAACCTACGCCCGCGATTTGCTGCGCAAACGCGGTCTTTTGAACGACCCCGAA 
GGGGTACGCGTACGGCTCGTGCACGGCGGCGGGGAGCGCGCGGACTCGGTCTGGGCAGGC 
CTTCAGGCAATTTCGCTTGACGACGCCACCCCCGATGCAATTGTCTTAATCCACGACAGC 
GCCCGAGCGCTCACACCACCCGGCATGATTGCGCGCGTGGTGCGCAAAGTCCACGAAGGC 
GCCACCGCAGTCATCCCAGTACTGCCAGTATCGGACACCAT CAAACGAGTGTCCCCTGAT 
GGCGGAGTAGTTGTCGACACACCCAACCGTGCAGAACTTCGCGCCGTCCAAACCCCACAA 
GGCTTCCTGCTGTCCGAACTTGTTGCAGCGAATGAGAAATTCTTCGCCGACCCCAACCCA 
GGCTTCATCCCAACCGAT GACGCCAGCTTGATGGAATGGTACGGCGCAGATGTAGTCTGC 
GTACAAGGCGACCCAATGGCGTTTAAAGTAACAACCCCCATTGATATGATGCTGGCACAA 
CGCATCACCGACGAAGCCGAACCCACAATATTTGAGGTACCAGGTGAC 

>RXA02 666-downstream 
TAACCCAATCATCCCCCGCGTAG 
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>RXA02 67 5 

ATCCTCATGACCGGCATGCGCCACGAAAACTTCGGCATCATGATCGCCCGCGGAGACCTC 
GCCGTCGAACTCGGCTTCGACCGCATGGCAGAAGTCCCCCAACTGATCATGGCCCTTGCA 
GAAGCCGCCCACGTCCCAACCATCTTGGCCACCCAAGTCCTGGAAAACATGGCCAAAAAC 
GGACTCCCATCTCGCGCAGAAATCACCGACGCAGCAATGGCACTTCGCGCTGAATGCGTC 
ATGCTG^ACAAGGGACCACACATCAACGACGCCATCAAGGTCCTCACCGAAATGAGCCGC 
AAACTTGGTGCATCCCAACGAAAGAGTAGGCTGCTGCTGCGCAAGGTGAAGAGCTGGGAA 

GAG 

>RXA02 67 5-downstream 
TAACTCACAAAGGCGATTGGCGT 

>RXA02 6 94 -upstream 

ATTAAAGGTGTAACAAAGGAATCCGGGCACAAGCTCTTGCTGATTTTCTGAGCTGCTTTG 
TGGGTTGTCCGGTTAGGGAAATCAGGAAGTGGGATCGAAA 

>RXA02 694 

ATGAAAGAAACCGTCGGTAACAAGATTGTCCTCATTGGCGCAGGAGATGTTGGAGTTGCA 
TACGCATACGCACTGATCAACCAGGGCATGGCAGATCACCTTGCGATCATCGACATCGAT 
GAAAAGAAACTCGAAGGCAACGTCATGGACTTAAACCATGGTGTTGTGTGGGCCGATTCC 
CGCACCCGCGTCACCAAGGGCACCTACGCTGACTGCGAAGACGCAGCCATGGTTGTCATT 
TGTGCCGGCGCAGCCCAAAAGCCAGGCGAGACCCGCCTCCAGCTGGTGGACAAAAACGTC 
AAGATTATGAAATCCATCGTCGGCGATGTCATGGACAGCGGATTCGACGGCATCTTCCTC 
GTGGCGTCCAACCCAGTGGATATCCTGACCTACGCAGTGTGGAAATTCTCCGGCTTGGAA 
TGGAACCGCGTGATCGGCTCCGGAACTGTCCTGGACTCCGCTCGATTCCGCTACATGCTG 
GGCGAACTCTACGAAGTGGCACCAAGCTCCGTCCACGCCTACATCATCGGCGAACACGGC 
GACACTGAACTTCCAGTCCTGTCCTCCGCGACCATCGCAGGCGTATCGCTTAGCCGAATG 
CTGGACAAAGACCCAGAGCTTGAGGGCCGTCTAGAGAAAATTTTCGAAGACACCCGCGAC 
GCTGCCTATCACATTATCGACGCCAAGGGCTCCACTTCCTACGGCATCGGCATGGGTCTT 
GCTCGCATCACCCGCGCAATCCTACAGAACCAAGACGTTGCAGTCCCAGTCTCTGCACTG 
CTCCACGGTGAATACGGTGAGGAAGACATCTACATCGGCACCCCAGCTGTGGTGAACCGC 
CGAGGCATCCGCCGCGTTGTCG^CTAGAAATCACCGACCACGAGATGGAACGCTTCAAG 
CATTCCGCAAATACCCTGCGCGAAATTCAGAAGCAGTTCTTC 

> RX A 0 2 6 9 4 - do wn stream 
TAAATCTTTGGCGCCTAGTTGGC 

>RXA02 695-upstream 

AAGTGTTTCATTGGAACACTTGCGCTGCCAACTTTTTGGTTTACGGGCACAATGAAACTG 
TTGGATGGAATTTAGAGTGTTTGTAGCTTAAGGAGCTCAA 

>RXA02695 

ATGAATGAGTTTGACCAGGACATTCTCCAGGAGATCAAGACTGAACTCGACGAGTTAATT 
CTAGAACTTGATGAGGTGACACAAACTCACAGCGAGGCCATCGGGCAGGTCTCCCCAACC 
CATTACGTTGGTGCCCGCAACCTCATGCATTACGCGCATCTTCGCACCAAAGACCTCCGT 
GGCCTGCAGCAACGCCTCTCCTCTGTGGGAGCTACCCGCTTGACTACCACCGAACCAGCA 
GTGCAGGCCCGCCTCAAGGCCGCCCGCAATGTTATCGGAGCTTTCGCAGGTGAAGGCCCA 
CTTTATCCACCCTCAGATGTCGTCGATGCCTTCGAAGATGCCGATGAGATTCTCGACGAG 
CACGCCGAAATTCTCCTTGGCGAACCCCTACCGGATACTCCATCCTGCATCATGGTCACC 
CTGCCCACCGAAGCCGCCACCGACATTGAACTTGTCCGTGGCTTCGCCAAAAGCGGCATG 
AAT C TAG C T C G CAT CAAC T G T GC AC AC G AC GAT G AAAC C G T C T GG AAG C AG AT GAT C GAC 
AACGTCCACACCGTTGCAGAAGAAGTTGGCCGGGAAATCCGCGTCAGCATGGACCTCGCC 
GGACCAAAAGTACGCACCGGCGAAATCGCCCCAGGCGCAGAAGTAGGTCGCGCACGAGTA 
ACCCGCGACGAAACCGGAAAAGTACTGACGCCCGCAAAACTGTGGATCACCGCCCACGGC 
TCCGAACCAGTCCCAGCCCCCGAAAGCCTGCCCGGTCGCCCCGCTCTGCCGATTGAAGTC 
AC C CC AGAAT G G T T C GAC AAAC T AGAAAT C GG C AG C G T CAT CAAC G T C CC AG ACAC C C GC 
GGATCCCGCCGAGCATTCACCGTGACCAGGGTTTTTGATGGCGCGGTCCTCGCCGAAGGC 
CCACAAAAAGCCTACATCTCCAACGGCACCCTCCTGGAACACAACTACGACCGCTCCCGG 
GTCTACGGCATCCCCGCCGTAGTTCAGCGCATCAACCTCAAAGTCGGCGACCGCCTCATC 
CTTACCGACGAAGAACTCACCTACGATCCATCCCTCGGATCCGGCCGCACACCACGCATC 
AGCTGCACCCTTCCACAAGCAGTCGATGCAATTAAAGTCGGGCACCGCGTGCTTTTCGAC 
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G AC G GAG C CAT C GC C GC AG T C T G CAT C G AC AAGAC C T C CAC T G C CG AC G GC CAC AAC GAC 
GTAGAATTGGAAGTCACCCACGCCCGCCCACAAGGCGTAAACCTGGCCGCATACAAGGGA 
ATCAACCTCCCAGACTCCGAACTTCCACTCCCAAGCCTCACTGAAGAAGACCTCCAACAC 
CTGCGCTTTGTCGTCAAATACGCCGACATCGCAGCCATCTCCTTCATCCGAAACGTCGCC 
GACGTGGAATACCTCCTCCAAGCACTCGCCGACATCGGAGAT 

>RXA0272 9-upstream 

GAATTAATTGCAGGCACGGTACCTAGCGTGACGAAAACTACGATCCCCACTGCCCTTATT 
CAT C G T G AAT C AAT CAT C AAC T C CAC T T T AAGG AAG AAG G 

>RXA027 2 9 

ATGGACTCCCCAATGAGTAACTCAACCGGTACCGACATTGTCGTTGTCGGATCCATCAAT 
GCCGATCTCACCGCAAAAGTTCAACGCCACCCTGAACCTGGAGAAACCCTCCTGGGTAGC 
GGCGGCACAGTGAGTGCTGGTGGCAAAGGCGCCAACCAAGCTGTGGCGGCAGCGCAATTA 
GGTGCCAAAGTCACCATGATCGGTGCGGTCGGAACCGATCAAATGGCTGGCGAGGCGCTG 
ACACATTTGCGTCAATCAGGAGCAGATATGTCCGCGATTGCCACTGTGGACGGTCCCACT 
GGTCTTGCCATCATCACTGTGTCTGACGATGGGGAAAACACCATCATCGTTATCCCTGGC 
GCTAACGCTTCTGTCACCGCGGAATTTGTTGATAAACACTCCCAACTCATTGAGAACGCC 
GGCATTGTGTTGCTTCAGGGTGAGATCCCTGCCGATGGTTTCGAGCGTGCCGTTGATCTT 
TCACAAGGACGTGTGGTGATCAATCTGGCTCCAGTTGTGCCCGTGGGACATGATCAGCTG 
CGTCGTGCCGATCCATTGCTGGTCAACGAACACGAAGGCGCTCTGGTGCTGGACATGCTT 
GGAACTCCAGCGACCACGTCTGATCCCCAAAGTTTGGTCACTGAATTGCTGGAGCAGGGT 
TTTACTTCCGTGGTGATGACACTTGGTGCCGAAGGTGCTCTGGTTGGCACGCCGGGCCAA 
CTCACGGCAATTCCTACCCCAAAG 

>RXA02 730-upstream 

CCAACATCGCCTTGCACGTAATAGGTTAAAACACAAGTGAATGTAATCGTTTGCAGCAAT 
CGATTACATAAAGGTAGATAATGAGATAAAGCGAGGCGCT 

>RXA027 30 

ATGGCGACGGAAAAATTCCGACCGACTCTTAAAGATGTCGCTCGTCAAGCAGGTGTCTCC 
ATCGCCACAGCATCACGAGCACTAGCGGATAATCCGGCGGTTGCTGCATCGACTCGTGAA 
AGAATCCAACAATTAGCCTCTGATCTGGGTTACCGGGCCAATGCTCAAGCTCGTGCGCTT 
CGCAGTTCTCGCAGCAACACCATTGGTGTGATTGTTCCCAGTTTGATTAACCATTACTTC 
GCCGCAATGGTTACTGAAATTCAAAGCACCGCCAGCAAAGCTGGACTTGCCACGATTATC 
ACCAACAGCAATGAAGATGCGACCACTATGTCTGGGTCTTTGGAGTTTCTCACCTCGCAT 
GGTGTCGATGGAATCATCTGCGTACCTAATGAGGAATGCGCGAATCAACTAGAGGACTTG 
C AG AAG C AAGG AAT G C C AG TGGTGTTGGTT GAC C GAG AG C T T C C AG GAG AC T C CAC CAT C 
CCAACGGCGACCTCTAACCCCCAACCAGGAATCGCCGCAGCAGTAGAACTCCTGGCTCAC 
AACAACGCGTTGCCGATTGGTTACCTCTCAGGTCCCATGGACACCTCAACAGGTAGAGAG 
CGATTAGAGGATTTCAAAGCAGCCTGCGCCAACTCCAAAATTGGCGAACAGCTCGTTTTT 
CTGGGTGGGTACGAACAAAGCGTTGGATTTGAAGGCGCTACGAAATTGCTCGATCAAGGA 
GCTAAAACTCTTTTTGCCGGCGATTCTATGATGACGATCGGTGTCATTGAAGCCTGCCAT 
AAGGCTGGTTTGGTTATCGGCAAGGATGTCAGCGTGATTGGTTTTGATACACATCCGCTT 
TTTGCCCTGCAACCTCATCCGTTGACAGTGATTGATCAAAATGTAGAACAACTAGCCCAA 
CGAGCAGTGTCTATCCTCACCGAATTAATTGCAGGCACGGTACCTAGCGTGACGAAAACT 
ACG AT C CC C AC T GC C C T TAT T CAT C GT G AAT C AAT CATC AAC T CC ACT T T AAGGAAGAAG 
GAT G G AC T C CC C AAT GAG 

>RXA02 7 30 -downstream 

T AAC T CAAC C GG T AC C GAC AT T G 

>RXA02 7 37 -upstream 

AGCACGCTGCAT CAGTAACGGCGACATGAAATCGAATTAGTTCGATCTTATGTGGCCGTT 
AC ACAT CT T T CAT T AAAGAAAGGAT C GT GAC AC T AC CAT C 

>RXA02737 

GTGAGCACAAACACGACCCCCTCCAGCTGGACAAACCCACTGCGCGACCCGCAGGATAAA 
CGACTCCCCCGCATCGCTGGCCCTTCCGGCATGGTGATCTTCGGTGTCACTGGCGACTTG 
GCTCGAAAGAAGCTGCTCCCCGCCATTTAT GATCTAGCAAACCGCGGATTGCTGCCCCCA 
GGATTCTCGTTGGTAGGTTACGGCCGCCGCGAATGGTCCAAAGAAGACTTTGAAAAATAC 
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GTACGCGATGCCGCAAGTGCTGGTGCTCGTACGGAATTCCGTGAAAATGTTTGGGAGCGC 
CTCGCCGAGGGTATGGAATTTGTTCGCGGCAACTTTGAT GAT GATGCAGCTTTCGACAAC 
CTCGCTGCAACACTCAAGCGCATCGACAAAACCCGCGGCACCGCCGGCAACTGGGCTTAC 
TACCTGTCCATTCCACCAGATTCCTTCACAGCGGTCTGCCACCAGCTGGAGCGTTCCGGC 
ATGGCTGAATCCACCGAAGAAGCATGGCGCCGCGTGATCATCGAGAAGCCTTTCGGCCAC 
AACCTCGAATCCGCACACGAGCTCAACCAGCTGGTCAACGCAGTCTTCCCAGAATCTTCT 
GTGTTCCGCATCGACCACTATTTGGGCAAGGAAACAGTTCAAAACATCCTGGCTCTGCGT 
TTTGCTAACCAGCTGTTTGAGCCACTGTGGAACTCCAACTACGTTGACCACGTCCAGATC 
ACCATGGCTGAAGATATTGGCTTGGGTGGACGTGCTGGTTACTACGACGGCATCGGCGCA 
GCCCGCGACGTCATCCAGAACCACCTGATCCAGCTCTTGGCTCTGGTTGCCATGGAAGAA 
CCAATTTCTTTCGTGCCAGCGCAGCTGCAGGCAGAAAAGATCAAGGTGCTCTCTGCGACA 
AAGCCGTGCTACCCATTGGATAAAACCTCCGCTCGTGGTCAGTACGCTGCCGGTTGGCAG 
GGCTCTGAGTTAGTCAAGGGACTTCGCGAAGAAGATGGCTTCAACCCTGAGTCCACCACT 
GAGACTTTTGCGGCTTGTACCTTAGAGAT CACGTCTCGTCGCTGGGCTGGTGTGCCGTTC 
TACCTGCGCACCGGTAAGCGTCTTGGTCGCCGTGTTACTGAGATTGCCGTGGTGTTTAAA 
GACGCACCACACCAGCCTTTCGACGGCGACATGACTGTATCCCTTGGCCAAAACGCCATC 
GTGATTCGCGTGCAGCCTGATGAAGGTGTGCTCATCCGCTTCGGTTCCAAGGTTCCAGGT 
TCTGCCATGGAAGTCCGTGACGTCAACATGGACTTCTCCTACTCAGAATCCTTCACTGAA 
GAATCACCTGAAGCATACGAGCGCCTCATTTTGGATGCGCTGTTAGATGAATCCAGCCTC 
TTCCCTACCAACGAGGAAGTGGAACTGAGCTGGAAGATTCTGGATCCAATTCTTGAAGCA 
TGGGATGCCGATGGAGAACCAGAGGATTACCCAGCGGGTACGTGGGGTCCAAAGAGCGCT 
GATGAAATGCTTTCCCGCAACGGTCACACCTGGCGCAGGCCA 

>RXA02 7 37 -downstream 
TAATTTAGGGGCAAAAAATGATC 

>RXA027 38-upstream 

TTGTTGTTAATCGGTACAAAGGGTCTTAAGCACATCCCTTACTTGCCTGCTCTCCTTGAG 
CACAG T T C AAGAAC AAT TCTT TTAAG GAAAAT T T AG T T T C 

>RXA027 38 

ATGTCTCACATTGATGATCTTGCACAGCTCGGCACTTCCACTTGGCTCGACGACCTCTCC 
CGCGAGCGCATTACTTCCGGCAATCTCAGCCAGGTTATTGAGGAAAAGTCTGTAGTCGGT 
GTCACCACCAACCCAGCTATTTTCGCAGCAGCAATGTCCAAGGGCGATTCCTACGACGCT 
CAGATCGCAGAGCTCAAGGCCGCTGGCGCATCTGTTGACCAGGCTGTTTACGCCATGAGC 
ATCGACGACGTTCGCAATGCTTGTGATCTGTTCACCGGCATCTTCGAGTCCTCCAACGGC 
TACGACGGCCGCGTGTCCATCGAGGTTGACCCACGTATCTCTGCTGACCGCGACGCAACC 
CTGGCTCAGGCCAAGGAGCTGTGGGCAAAGGTTGATCGTCCAAACGTCATGATCAAGATC 
CCTGCAACCCCAGGTTCTTTGCCAGCAAT CACCGACGCTTTGGCTGAGGGCATCAGCGTT 
AACGTCACCTTGATCTTCTCCGTTGCTCGCTACCGCGAGGTCATCGCTGCGTTCATCGAG 
GGCATCAAGCAGGCTGCTGCAAACGGCCACGACGTCTCCAAGATCCACTCTGTGGCTTCC 
TTCTTCGTCTCCCGCGTCGACGTTGAGATCGACAAGCGCCTCGAGGCAATCGGATCCGAT 
GAGGCTTTGGCTCTGCGCGGCAAGGCAGGCGTTGCCAACGCTCAGCGCGCTTACGCTGTG 
TACAAGGAGCTTTTCGACGCCGCCGAGCTGCCTGAAGGTGCCAACACTCAGCGCCCACTG 
TGGGCATCCACCGGCGTGAAGAACCCTGCGTACGCTGCAACTCTTTACGTTTCCGAGCTG 
GCTGGTCCAAACACCGTCAACACCATGCCAGAAGGCACCATCGACGCGGTTCTGGAGCAG 
GGCAACCTGCACGGTGACACCCTGTCCAACTCCGCGGCAGAAGCTGACGCTGTGTTCTCC 
CAGCTTGAGGCTCTGGGCGTTGACTTGGCAGATGTCTTCCAGGTCCTGGAGACCGAGGGT 
GTGGACAAGTTCGTTGCTTCTTGGAGCGAACTGCTTGAGTCCATGGAAGCTCGCCTGAAG 

>RXA027 38 -downstream 
TAGAAT CAGCACGCTGCAT CAGT 



>RXA027 39-upstream 

C C T T T G C CAAAT T T GAAC C AAT T AAC C T AAG T C G TAG AT C T GAT CAT C GG AT C T AAC G AA 
AACGAACCAAAACTTTGGTCCCGGTTTAACCCAGGAAGGA 

>RXA02739 

TTGACCACCTTGACGCTGTCACCTGAACTTCAGGCGCTCACTGTACGCAATTACCCCTCT 
GATTGGTCCGATGTGGACACCAAGGCTGTAGACACTGTTCGTGTCCTCGCTGCAGACGCT 
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GTAGAAAACTGTGGCTCCGGCCACCCAGGCACCGCAATGAGCCTGGCTCCCCTTGCATAC 

AC C T T G T AC C AG C G G G T TAT G AAC G TAG AT C C AC AG G AC AC C AAC T G GG C AG G C C G T G AC 

CGCTTCGTTCTTTCTTGTGGCCACTCCTCTTTGACCCAGTACATCCAGCTTTACTTGGGT 

GGATTCGGCCTTGAGATGGATGACCTGAAGGCTCTGCGCACCTGGGATTCCTTGACCCCA 

GGACACCCTGAGTACCGCCACACCAAGGGCGTTGAGATCACCACTGGCCCTCTTGGCCAG 

GGTCTTGCATCTGCAGTTGGTATGGCCATGGCTGCTCGTCGTGAGCGTGGCCTATTCGAC 

CCAACCGCTGCTGAGGGCGAATCCCCATTCGACCACCACATCTACGTCATTGCTTCTGAT 

GGTGACCTGCAGGAAGGTGTCACCTCTGAGGCATCCTCCATCGCTGGCACCCAGCAGCTG 

GGCAACCTCATCGTGTTCTGGGATGACAACCGCATCTCCATCGAAGACAACACTGAGATC 

GCTTTCAACGAGGACGTTGTTGCTCGTTACAAGGCTTACGGCTGGCAGACCATTGAGGTT 

GAGGCTGGCGAGGACGTTGCAGCAATCGAAGCTGCAGTGGCTGAGGCTAAGAAGGACACC 

AAGCGACCTACCTTCATCCGCGTTCGCACCATCATCGGCTTCCCAGCTCCAACTATGATG 

AACACCGGTGCTGTGCACGGTGCTGCTCTTGGCGCAGCTGAGGTTGCAGCAACCAAGACT 

GAGCTTGGATTCGATCCTGAGGCTCACTTCGCGATCGACGATGAGGTTATCGCTCACACC 

CGCTCCCTCGCAGAGCGCGCTGCACAGAAGAAGGCTGCATGGCAGGTCAAGTTCGATGAG 

TGGGCAGCTGCCAACCCTGAGAACAAGGCTCTGTTCGATCGCCTGAACTCCCGTGAGCTT 

CCAGCGGGCTACGCTGACGAGCTCCCAACATGGGATGCAGATGAGAAGGGCGTCGCAACT 

CGTAAGGCTTCCGAGGCTGCACTTCAGGCACTGGGCAAGACCCTTCCTGAGCTGTGGGGC 

GGTTCCGCTGACCTCGCAGGTTCCAACAACACCGTGATCAAGGGCTCCCCTTCCTTCGGC 

CCTGAGTCCATCTCCACCGAGACCTGGTCTGCTGAGCCTTACGGCCGTAACCTGCACTTC 

GGTATCCGTGAGCACGCTATGGGATCCATCCTCAACGGCATTTCCCTCCACGGTGGCACC 

CGCCCATACGGCGGAACCTTCCTCATCTTCTCCGACTACATGCGTCCTGCAGTTCGTCTT 

GCAGCTCTCATGGAGACCGACGCTTACTACGTCTGGACCCACGACTCCATCGGTCTGGGC 

GAAGATGGCCCAACCCACCAGCCTGTTGAAACCTTGGCTGCACTGCGCGCCATCCCAGGT 

CTGTCCGTCCTGCGTCCTGCAGATGCGAACGAGACCGCCCAGGCTTGGGCTGCAGCACTT 

GAGTACAAGGAAGGCCCTAAGGGTCTTGCACTGACCCGCCAGAACGTTCCTGTTCTGGAA 

GGCACCAAGGAGAAGGCTGCTGAAGGCGTTCGCCGCGGTGGCTACGTCCTGGTTGAGGGT 

TCCAAGGAAACCCCAGATGTGATCCTCATGGGCTCCGGCTCCGAGGTTCAGCTTGCAGTT 

AACGCTGCGAAGGCTCTGGAAGCTGAGGGCGTTGCAGCTCGCGTTGTTTCCGTTCCTTGC 

ATGGATTGGTTCCAGGAGCAGGACGCAGAGTACATCGAGTCCGTTCTGCCTGCAGCTGTG 

ACCGCTCGTGTGTCTGTTGAAGCTGGCATCGCAATGCCTTGGTACCGCTTCTTGGGCACC 

CAGGGCCGTGCTGTCTCCCTTGAGCACTTCGGTGCTTCTGCGGATTACCAGACCCTGTTT 

GAGAAGTTCGGCATCACCACCGATGCAGTCGTGGCAGCGGCCAAGGACTCCATTAACGGT 

>RXA027 3 9-downstreant 
TAATTGCCCTGCTGTTTTTAGCT 

>RXA027 4 0-upstream 

AACGCAAGGTGCACACTCACCGCAGGGATATTTAAATAATAAGGACTCACAACTTAAATA 
TAT GAG T GAT T T GAAAAT G C AAC G T T C T GG AG GAG AAC C C 

>RXA027 4 0 

TTGGACACGATCAAGGCCTATATTGCGCTAACGAAGCCCAGGGTTATTGAACTCCTCCTT 
GTCGCCAC71ATCCCCACAATGCTTCAGGCTGAACGCGGTGAGAACAACATTGTGCTCATC 
TTGCTGACTGTGTTCGGTGGCTGGATGGGTGCGGCCGCCGCCAACACCTTCAACATGGTG 
GCAGACTCCGATATTGATCAGCGCATGGGACGCACTAGGGCTCGCCCTTTGGTGCGCCAC 
ACCGTGAGTAATCGCGACGCCTCCATTTTTGCGTGGGTCCTGACAGTGGCCAGCTTCTTG 
TGGCTGTGGCTGCTGTGCGATTCGATGCTCGCCGGCATCTTCGTGTTGATCACGATTTTC 
TTCTACATTTTTGTCTACACCAAGTGGCTGAAGCGCCGCACGCACATGAATATCGTGTGG 
GGCGGAGCCGCAGGTTGTATGCCAGTGCTCGTCGGCTGGGCAGTGATCGTTGATCAGTTT 
GAGCCAGGCGTTCCACAGCAGTGGTGGCAGGCAATTGTCCTGTTCATGGTGATTTTCTTC 
TGGACCCCACCTCACACCTGGGCTCTGGCCATGAAGTACCGCGAAGACTACAAGGCGGCT 
GGCGTCCCAATGCTTCCTGTCGTGCGCACCCCAGTCCAGGTCACCGCACAAATCGTGTGG 
TACTCCGTGGCAACTGTGCTGACCACCTTCTTGCTCATCCCAGCAACTGGTTGGATCTAC 
GCAGCGATCGCCGTCATTTCCGGCGTCACCTTCTTGTTCATGGCCATCAAGCTGCACCTC 
GGCATCAAAAACGGTGGCAAGGTCAAGCCTCTGAAGCTGTTTATTTTGTCCAACAACTAC 
TTGGCAGTCCTCTTCGTGGCATTGTCCGTCGACGCGGTCCTCGGCCTTGAGACCATCGGC 
GAGATGCTCGGCTGGACCACCACCTTCTTC 

>RXA02 7 4 0 -downstream 
TAAAAGCTTGCTTTTCGACGAAA 
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>RXA027 41-upstream 

ACTGGTCACCTGGTTTGGTCTGCACTCTGACTCCCCTCAAAAGGGCACAATTTGGTCAAT 
TTCCCAACCTTGTCTTTCAGTCATGGTTAGTGTGGGAACC 

>RXA027 41 

ATGAAGGCAATCTTAGTTTCCCGCACCGGCGGACCAGAGGTGTTGGAGTTCACCGACACT 
GACGCCCCAAAGCCCACTGATGATCAGGTTTTAGTTGAAGTTGATATGGCTGGCGTCAAC 
TTTATTGATACTTACTATCGCCAGGGTGAATATCACGCTCGCCTGCCGTTTATCCCAGGT 
TTTGAAGGCACTGGTCGGGTGTTGGAGGATCCGCAGGGGTTGATTGCGGCGGGTACCAAG 
GTGGCGTGGTGTGATGCCATGGGTTCGTATGCTCAGCAGGTGTGTGTGCCGCGGGATCGC 
TTGGTGGCGGTTCCCGAGGGCGTGAGTTCGGAAGTGGCTGCGTCGATGTTGATGCAGGGA 
ATCACTGCGCATTATCTAACCAATGGTGTGTATGAGCTTGAAGAGGGCGATTCTTGCCTC 
ATCACTGCTGGCGCGGGTGGTGTTGGATTGTTGGCTACGCAGATGGCGGCGGCCAAGGGA 
GTGCGCGTGTACAGCGTGGTGTCCACGGATGAAAAAGCTGAGCTTGCTTTGGATGCCGGT 
GCTTATGAGGTGTTTCGTTATTCCGATAATTTGGCGGAGCAGGTTCGTCGGCACAACGGG 
GGTCGCGGAGTTGATGTGGTGTATGACGGTGTCGGCCAGTCCACGTTCAATGAGTCCTTA 
GAGGCTGTTCGTCCGCGCGGCACTGTGTGTTTGTTTGGTGCGGCGTCGGGTCCTGTGGAG 
CCTTTTGATCCGCAGCTGTTGAACACTCACGGTTCGATCTTCTTGACCCGCCCAAGCATT 
GGCGCGTGGACGTCTGAGGAGGGCGAATTTGCCAAGCGTGCACAGGCGGTCACGCAGGCC 
ATCGTCGAAGGCACCTTGCGGGTTCGCGTTACTGGCACATATTCGCTTGCCGACGCCTAC 
ATCGCCCACCGCGACCTTCAGGCGCGTAGCACGAGCGGTTCTTTGGTCTTGGAAATCCCG 
AAGGAC 

>RXA027 4 1-downst ream 
TAAACACGCATAAAAAGATCCTG 

>RXA02 7 4 3~upstream 

ATATCCTTAAAAGTTCCCGGGAGTTTCAGTGGCAAATACCACCACTTCCATACCGGGAAC 
AATTGTATAAAACTAGCCAT GACCTGCTAGGATCAGCGAC 

>RXA027 4 3 

GTGTCTACTTCAGATGCTCCCTCAAATAATCCAGTTGAGTTGAAGCCCATTACTTTCTGG 
GCACCGACCAT CAAAGTGCAGCGCATTCTCGCGCTCCTACTGTTGATTTTCCAGGGAGGC 
ATCACCGTTACGGGCTCTATCGTCCGTGTCACAGGCTCCGGCCTCGGTTGTGATACCTGG 
CCACTATGCCACGAAGGTTCACTAGTCCCAGTCGCAGGCGCAGCACCATGGATCCACCAG 
GCAGTGGAATTTGGTAACCGCATGCTCACTTTCGTGCTTGCTGCCGCAGCGCTTGCGTTG 
TTCATTGCAGTTCTTGGCGCAAAACGCCGCCGCGAGATCCTGGTCCATTCCTTCATCCAG 
GGTTTGGGCATCATCTTGCAGGCTGTCATCGGTGGCATCACCGTGCTGGTTGATTTGCAC 
TGGTACGCCGTTGCTTTGCACTTCCTGCCATCCATGATCCTTGTTTTCATGGCCGCGATT 
TTGTACACCCGCATCGGCGAGCCCGATGACGGCGAGATTACCACCACATTCCCCACGTGG 
ATCCGCAATGTAGCTGTCATTGGTGCAGTAGCGCTCTCCGTAGTACTGATCACCGGCACC 
ATGACCACCGGCGCTGGCGTTCACTCTGGCGATGCATCAATCACCATGGATGATCGCCTC 
GATGTCAGCATCGACTTGATGGCCCACATCCACGGCTACAGCATGTACATCTACCTCTTC 
TTCACCCTCATCGTGGTCGCCGGTCTGTACAAGGCAAAAACCACCAAGCACAACAAGCAG 
CTTGGCCTCATGCTGATTCTGTTCATTCTGATTCAGGCAGGTATCGGCATCTTGCAGTAC 
CGCATGGGTGTGCCACGCTGGAGCATCCCATTCCACATCGCAATGTCTTCTGTCGTTGTT 
GCCTTCACTTCCCTTCTGTGGGCGCAGGGTCGTATACGCGTCGGCGGTAAAGCCACCGTT 
AC TGGTTCTGTT GAT G G C GAT AT T AAG AAC GAG AT CAT T AC GAAC C C C T T T G AGAAGAAA 
TCAAAGCAGCCTGTTAAA 

>RXA027 4 3-downstream 
TAACACGCAACTGTATCGGTAAA 

>RXA027 97-upstream 

ACAGTCTCATGAAGCCATAATAACCACCTTCTACAAAGATCGACGTAGAATGGAATAACC 
CCTTATGAAAACGTTTGCATAACTCCGCTAAGGATGTTCC 

>RXA027 97 

ATGAATAATCGAATTGTCGTAGTCGGCTCCATCAACGCTGATCTTAATGTTCTCGTTGAC 
CGCCACCCAGCACCTGGCGAAACACTGTTGGGCAGTGGTGGACACATCACTGCAGGAGGC 
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AAAGGCGCCAACCAGGCAGTAGCTGCCGCTCTTCAAGGTGCAGACGTCGCCTTTGTCGGC 
GCTGTGGGCAAGGATCCTTACGCTGCCCCAGCCTTAGAATTCCTTCGTTCGTCAGGCGTC 
GACCTTACGGCAGTATCCGAAGTAGATGACACCACCGGGCTTGCAGTTATCACCGTTGCC 
AAAGACGGCGAGMCAATATCGTTGTCATCCCCGGCGCGAATTCCCTGGTCAATTGTGAT 
TATGTAAGCAGCCAATCCGCTCTTTTAGCTGAAGCTGGAATCCTGTTGCTGCAAGGTGAG 
ATCCCTGCGGATGGCTTCAAAGAGGCCATTCACCACACCATGGGTCGCGTCGTGGTGAAT 
CTAGCGCCCGTCATCGAGGTAGAGAAGTCCGCGTTACTTGAGGCTGATCCGATCATCGCC 
AATGAGCACGAGGCCGGCCTGATTCTGGATCAATTCGGGGCAGGCATCGATTCCATGGAT 
CCCCACGAGCTCGCGCAAGCTCTCCTCGACGCCGGTTTCGCCTCTGTTGTTTTAACGCTT 
GGATCCGCAGGCGCGTTGGTCGCCGATGCCACCGGTATCACGGACATCGCCACACCAACG 
GTGCAGGCAGTTGACACCACGGGAGCCGGTGACGCTTTTGCCGGAGCCTTCTGCGCACGA 
CTAATTAAAGGCGATTCGCTTATCGACGCCGCCACCCACGCAGCACGCGTCGGCGCTTAC 
TCGGTGCAAACCGCCGGAGCGCAAGCGTCCTATCCGGACGCGAGCGTTTCACTTCCCTCT 

GTT 

>RXA027 97 -downstream 

T AAAAAAAC T AT T TAAGAAGAG G 

>RXA028 03 

TCTGGAGAGATGCTCGCGGCAGCACTTTCAGCAGGCATGGCCAGCCAGGGTGTTGATGTC 
ATTCGTGTTGGTGTCATCCCAACCCCAGCTGTTGCATTCCTCACCGATGATTATGGCGCT 
GACATGGGCGTGATGATTTCTGCATCCCACAACCCAATGCCGGACAACGGAATCAAGTTC 
TTTTCTGCAGGTGGACACAAGCTTCCAGACCATGTGGAAGACGAGATTGAGCGTGTTATG 
GACAGCTTGCCAGCAGAAGGCCCAACAGGGCATGGAGTTGGCCGTGTCATCGAAGAAGCA 
ACCGATGCACAGGACCGCTACCTAGAGCACCTGAAGGAAGCTGTTCCTACGTCACTTGAA 
GGCAT CAAGATTGTTGTGGATGCAGCCAATGGTGCGGCA 

>RXA02 8 07 -upstream 

AAAG C G T G G CAACAAC T G G AAT T T AAG AG C AC AAT T GAAG T C G C AC C AAG T TAG G C AAC A 
CAATAGCCATAACGTTGAGGAGTTCAG 

>RXA02807 

ATGGCACACAGCTACGCAGAACAATTAATTGACACTTTGGAAGCTCAAGGTGTGAAGCGA 
ATTTATGGTTTGGTGGGTGACAGCCTTAATCCGATCGTGGATGCTGTCCGCCAATCAGAT 
ATTGAGTGGGTGCACGTTCGAAATGAGGAAGCGGCGGCGTTTGCAGCCGGTGCGGAATCG 
TTGAT CACTGGGGAGCTGGCAGTATGTGCTGCTTCTTGTGGTCCTGGAAACACACACCTG 
ATTCAGGGTCTTTATGATTCGCATCGAAATGGTGCGAAGGTGTTGGCCATCGCTAGCCAT 
ATTCCGAGTGCCCAGATTGGTTCGACGTTCTTCCAGGAAACGCATCCGGAGATTTTGTTT 
AAGGAATGCTCTGGTTACTGCGAGATGGTGAATGGTGGTGAGCAGGGTGAACGCATTTTG 
CATCACGCGATTCAGTCCACCATGGCGGGTAAAGGTGTGTCGGTG 

>RXA02821-upstream 

AGCCCGAACACACGGGCACCAGAAAGGGAACGACACCTCATGAACGAGATCATCTTGGCA 
CAGGACGCAACCGAGTCCACCATCACCGGACCTTGGCGCT 

>RXA02 821 

GTGGGCTACGGCATCGCAACCATCGGACCTGGCCTCGGCATCGGCATCTTGGTTGGTAAG 
GCTCTCGAGGGTATGGCACGTCAGCCTGAGATGGCTGGACAGCTCCGTACCACCATGTTC 
CTGGGCATCGCCTTCGTTGAGGCCCTGGCACTGATCGGCCTTGTTGCTGGCTTCCTGTTC 

>RXA02 8 21-downstream 

T AAT CAG CT AAC T T AACC GAAAG 

>RXA02829-upstream 

TTTTTCGTTTAATCTCATATTTAAACACGTTCCTTTTAATTGGTTTTATAAATTGATAAA 
CTGAATTCGTCAGTTAAAGTGTATCGAAAGGAGACTGGAC 

>RXA028 2 9 

AT GCAAAAAAAT AT TC TAAAAAGT GGCAT C GAAAT T T C T G AAC T T G GG T T AGGT T GC AT G 
AGTTTAGGCACAGATTATAAAAAAGCGCAACCAATTATTGAAAGTGCAATTGATAATGGT 
ATTACGTATTTTGATACTGCAGATATTTACGATCAAGGAGTTAATGAAGAAATTGTTGGT 
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AAAGCCTTAAAAAAATATCAAAATCGTGATGACATCGTTATCGGAACTAAAGTTGGAAAT 
CGATTAACTGACGATGGACATATGACGTGGGGATCC 

>RXA028 52 

GTTGCAGTGTCTGACTTCTCCACTGATCTGCCAAACCAGATCCGTGAATGGGTCCCAGGC 
GACTACACCGTTCTCGGTGCAGATGGCTTCGGTTTCTCTGATACCCGCCCAGCTGCTCGT 
CGCTTCTTCAACATCGACGCTGAGTCCATTGTTGTTGCAGTGCTGAACTCCCTGGCACGC 
GAAGGCAAGATCGACGTCTCCGTTGCTGCTCAGGCTGCTGAGAAGTTCAAGTTGGATGAT 
CCTACGAGTGTTTCCGTAGATCCAAACGCTCCTGAGGAA 

>RXA028 52-downstream 
TAAATCACCTCAAGGGACAGATA 

>RXA028 53-upstream 

AAT T C AG C AG T AAT CAT T TAG AC T T G G AAC C G C T T AC C AG T G G T T T C AAC AAT G CAT T C A 
CCCAGCTCACACGTGTGGAGGTGCCTTA 

>RXA0285 3 

ATGGCAAAGAGGATCGTAATTATCGGCGGTGGACCTGCAGGCTATGAAGCCGCACTCGCA 
GGCGCTAAATACGGTGCAGAAGTTACCGTTATTGAAGATGTCGGAGTTGGCGGATCCGCA 
GTCACCATGGACTGTGTACCTTCAAAGTCCTTCATCGCTGGTACCGGTATCAAAACCGAC 
CTCCGACGTGCTGATGACATGGGACTTAACCGTGGGCTTGGAAAAGCACACCTAGAAATC 
GATGCACTGAACATCCGTGTGAAGGACCTTGCGAAAGCACAGTCCGAAGATATCTTGGGC 
CAGCTGCAGCGCTCAGATGTCCGCATGATTAACGGTGTGGGCCGCTTTGATGATTACAAC 
ACCAAGCAAACCACCCACTACATTAAAGTCACCCACAGCGATGGCTCCGAAGAAACCGTT 
GAGTGCGATCTGGTGCTGGTTGCAACTGGTGCAACCCCCCGCATTCTTAAAGGTGCAGAG 
CCAGACGGCGAGCGCATCTTGACCTGGCGTCAGGTCTACGACATTGAAGAACTCCCCACC 
CACCTTATCGTGGTTGGTTCCGGTGTGACCGGTGCGGAATTTGTCTCTGCGTTTGCTGAA 
CTCGGCGTCAAAGTCACCATGGTGGCATCCCGTGACCGCATTTTGCCTCACGATGACGCA 
GATGCCGCAGACGTGCTGGAAACCGTTCTGGCTGAGCGCGGAGTATCCCTGGAAAAGCAT 
GCCCGCGTGGAGTCTGTCACCCGCACCGAAGACGGTGGCGTGTGTGTTCGCACTGCTGAC 
GGACGAGAAATCTACGGTTCTCACGCGTTGATGACTGTTGGTTCCATTCCAAACACGGCA 
GATCTTGGCCTGGAGAACATCGGTGTTGAGCTGGCACCATCCGGCCATATCAAGGTTGAC 
CGNGTCTCCCGCACCAACATCCCCGGTGTGTACGCAGCAGGTGACTGTACTGACCTATTC 
CCACTGGCGTCCGTTGCAGCGATGCAGGGCCGTATCGCCATGTAT CACGCACTCGGTGAA 
GGCGTGAGCCCCATCCGTTTGAAGACTGTTGCCACCGCAGTGTTTACCCGCCCAGAGATC 
GCAGCAGTAGGTATCACCCATGCACAAGTTGATTCCGGCGAAGTGTCTGCTCGCGTGATT 
GTGCTTCCTTTGGCTACTAACCCACGCGCCAAGATGCGTTCCCTGCGCCACGGTTTTGTG 
AAGCTGTTCTGCCGCCGTAACTCTGGCCTGATCATCGGTGGTGTCGTGGTGGCACCGACC 
GCGTCTGAGCTGATCCTACCGATCGCTGTGGCAGTGACCAACCGTCTGACAGTTGCTGAT 
CTGGCTGATACCTTCGCGGTGTACCCATCATTGTCAGGTTCGATTACTGAAGCAGCACGT 
CAGCTGGTTCAACATGATGATCTAGGC 

>RXA0285 3-downstream 
TAATTTTTCTGAGTCTTAGATTT 



>RXA028 54 -upstream 

AATACCTTTCTGTTTTGTCCGCAGGCGTAT CAGGAAAACCTGCAGCGCGGTAGAGTCGAG 
TCTAATAGTGATCCCACGAAAACAAAGGATCGGGGTGTTC 

>RXA02 854 

ATGGACGAGTCTCGTCAGCTTAGTTTCGGCACAGCAGGGTTGCGTGCACCAGTTGGCCCG 
GCGCGCCATCAGATGAATGTTTTGCAGGTAACCAGAACTACAGCAGGTGTTGCTAGTTGG 
TTGGCAGAACGTGCGGCACTAAATCCAGTGCCGCATTTGGTTCCTGAGGATGAAACAGGA 
ATCGGCAGGGCGTTGTATCCCCAAGATGGTCCGTTGCGGGTCGTTGTGGGGTATGACGCT 
CGCTATGGTTCGCATACTTTTGCTGCAACCACTGCGGAGGTGTTCGCGGGTGCTGGTTTT 
GAGGTGACGTTGCTCCCCACGCCTAGCCCTACGCCGTTGATTCCGTGGTTGGTGAACAAG 
CATGGGTTGGATGCGGGCGTTCAGATCACGGCTTCGCATAATGGTGCGGCGGACAATGGC 
TACAAGGTGTTTTTGTCTAATGGTCGCCAGCTTTATTCTGAACTGGAGCCTGAGCTTGAG 
GCGCATATCAATGCTGTGGAAGATCCGATTCGGGTTCCTCGGGTGACGGTGCGCCCCACT 
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GCTGATCAGCTGCGTCGATATGTTGATGAGATGGTGTCGTTGGTGACTCCTGATCAGGCT 
GATTTGTTGCGGGTGAATTCTGAGCGGGGCAATCTTCGCGTGGTGTATACCGCTCTGCAT 
GGTGTGGGTGGCCGCGCGATGGCCAATGCTTTCCAATTTGCTGGTTTTCCCCATACTCAT 
GGCGTGAAGGCTCAGCAGTATCCTGATCCCACCTTCCCCACTGTGGCGTTCCCCAATCCG 
GAAGAGCCTTCTGCGATTGAGTTGTTGTTGGAACGCGCAAAGGAAAAGAACGCTGACATT 
TTGTTTGCGCTTGATCCTGATGCCGATCGTTGTGCTGTGGGTATTCGTACCGCTGATGGC 
GGCCACCGAATGCTCTCTGGCGATGAGGTGGGCACACTTTTGGCTACTCGTTTGGTTCCG 
GAGTATTCCGGTGAAGGCCCACGTCCCGTGGTTGCCACCACGGTGGTGTCTTCGCAGCTT 
CTGGGTATCATCGCCGAGGATAAAGGGTGGGATTATTCCGAGACACTGACGGGATTCAAA 
AATCTGTCGAGGGCTGCCGATGGTCTCGACGGACCGCTTGCTTTCGCTTATGAGGAAGCT 
GTGGGCACCTGCCCGGTTCCAGATGTCGTGCCGGATAAGGACGGCATCTCTACAGCGTTG 
TTCATGGCGTCGTGGGCTGCCGAACTGAAGGCTCAGGGCGCAAGCCTGCAGCAAAAACTC 
AATGAGTTGTATCGCCGATATGGGTATTTTGCGTCCTCGCAAATTGCTGTGCGCACGAGC 
AGTCCACGCGAGTTAGTTGATCACTGGATTGCGCATCCTCAGCAAGAACTCATTGGAGTG 
TCTGTCACCCCACATATTCTTCCTGAAAAACAGGGCATTGCTTTGCATGGCCAGGTGGGG 
CATGTGCATATCCGTGCTATTGGTCGAGTCTCTGGAACTGAGGCGAAAGCCAAGCTCTAT 
TTGGAAGTTGGTCAGGCCAGCTCCCATGATGAAGCAGCTCAGTTGTTGCATCAGCTGGAG 
GATGAAGTCCAAAGCTGGTTGAGC 

>RXA02872 

GCTCGTGAGGCATGGCGCATTTTCATGTCCCACTGGGATCTCTACGCAGGAACCGCAACT 
GGCTACTGGGTGGAGCAGGAATTTGAGCACGTTTTCGGCATCAACGCGGAGCGCCTGAAT 
GTTGGCACCCCAGAACATGCTGACGCCATCTTTGATGAGCTGACCGATATTCTTGCCAAG 
C C AG AT T T C C G AC C AC G C G C AC T GG C T GAG C AG T T C AAC T T G G AAG T T C TAG C C AC C AC C 
GACGATCCGCTCGATGACCTGGCAGATCACAAGGCACTGGCAGATGATCCAACCTTCTCC 
CCTCGTGTGCTCCCTACCTTCCGCCCAGACGCATACACCAAGATGTACAACGCTGGTTGG 
GCAGAAAAAACCACCAAGCTTATCGATACCGCAGGTGACGGCAAGGCAGGCTGGGAGGGT 
TACCTTCAGGCAATGCGCAACCGCCGCCAGTACTTCATCAATCACGGTGCAACCTCCGCG 
GACCACGGTCTCCACGACACCGACACCACCCCACTGAGCCACAAAGATGCCCAGAAGATC 
TTGGACAAGGGTCTCGCTGGCACAGCAACCTTGGCTGAAATGCATGCCTTCGAAGCCAAC 
ACCACCTACCGTTTCGCGGAAATGTCCCAAGAAGACGGCCTGGTCATGACCATCCACCCA 
GGTGTGTACCGC 



>RXA0287 3 

TTCGGTGAGAACAAAGATCTCATCTCTGACAGCAGTTTCAACCGCTGGCTGCGTACGGTT 
TCCCTCGGATCGACCCAGGATGCCGATATGGCTGCAGCTTCCAACTTGGCAGCCAATTCT 
AAAATGGCCCGCCAGAACACCCGCGATATCCTCGACGCAGTCTCTGATGGTGGCGTCATG 
CTCGGCCGAAACGGTGCCCTAGTGTTGGGACCTGTGGTTGGAACTCTCCACATTAAATTC 
ATTGCGCCTTTGAACAAGCGTGTGGAAAGAGTCATGTACAAAACTGGACTCTCAGAAGCT 
GCTGCAGCTGAGCAATGTGCTTTGGAGGATCGTCTCCGCGAAGAGATGGCCCACGCTTTG 
TATCAATGGAATCCGGGACGCGATGAAAACTATGACCTCGTGATCAACACCGGTTCGATG 
ACATACGAACAAATCGTTGATCTAGTTGTGGAAACTTACGCCAGGAAGTATCCGCTCCAC 
G T G AG AAT CAT T C C G AAC G G AAAAG AC C AA 

>RXA02 8 7 3-downstream 
TAAACATACAGTCCCCGTGATGT 

>RXA028 87-upstream 

TTCGTGCACTTCGGCGTGCCACAATTAGGTACGACCAAGAATGGGACCGGGAAACCGGGA 
C G T AT AAAC GAAAT AAAAC AT T C CAAC AGG AGG T GTG GAA 

>RXA02887 

ATGGCCGATCAAGCAAAACTTGGTGGCAAGCCCTCGGAT GACTCTAACTTCGCGATGATC 
CGCGATGGCGTGGCATCTTATTTGAACGACTCAGATCCGGAGGAGACCAACGAGTGGATG 
GATTCACTCGACGGATTACTCCAGGAGTCTTCTCCAGAACGTGCTCGTTACCTCATGCTT 
CGTTTGCTTGAGCGTGCATCTGCAAAGCGCGTATCTCTTCCCCCAATGACGTCAACCGAC 
TACGTCAACACCATTCCAACCTCTATGGAACCTGAATTCCCAGGCGATGAGGAAATGGAG 
AAGCGTTACCGTCGTTGGATTCGCTGGAACGCAGCCATCATGGTTCACCGCGCTCAGCGA 
CCAGGCATCGGCGTCGGCGGACACATTTCCACTTACGCAGGCGCAGCC 
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>RXA028 97 

GATCTCGATGGCTTCCGTCAGGAAGTTTCCCGTGAGCAGGGTGGCATTCCGTCCTACCCT 
CACCCACACGGTATGAAGGACTTCTGGGAGTTCCCAACTGTGTCCATGGGTCTTGGCCCA 
ATGGATGCCATTTACCAGGCACGTTTCAACCGCTACCTCGAAAACCGTGGCATCAAGGAC 
ACCTCTGACCAGCACGTCTGGGCCTTCCTTGGCGACGGCGAAATGGACGAGCCAGAATCA 
CGTGGTCTCATCCAGCAGGCTGCACTGAACAACCTGGACAACCTGACCTTCGTGGTTAAC 
TGCAACCTGCAGCGTCTCGACGGACCTGTCCGCGGTAACACCAAGATCATCCAGGAACTC 
GAGTCCTTCTTCCGTGGCGCAGGCTGGTCTGTGATCAAGGTTGTTTGGGGTCGCGAGTGG 
GAT G AAC T T C T G G AG AAG G AC C AGG A T G G T G C AC T T G T T GAG AT CAT G AAC AAC AC C T C C 
GATGGTGACTACCAGACCTTCAAGGCTAACGACGGCGCATATGTTCGTGAGCACTTCTTC 
G G AC G T G AC C C AC G C AC C G C AAA GC T C G T T GAG AAC AT G AC C G AC G AAG AAA T C T GG AAG 
CTTCCACGTGGCGGCCACGATTACCGCAAGGTTTACGCAGCCTACAAGCGAGCTCTTGAG 
ACCAAGGATCGCCCAACCGTCATCCTTGCTCACACCATTAAGGGCTACGGACTCGGCCAC 
AAC T T C GAAGG C C G T AAC G C AAC C C AC C AG AT G AAG AAG C T GAC GC T T GAT GAT C T G AAG 
TTGTTCCGCGACAAGCAGGGCATCCCAATCACCGATGAGCAGCTGGAGAAGGATCCTTAC 
CTTCCTCCTTACTACCACCCAGGTGAAGACGCTCCTGAAATCAAGTACATGAAGGAACGT 
CGCGCAGCGCTCGGTGGCTACCTGCCAGAGCGTCGTGAGAACTACGATCCAATTCAGGTT 
CCACCACTGGATAAGCTTCGCTCTGTCCGTAAGGGCTCCGGCAAGCAGCAGATCGCTACC 
ACCATGGCGACTGTTCGTACCTTCAAGGAACTGATGCGCGATAAGGGCTTGGCTGATCGC 
CTTGTCCCAATCATTCCTGATGAGGCACGTACCTTCGGTCTTGACTCTTGGTTCCCAACC 
TTGAAGATCTACAACCCGCACGGTCAGAACTACGTGCCTGTTGACCACGACCTGATGCTC 
TCCTACCGTGAGGCACCTGAAGGACAGATCCTGCACGAAGGCATCAACGAGGCTGGTTCC 
GTGGCATCGTTCATCGCTGCGGGTACC 

>RXA02902-upstream 

CATCAACGCCGAGTACAACTAAGGACAACTGATAATGACAAATGCTGCAATTGTCGGATG 
AG GAG AC G T C GC AAC C G T T CAT AC AG AAG C G C T G G AA GC T 

>RXA02 902 

TTGGCTTCCGATCTTGGTAT TAAGTTCGTCGCAGTGGTGGATAAAGATCTAGAGACTGCT 
GAGAAATTTGCGACGGGACTTGGAGCTGCTGGCGATTCTTCAGAAAGCAGCGTCAAGGCC 
CACGGCAGCCTGCCGGCTTTGTTCTCCAAAAAGAAGATCGATGTTCTACACATCACCACC 
CCCCACGACCAACACATTGGTTTGGCTCTCGAAGCGCTACACCACGGTGTAAATGTCATC 
CTGGAAAAGCCGTTGGCTAATGAGTTGGACCAGGCGCAGCGTCTCATCGACTACTTGGAT 
GAAAACCCCGATGGTCCAAAGATTGCAGTGTGCTATCAGAACCGTTACAACGTTTCCTCC 
CAGGAACTGCGTCGTCTGCTCGATTCAGGTGACCTCGGTGCCATCAATGGTGCATATTCC 
TCTGTGGTGTGGACCCGCACCCCAGGCTACTACACCCAGAAACCTTGGCGTGGCCAGCAA 
GCACACTCCGGTGGTGGCCTGCTGATGAACCAAGCAATTCACACCCTGGATCTGCTGCAG 
TGGTTCCTTGGAAAGGCAACAGAAGTCAAGGGCACTGTCTCCACCGATAAGTATGCCGAT 
G T CAT C GAT G T T G AAG AC AC CG C AC AC G CAT AC AT C G G T CAC GAG T C CG GAG T C C AC AC C 
AG T G AAG T GAG T 

>RXA02 902-downstream 

T G AAC CAT GC T AT T GGT G AT AC A 

>RXN00013-upstream 

CTGCAGAAAATTCGGGACGCATGATTGCACATATTACCCGCACCGATTGTGATTCTTAGA 
ACGCCACCTTATTCAGCACACTTGGCCGACGGCATGCACA 

>RXN00013 

ATGGAAGGCATGACTAATCCAGAGCAGACACATCCCGCTGCAAGCCTCGAAGACATGATC 
AAAACCATCACAAAGACCTTCGTGATTGCTCACGATCAGGATTCTGATGAGCATCTTGCG 
CAGGCACTGGTGTACAACGCTGGACGTTTGGCATGGCGCATGCGCGAAAACGGTGTGGAT 
ACGGATTACAAGACTTCTGTGTCTGATGTGGTCACGGATGCCGATCGTGCGGCCGAGGCC 
TTCGTCGCAGGCGTTCTTGAAGCGTTGCGGCCTGAGGACGGCGTGCTTGGCGAGGAAGGC 
GCGGACCGGGCGTCGAAAAGCGGAAAAACCTGGGTCATCGACCCGGTTGATGGCACCTAC 
AACTTCACCCAGGGCTCAGATTATTGGTGCTCGGCGCTCGCGCTGGTCGAGGGCGATCCA 
TCCGCGCCATCGCGCGTGCTTTTCGGCGCCGTACACCGCCCAGCCATGGGTTATACGTGG 
TTCGGTGGCCCGGGAATCCGCACCACGCTCGACGGCAAGGAGCTAGATTTGCTTGTCGAC 
GCCCCCCTCAATCAAATCTCCCTGGCCACCTACATCCACCCGTCACGCATCGCGGAACCT 
GATATTCAAAAGGCGTGGATGAGCGTTGCCACCCACCCTGCAACGCTGCGCATGTTCGGC 
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GCCGGCTCCATCGATTTGGCCAACATCGCCGACGGCAGCATGGGCGCATGGGTGCAGCAC 
AGCGTCGCAGATTGGGACTGGCTACCCGGCCGCGCACTCATCGAAGGCGTCGGCGGAGCA 
TGCATCAAAGTGACCGCCGGCGGCGTCGAATGGTCCGTTGCAGGAAACGCGGAAGCAGTT 
AG T GAG AT C T C CGAAAC T T T AAG CGC AC TAG AC 

>RXN00013-downstream 
TAACAACACATGAGCAAATATGC 

>RXN00014-upstream 

CATCAAAGTGACCGCCGGCGGCGTCGAATGGTCCGTTGCAGGAAACGCGGAAGCAGTTAG 
TGAGATCTCCGAAACTTTAAGCGCACTAGACTAACAACAC 

>RXN00014 

ATGAGCAAATATGCAGACGATTTAGCCTTAGCCCTCGAACTTGCCGAACTTGCCGATTCC 
ATCACCCTCGACCGCTTCGAAGCCTCTGACCTGGAAGTATCCTCCAAGCCAGACATGACT 
CCCGTCAGCGATGCCGACCTGGCGACCGAAGAAGCACTCCGTGAGAAAATCGCCACCGCC 
CGCCCCGCCGACTCCATCCTCGGTGAAGAATTCGGTGGCGACGTAGAATTCAGCGGCCGC 
CAGTGGATCATCGACCCCATCGACGGCACCAAAAACTACGTCCGCGGCGTCCCCGTATGG 
GCAACCCTGATCGCGCTGCTCGACAACGGCAAACCCGTCGCAGGTGTCATCTCCGCACCC 
GCACTGGCTAGGCGTTGGTGGGCATCCGAAGGGGCCGGCGCATGGCGCACCTTCAACGGC 
AGCTCCCCACGCAAACTGTCCGTGTCCCAGGTGTCCAAGCTTGACGACGCCTCCCTCTCC 
TTCTCCTCCCTCTCCGGCTGGGCCGAACGAGATTTGCGCGATCAGTTCGTCTCCCTAACT 
GATACCACCTGGCGACTCCGCGGCTACGGCGACTTCTTCTCCTACTGCCTCGTCGCCGAA 
GGTGCCGTCGATATCGCCGCTGAACCAGAAGTCAGCCTCTGGGATCTTGCTCCCCTGTCC 
ATCCTGGTCACCGAAGCCGGAGGAAAGTTCACCTCACTGGCTGGCGTCGATGGACCACAC 
GGTGGCGATGCAGTAGCCACCAACGGCATCCTGCACGATGAGACGCTGGATCGTTTAAAA 

>RXN000 14 -downstream 
TAGACTCCCGGGTTTTGCTTGGT 

>RXKE00 04 3-upstream 

AACAGCAGGCCTCAAGTCCGAAGATAATTAACCTAAATCCGTAGACATAAGACATCATAC 
GTCCTATGCTTGCTGGAAGGAAGCAAATAACCTCAGAAAG 

>RXN00043 

ATGGCAGAAGTGGTGCATTATCAAGAAAATGCAGGTCAAGCAGTTAAAAAAATTGAAGGA 
AGAATTGTTACCCCCCACGGGGTGATTGATGGCTTTCTCCAACTCGAAAACGGCATCATC 
ACGGAACTCTCTGGAGAACCAGCACCTAAAAACGCAGGATTCCACCCCGAACTCCCCACG 
ATTGTTCCCAGTTTTATTGATCTTCATAATCACGGTGGAAACGGTGGCGCGTTTCCTACG 
GGAACGCAGGACCAGGCGAGGAATGCCGCGCAGTATCACCGCGAACATGGCACGACCGTG 
ATGTTGGCAAGCATGGTTTCGGCGCCGGCTGACGCACTGGCAGCGCAGGTGGAAAACCTT 
ATTCCCTTGTGTGAAGAGGGCCTGCTGTGCGGCATTCACCTCGAGGGTCCTTTCATCAAC 
GCATGCCGTTGTGGTGCTCAAAACCCGGATTTTATTTTTCCCGGCAACCCAACAGATCTT 
GCCCAGGTGATCCATGCGGGAAAAGGTTGGATCAAATCGATCACAGTAGCGCCGGAAACT 
GACAATCTTACTGAGCTTCTCGATCTCTGCGCAGCGCACCACATCATTGCTTCCTTCGGG 
CACACTGATGCAGATTTTGATACCACTACCAGCGCAATTGCCTTGGCTAAAGAGAAAAAT 
GTGACGGTCACGGCTACGCATTTGTTCAATGCGATGCCTCCGCTGCATCATAGGGATCCC 
GGCAGCGTGGGCGCTTTGCTTGCTGCGGCACGTGCCGGGGACGCATATGTTGAGTTGATC 
GCCGACGGCGTGCATTTGGCCGATGGAACGGTCGATCTAGCTCGTTCCAACAACGCCTTT 
TTCAT CACGGACGCCATGGAAGCCGCCGGAATGCCAGACGGTGAGTACATTTTGGGCGTT 
TTGAACGTCACCGTCACCGATGGCGTCGCCCGTCTGCGCGATGGCGGCGCCATCGCCGGG 
GGTACCAGCACACTAGCGAGTCAGTTCGTGCACCACGTGCGCAGGGGTATGACGCTTATC 
GACGCGACCCTCCACACCTCAACCGTCGCCGCCAAAATTCTCGGACTTAGCGAT CACGAA 
ATCGTTAAATCCAACCCTGTAAATTTTGTGGTCTTTGACTCAAACGGCCAGTTACAACAG 
G T C CAT T TAGAC CAT C AAG TAATT 

>RXN0004 3-downstream 

T AAAT AC G AG C AAAAC T T T C C T G 

>RXN0014 8-upstream 

CTTTGAGGGCAGCGCGCATGCGCCCGATGGTTATTTGAACATGACAATTGATGCCGCGGC 
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GACGCTGGCTGACCTGCTAGATGCTTTGGGAGCTTAAATC 
>RXN0014 8 

ATGACGTCGATCCCTAATTTTTCAGACATCCCATTGACTGCTGAGACACGTGCATCGGAG 

TCACACAACGTTGACGCCGGCAAGGTGTGGAACACTCCCGAAGGCATTGATGTCAAGCGC 

GTATTCACGCAGGCTGACCGCGACGAGGCGCAAGCGGCGGGACATCCGGTGGATTCTTTG 

CCAGGTCAAAAGCCATTTATGCGCGGGCCGTACCCAACTATGTACACCAATCAGCCGTGG 

ACGATTCGCCAGTACGCAGGCTTTTCT^CCGCCGCGGAATCCAATGCGTTTTATCGGAGG 

AACCTTGCTGCGGGTCAAAAAGGTTTGTCGGTTGCGTTCGATCTAGCGACCCACCGCGGT 

TATGACTCGGATAATGAGCGCGTGGTCGGCGATGTGGGTATGGCCGGCGTGGCGATTGAT 

TCGATTTTGGATATGCGTCAGCTGTTTGATGGCATTGATTTGTCCAGCGTGTCGGTGTCG 

ATGACCATGAATGGCGCTGTGCTGCCGATTCTTGCGTTCTATATCGTGGCGGCTGAGGAA 

CAAGGTGTGGGTCCGGAGCAGCTTGCGGGCACGATCCAGAATGACATCTTGAAAGAATTT 

ATGGTGCGCAACACCTATATTTATCCGCCGAAGCCGTCGATGCGCATCATTTCCAACATC 

TTTGAGTACACCTCCTTGAAGATGCCACGTTTTAACTCCATTTCGATTTCTGGCTATCAC 

ATCCAGGAAGCGGGAGCGACTGCCGATTTGGAGCTGGCCTACACTCTGGCGGATGGTATT 

GAATACATCCGTGCAGGTAAAGAGGTAGGCCTTGACGTGGATAAGTTCGCGCCTCGTCTG 

TCCTTCTTCTGGGGTATTTCTATGTACACCTTCATGGAGATCGCAAAGCTGCGTGCGGGA 

CGACTGCTGTGGAGCGAGTTGGTGGCAAAATTCGATCCGAAAAACGCCAAGTCCCAGTCG 

CTGCGCACGCACTCGCAGACCTCTGGTTGGTCGTTGACCGCGCAGGATGTGTACAACAAC 

GTCGCCCGCACCGCGATTGAGGCGATGGCTGCAACCCAGGGCCACACCCAGTCGCTGCAC 

ACCAATGCACTTGATGAGGCGTTGGCGCTGCCCACCGATTTCTCTGCTCGTATCGCCCGA 

AACACCCAGCTGTTGCTGCAGCAGGAATCTGGCACGGTGCGTCCAGTTGATCCATGGGCG 

GGCTCCTATTACGTGGAGTGGTTGACCAATGAGCTGGCTAACCGCGCGCGCAAGCACATC 

GATGAGGTGGAGGAAGCCGGCGGAATGGCGCAGGCCACCGCGCAGGGAATTCCTAAGCTG 

CGCATTGAGGAATCAGCGGCACGCACCCAGGCTCGCATTGATTCCGGCCGCCAGGCGCTG 

ATCGGCGTGAATCGCTACGTGGCGGAAGAAGATGAGGAAATTGAAGTCCTCAAGGTTGAC 

AACACCAAGGTTCGCGCAGAACAGTTGGCTAAACTCGCGCAACTGAAAGCAGAGCGCAAC 

GATGCGGAAGTCAAGGCTGCGCTGGATGCGTTGACAGCTGCTGCCCGCAACGAGCATAAA 

GAGCCAGGGGATTTGGAT CAGAACCTGCTCAAACTTGCCGTCGATGCTGCGCGCGCAAAA 

GCTACCATTGGAGAGATCTCCGATGCTTTGGAAGTTGTCTTTGGCCGCCACGAAGCAGAA 

AT C AG G AC GCTGTCTGGCGTG T AC AAG G A T GAG G T T G G AAAG G AAG G C AC AG T GAG C AAC 
GTCGAACGCGCGATCGCCCTGGCTGACGCCTTTGAGGCTGAGGAAGGCCGCCGCCCACGT 
ATCTTTATTGCCAAGATGGGCCAGGATGGACATGACCGTGGACAGAAGGTTGTCGCGTCT 
GCCTATGCTGACCTGGGCATGGACGTGGATGTTGGACCGCTGTTTCAAACTCCAGCCGAA 
GCTGCCCGCGCCGCCGTGGACGCCGATGTTCACGTGGTGGGTATGTCTTCGCTGGCAGCA 
GGCCACCTCACCTTGCTGCCCGAGCTGAAGAAAGAACTTGCAGCTCTTGGCCGCGATGAC 
ATTCTGGTCACCGTGGGCGGCGTCATTCCGCCGGGCGATTTCCAGGATCTCTACGATATG 
GGTGCCGCCGCGATTTACCCTTCAGGAACCGTCATCGCGGAGTCGGCGATCGATCTGATC 
ACCCGACTCGCCGCACACCTGGGCTTTGACCTGGATGTGGATGTGAATGAA 

>RXN0014 8-downstream 
TGATCACGGTTTCCTAGAAGACA 



>RXN0 02 00-upstream 

AACCCGGAGTCATTTGATCAGATGTGGCAGACCAAGCAAGTGGGACCTTTCGTGGTGGTA 
ACGCACAATGAGTAATTCCTCACCAAACGACCCAAGCCCT 

>RXN00200 

ATGCGCCAAGTCGGTGGTAATGGGGGCCATCAACTAGACTCGATCAACGTGTCAGATGTA 
GTTGAGTCGAAGAAACTAAAGGGTTCTGCGCAAGAACCCCCGCAGGTTGCCCCGGGCTGG 
CTGAAGAAACTGGCTATCTCAT CAGGTCTGCTTGGCCTGTTGATGTTTGTGCTGTTGCCT 
TTCCTGCCAGTGAACCAGGTGCAGTCTTCGCTGTCATGGCCACAAAATGGTGAGCTTTCC 
AGCGTTAACGCCCCGCTGATTTCCTACGCACCGCAGTCGATGGATGCGTCCATCCCTGTG 
TCCGCGCTGGACAGTCTCAATGACAATCAGTCGTTGGTGATGGGCACGTTGCCTCTGGAC 
AGTACGGACGCCACCAACCGTGGTCTGTTTGTGCGCACCATCGACGGTAACCTTGACGTG 
ATTGTTCGCGGTGAGGTGCTGTTGGATCTTTCACCAACAGAGGTGAACCGTCTGCCAGAT 
GAT GC G AT C C TAG AG AT T T C C T C C AC C GAG G AAAC C AC C AG C GC G G AAAT C AC C G G C AC G 
GCATTCAGCGGCGAGACCGAAGGCGATGAGCGGCCTCAGGTCACCGGCGTTTACACCGAG 
CTTGTCGACGACCCCTCCACCGCATCGGCCCTGGCCTCAGCGGGCTTAAACGTTGATATT 
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GAGATCAACTCCCGCTTCACTTCATCCCCCAGCCTTCTAAAGTACGCAGCCATCTTCATT 

GGCCTTGCGTCTGTGTTGGTCTCCCTGTGGACACTGCACCGCATGGATATTTTGGATGGT 

CGAAAAGCACACCGCTTCCTGCCTGCCAACTGGTACAAGCTGAAGCCACTTGATGGTGTT 

GTCGTAGCGATTTTGGTGTTCTGGCACTTCCTTGGCGCCAACACCTCTGACGACGGCTTC 

ATCATGACCATGGCCCGCGTGTCCCAGAACGCGGATTATATGGCCAACTACTACCGCTGG 

TTCGGTGTCCCAGAATCACCATTCGGCGCACCATATTACGACTTGCTGGCTCTGATGGCC 

TACATCTCAACCTCATCAATCTGGCTTCGTCTACCCGCATTGCTCGCTGGACTGATCATG 

TGGTTCGTGATCACCAGAGAGGTCATGCCACGGTTTGGCTCATTGGTTAACGGTCGCCGC 

GTTGCGCACTGGTCTGCAGCCATGGTGTTCCTGGCGTTCTGGCTTCCATACAACAACGGC 

ACTCGCCCAGAGCCAATCATCGCGATGGGAGCTCTACTTGCGTGGGTTTCCTTCGAGCGC 

GCTATCGCTACCTCCAGGTTGTTGCCCGCTGCCATTGGTGTCATTATCGCCACCATTTCC 

CTGGCATCAGGCCCCACCGGTCTAATGGCAGTTGCTGCGTTGCTGGTCAGTTTGTCCGCG 

TTGATTCGCATTCTTTATAGGCGCTTGCCGCTTATTGGGGCGTCGAGGGGGGCGTCGAAA 

AGCAAAGTCTTTGGCGCTTCGATGGCTATGCTTGCCCCATTCCTTGCGTCTGGCACCGCG 

ATTCTCATCGCCGTTTTTGGCGATCAGACTCTGTCAACCGTCATGGAATCCATCAGCGTG 

CGCTCCGCGAAGGGCCCGGCACTGACCTGGTACCACGAATATGTGCGCTACCAAACCGTC 

ATGGAACAAACCGTTGATGGTTCCTTCACCCGCCGTTTTGCTGTGCTGATGCTCATGGCG 

TGTCTGGCTATTGTGGTCATCGCGATCCTGCGTTACGGCCGCATTCCAGGCGCTGCGAAG 

GGACCATCACTGCGTTTGATGATGGTCATTTTCGGCACCATGTTCTTCATGATGTTCACC 

CCAACCAAGTGGACTCACCACTTCGGTGTCTACGCAGGACTTGCCGGCGCATTGGCCGGA 

CTTGCTGCCGTGGGGCTGTCCTATGTTGCGGTGAAATCACCACGCATGCGCACCATTTCC 

ATCGGTGCGTTCCTCTTCCTGCTGGCGCTGGCTCTCGCAGGCGTGAACGGATTCTGGTAC 

ACCTCCAGCTACGCCGTGCCATGGTGGGATAAAACCATCCAGATCAAGGGCATCGAAGCA 

TCCACCGTAGTGCTCGTGATCGCCGTGATCGTGCTGATCATCGGTGTTATTCAATCCTTT 

GTCCACGATGTGAAAACCGCGCAAGCCGAAACCAATCACTCCATGGGCGAACTCGTGGCG 

GAAGATGAAGCAAAGCGCGAGCGTGCCTCCAGGTTCACCGGCCTTGCGGCCTCCCCTATC 

GCAGGAGTGTCCGCCCTCGTTGTGCTGATTACCTGCGCATCCATGGGCAAAGGCTTTGTG 

GACCAATACCCCGCGTACTCCGTGGGTCTTGGCAACCTCCGCTCCCTGACCGGCAACACA 

TGTGGCCTTGCCTCCGACGCCATGCTGGAAACCAACTCCAACGATTCCTTCCTCACTCCA 

GTGAACTCCACACTTGGCGAGTCCCTGGAATCCGAAGATATTCGCGGCTTTAGTGCTGCC 

GGCATCCCACCATCAATCAGCCAGGACCAAGCAGACCTGTCTGCTGTTGGTGCCATTGCC 

AACACTGACGACTCCACCGAAACCGGCGGATCCGACGAATCATCCGGACAATCCACCGGC 

AACACCGGCGGTGTCCGAGGCTCCGAAGGCATCAACGGCTCCAACGCCCGCCTGCCATTC 

AACCTGGACTACACCCAAGTTCCAGTCGTCGGCTCCTGGTCCGCTGGCACCCAAAACCCA 

GCAAACATCACCACCGACTGGTACGAAATCCCAGAAGCCACCGAAGAAGCACCCAT CATC 

GTGGTATCTGCAGCAGGTCGCATCGAACACTACGACATCAACGGCGTCCGCCAATCCGGA 

CAATCCGTCATGCTCGAATACGGTCGCCTTCGCGATAACGGCGACGTTGAAGACCTCGGC 

GAAGCCATGATGTACGACATCGGCCCCGAGCCATCCTGGCGCAACCTCCGCTACCCACTT 

GACCAACTCCCAGAAGAAGCGGACGTCGTGCGCATCGTCGCCACCGACGTCAACCTCGAC 

GAAGACCAATGGGTAGCACTGACGCCACCACGCGTACCTAACCTAGATTCTCTGAACAAC 

GTCATCGGATCCGAAACCCCAGGACTCCTCGACTGGGCAGTTGGCCTGCAATTCCCATGC 

CAACGCACCTTCGACCACTACGCCGGAGTCACCGAGATTCCTGAATACCGAATCTCCCCA 

GACCACGGCGGAAAATCCACCCTCTCCCCATTCCAAGACTGGGCAGGCGGCGGATCCATG 

GGCACGGCCGAAGCAGTAAACAACGCCTACGAAATCCCGTCCTACCTCCGCAACGACTGG 

GGCCGCGACTGGGGTTCCATCGAACGCTACTCGCTGCGCACCAACTCCAACGGCGATGCA 

CCTAAGGTTGCAGACATCAACCTTGAAACCATCCAACGTTCCGGACTCTGGAATCCAGGG 

CATATGAAGGTAGATGAA 

>RXN00200-downstream 
TAAGACCTTCAGTACTGGAAGTT 

>RXN0 0231 -upstream 

CAGGACTACCTCGACGCCGGCGCCAACTTTGTCCGAGTCGGTGCCGATGTCCAGCAACTC 
AACGCTGCT GGATACGAAAAGT GAAGGAAAAT AACGCAT C 

>RXN00231 

ATGACTATTAATGTTTTCGAAC TACT TGTCAAAAGTCCCACGGGTCTACT GAT TGGTGAT 
TCCTGGGTGGAAGCATCCGACGGCGGTACTTTCGATGTGGAAAACCCAGCGACGGGTGAA 
ACAATCGCAACGCTCGCGTCTGCTACTTCCGAGGATGCACTGGCTGCTCTTGATGCTGCA 
TGCGCTGTTCAGGCCGAGTGGGCTAGGATGCCAGCGCGCGAGCGTTCTAATATTTTACGC 
CGCGGTTTTGAGCTCGTAGCAGAACGTGCAGAAGAGTTCGCCACCCTCATGACCTTGGAA 
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ATGGGCAAGCCTTTGGCTGAAGCTCGCGGCGAAGTCACCTACGGCAACGAATTCCTGCGC 

TGGTTCTCTGAGGAAGCAGTTCGTCTGTATGGCCGTTACGGAACCACACCAGAAGGCAAC 

TTGCGGATGCTGACCGCCCTCAAGCCAGTTGGCCCGTGCCTCCTGATCACCCCATGGAAC 

TTCCCACTAGCAATGGCTACCCGCAAGGTCGCACCTGCGATCGCTGCAGGTTGTGTCATG 

GTGCTCAAGCCAGCTCGACTTACCCCGCTGACCTCCCAGTATTTTGCTCAGACCATGCTT 

GATGCCGGTCTTCCAGCAGGTGTCCTCAATGTGGTCTCCGGTGCTTCCGCCTCTGCGATT 

TCCAACCCGATTATGGAAGACGATCGCCTTCGTAAAGTCTCCTTCACCGGCTCCACCCCA 

GTTGGCCAGCAGCTGCTCAAAAAGGCTGCCGATAAAGTTCTGCGCACCTCCATGGAACTT 

GGTGGCAACGCACCTTTCATTGTCTTCGAGGACGCCGACCTAGATCTCGCGATCGAAGGT 

GCCATGGGTGCCAAZU\TGCGCAACATCGGCGAAGCTTGCACCGCAGCCAACCGTTTCTTA 

GTCCACGAATCCGTCGCCGATGAATTCGGCCGTCGCTTCGCTGCCCGCCTTGAAGAGCAA 

GTCCTAGGCAACGGCCTCGACGAAGGCGTCACCGTGGGCCCCCTGGTTGAGGAAAAAGCA 

CGAGACAGCGTTGCATCGCTTGTCGACGCCGCCGTCGCCGAAGGTGCCACCGTCCTCACC 

GGCGGCAAGGCCGGCACAGGTGCAGGCTACTTCTACGAACCAACGGTGCTCACGGGAGTT 

TCAACAGATGCGGCTATCCTGAACGAAGAGATCTTCGGTCCCGTCGCACCGATCGTCACC 

TTCCAAACCGAGGAAGAAGCCCTGCGTCTAGCCAACTCCACCGAATACGGACTGGCCTCC 

TATGTGTTCACCCAGGACACCTCACGTATTTTCCGCGTCTCCGATGGTCTCGAGTTCGGC 

CTAGTGGGCGTCAATTCCGGTGTCATCTCTAACGCTGCTGCACCTTTTGGTGGCGTAAAA 

CAATCCGGAATGGGCCGCGAAGGTGGTCTCGAAGGAATCGAGGAGTACACCTCCGTGCAG 

TACATCGGTATCCGGGATCCTTACGCCGGC 

>RXN002 31 -downstream 
TAGCATCTGCCCCTTTACAAATC 

>RXN0 02 96-upstream 

TTTTTGTTGGCATGTCTGACATTATCGCACAATTCACCACAGTAACCGGTAACATGTTAC 
TCAAAGCCCGCTTGGATCGAATTTCACAAAAGGACCCACC 

>RXN00296 

ATGACTCACACCATCAAATTCAACAGACTCGACCCAGAAGTATTTAGCCAGCATTCTCGC 
GCGAAGCTGCGCACGGATATGACAACCCGTGCAGCATATTCTTCTGATGCAGGAATTTTT 
AGACGCGTCCCTGCAGCTGTAGCTGAACCAGAAAATGTGGAACAAATTCGTGATGCCATT 
GCTGTTGCGGTGGCACGAGGGTGGTCTGTTGTTGGGCGCGGTGGAGGAAGCTCGGTTGCT 
GGAAATGCGATCGGTGAAGGTTTGATCATCGATACGTCACGCTATTTCAACCGCATTTTA 
GATATTGATCCAGTTGCACAAACTGCAGTTGTGGAACCCGGTGTGGTGTGTGATGCCTTG 
CGCGATGCAGCCGCAGAATTCGGATTAACTTACGGCCCGGATCCTTCCACGCATTCCCGG 
TGCACGATCGGTGGCATGGTTGCCAACAATGCGTGTGGTTCACACTCGGTTGCATTCGGT 
ACAGCTGCGGAAAATCTCGTGGATGTCACGCTCATGCTCAGCGATGGCCGAGAAGTCACT 

G T G AC AAAAG AT GG C T GCGAT GAT G C T GAGAT C AAT C AGAAG C T C AC C G AC T TAG CGTCC 
AAGAATCAGGACCTTATTAGTAAAGAACTGGGTCGTTTCCCTCGCCAAGTGTCGGGCTAC 
GGTTTGCATTATCTTGCCCACGACATGGCCAAAGCAATGGCGGGCACCGAGGGAACCATT 
GGAAT CATTACTCGGTTGACGGTGAAGTTGGTTCCAACACCCAAAGTGAAAGCGCTTGCT 
GTCCTGGCTTTCGACACGGTTTTTGACGCCGCCCGAGCAGCCGCCAAATTGCGACTGCCT 
GGGGTAGCAACCATTGAAGGCATGGGCGGAGATCTCCTCGCTGCGCTGCGCAGTAAACAG 
GGACAATCAGAAGCTGGGCAGAATCTTCCAGGAAACCGCATCGGCATTGAAGCCGGCGGA 
TGGTTGTACTGCGAGACAGGAAGTGACACCCTGCAGGCCGCGGTACAAGCCGCCGAGGAA 
GTCGCAACCGCCGTTGACACCATTGATTACGTGGTCGTGTCTGAGCCTTCTGAAATGCGG 
GAATTGTGGCGCATCCGTGAATCCTCGGCGGGCATTGTCACGCGCTTAGCTGATGGTGGG 
GAAGCGTGGCCGAATTGGGAAGACTCGGCGGTGCCTCCAGAGAATTTAGCTGATTATCTC 
CGCGATCTTTATGCGCTGATGGATAAGTTCGATTACCAGGGTATTCCATTTGGACACTTT 
GGAGAAGGCTGCGTCCACGTTCGCATCAGTTTTGATTTCTCTACCAAGGAAGGCCTGAAG 
AAATTCGAGGCGTTCATGAATGAAGCCTCCACCTTGGTGGCGTCTTATGGTGGCAGCCTC 
TCGGGCGAGCATGGAGACGGTCGCGCCCGCTCATCCTTCCTTGACCGCATGTATTCAGCA 
GAAATGCGTGCACTCTTCGAAGAATTCAAGCTGATTTTCGATCCCCAGCGCATCTTCAAT 
CCGGGAGTGTTGGTCTGGGCAGATCCTGTCATGCAAGGACTTCGCATGGACCCGGGCCAG 
CGCGCCCTCGACATCACGCCCGTACACAAATTCTCTAAAGACAAAGGTTCCAT GATCAAC 
GCGGTGAATCGCTGCGTGGGTGTATCCGCATGCCGCTCAGAATCCGACGCGATGTGCCCG 
TCCTTCCAAATCACCGGCGACGAAGTACATTCCACCAGAGGCCGCGCCCGCTTGCTCTCT 
GAGAT GTTCCGCGGTGAATCCATCGCCGACGGCTACCGCAGCGAAGAAGTC AAT GAAGCC 
CTTGACCTGTGCCTTTCCTGCAAAGCATGCGCATCGGAATGTCCAGTCAACGTCGACATG 
TCCACCTACAAAGCCGAATTCCTGGACAAACACTACGCCGGCCGACTTCGCCCCATGGCC 
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CATTACGTCATGGGCTGGCTGCCGCTTCTGGGACACGTTGCCCATAAAATACCGCTTCTT 
CCTACGCTTATCGACGCCACCATGCAGTCAGCACTCACCGCCCCAGTGGTGCGCAAGGTC 
GGCGGGCTCGCTGATCGCCCGTTGATTTCCTTCGCCCACCGCTCGCTGCGCAAGTACAAG 
CCGAAGAAAAACTCAGGTGAAACGGTGGTGCTGTGGCCCGATTCCTTCAACACCAACCTC 
GACACCGGACCAGCTCACGCAGCGAT CAAAACTCTTGAAGCCCTCGGTTACAACGTGGTC 
ATCCCAGATGGCTTCGTCTGCTGTGGACTCACCTGGCATTCCACCGGCCAATTGAGCATG 

AC AAAG AAAG T C C T AG AAC AAAC GG CG AAAG T GAT GAAAC C C T AC C T G GAC C AAGG T C T A 
ACAGTCGTTGGTTTGGAACCTTCGTGCACCGTCATGCTTCAAGATGAGGCAACAGAACTC 
TCCGATAACCCTGATCTGGCACGCCTTGCAGCACTGACCAAACCATTCGCTGAGGTCATC 
GCACCAAAGATCACCGAGCTAGTCGAGTCTGGAAGCCTCCAGCTAACAGAATCAACTGCG 
CTTACCCAGGTGCACTGCCACGAGCGTTCGCTAGGCGACCCACAACAATCGGCACTCGTT 
CTTGAAGCTTTGGGTGTAAAAGATGAACAAATTGCCACTGGTTGTTGCGGGCTTGCCGGA 
AACTGGGGCTTTGAAAAAGACCACGCTGAAATGTCCTTCGCACTTGGTGAACGAGAGCTG 
TTCCCCAAGGTCAGAAAAGCAGAAGGACATGTGATTGCTGACGGTTTCTCCTGCCGCACC 
CAGATCGAACAAGGCACCGGAAAACAAGCAACGCACCTTGCAGAGGTGGTCTTAAGCATC 

T T G GAG C AAAAC AAC AT G G CAC AA 

>RXN002 96-downstream 
TAACGATCATGCAACAGGTGCTC 

>RXN00310-upstream 

TTGCGGGATTCATCATCGGCGCAATCGCACTGTCTGCCGCAGTTATTTTGACCACCAAGG 
AAACCGCCTTCACCAAGCTTGAAGATCTAGGGAAGAAATA 

>RXN00310 

ATGTCTGACAAGATCTGGAAAGTCGGCATCATCGGTTGCGGTGCAATCAGCCGAAACCAT 
ATCGAAGCAGTTCAGGCAATCCCCGGCGCAGAAGTCAGCGCAGTCTGTGATGTGGATGGT 
GCGAAAGCATCGGAAACCGCAGCGAAATATGGAATTTCTCCCAGTTTCACGTCTGTCGAT 
GAGATCCTCGCCTCCGGGGTGGACATTGTCGCAGTCTGCACCCCACATCCAACCCACGAA 
ACAGTGGTCCTCGCCGCTGCTGCCGCCGGAGTGCACGTGCTTTGTGAGAAGCCAATCGCC 
ATCGAACTCGATTCCGCACAGCGCATGATCGATGCCTGCGAGTCCGCAGGGGTCCAACTT 
GGCGTGCTCTTCCAGCGCCGCTTCTGGCCCGCGGCTCAAAAAATGAAAAAGGAGCCGTCA 

TGGGCCAATGCACGG 

>RXN00310-downstream 
TAGCGCTTTACCGAGAGCATTCC 

>RXN0 0316-upstream 

AGCGCATGATCGATGCCTGCGAGTCCGCAGGGGTCCAACTTGGCGTGCTCTTCCAGCGCC 
GCTTCTGGCCCGCGGCTCAAAAAATGAAAAAGGAGCCGTC 

>RXN00316 

ATGGGCCAATGCACGGTAGCGCTTTACCGAGAGCATTCCTATTACACAGCAACCCCATGG 
CGAGGAACCTGGGCAGCCGATGGCGGTGGAGTGCTCATGACTCAAGCCATCCACTACATC 
GATCTTTTGTACTGGCTGTTGGGCGAACCCGTGGAAGTTTTCGGCTACACCAACTCCTTC 
AAACACGGCGACAACATCGAAGTCGAAGACAGCGCCGTTGCCACTGTGCGTTTTGAATCG 
GGCGCGTTGGCCACAATTTCAGCCACCACCGCCGCAGAGCCAGCACTCGGCGCACAAGTG 
CAGGTGATGGGAACAAAGGGTGCCACCAT GACGATCCTGGAATTCCCTGAAGGTACCGAC 
GGCAGGCTCATTGTTCGCAGTGAAAACGACACCCGTCGAAACCACCCCATTCCACCCCGC 
GGATCTTTATCCCAATGCCGATCTTTCCATCAT CAACGGTGCTTTGATCCCGTAT CACAC 
CGCCCAGATCGCAGACTTTATCGATGCGCTCAACGAAGGCCGCCCACCACTGATCACCGG 
CCGCGATGCCACCAGAGCTCTGAAAGTTCTCCTTGGTGTCTACGAAT CAGCAGCCACCCA 
CCAGCCGGTCTCTTTGATCTAACGGAAGCTTTTAAAACGTCACGCCAAATCGGTCTTGCA 
CCTTTATCCTCCCTGTCCACACCACCTGATCAACTAGTGCGCCTCGCAGCTGCCACTGGT 
TTCTCCTTTGTCGGTCTGCGCGTCATCGCAGTAACCCCCAACGAACGTGTATATGACCTT 
TCCCCAGGATCCCCACTGCTGGCTGCAACCCAACAAGCGTTGAAAGAAACCGCCCTGTAT 
GTGCTCGACACTGAATTCCTACAGGTAAACGCAGACACCACCCGCGAGGCCTGGCTTCCC 
GCACTAGAAGCCGCCGGAGCACTGGGAGCTAAAACCTTCACCATCGCCGCCGGTGATGAC 
AACATTGCGCCCCTGACCGACACGATCGGTGCCATGGTTGACGATGCCCGTGATTTCGGA 
GTCACCCCAGCCCTAGAGCCAATCTCTTACCGCAGCGTGCATTCCATTCCGCAGGCAGCA 
GCAATCGCCAGAGACTCCGGCGGAAAAGTCGTGGCGGACACCTTGCACATGGCCAGGTTC 
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GGAGCC 

>RXN0 03 17 -upstream 

CAACGGTTACATCACTCACGCATTAACTCCCCTGGTTGGTACCGCATGTTCGTTTCCCAA 
GTCTAGCCAAGCCTTGAAAAATTCTGGCAAGGTTAATGGT 

>RXN00317 

GTGACTACGCCTTCTAAGAAAACTCTGCTCTTTGATCTCGACGGAACCCTCGTCGATTCT 
TTCCCCGGTATCCGCACTTCATTCCTTCACACCCTGCACGAAAAGAACTGGGAAATCCCC 
TCTGAGGAACGCATCTCGCAAGTTCCAGGACCTCCCATGGAATGGACGTTCCAGGATTTG 
GGCATGACTCCAGAGCAGGCACAAGACGCTCTGCAGACCTACCTTGAGCATTACGGCCAG 
GTGGGTTGGGATCTTTCCGAAGCATTCCCCGGCATGCGAGATTTGCTGATCCGCTTGAAA 
TACGAAGGTTTCCGTCTGTGCACCGCCACCTCCAAGGGCGAGTTCTTTGCGGAGAAGGTA 
CTTCGCAAATTCGAGATGTTCGATCTCTTCGAATTCATGGGTGCCGCCACCGACAGCGGC 
AACCGACGCAGCAAATCTGCCGTGATCAAACATGTCCTCGACAGCGTTGGGTTGGACGAA 

CC AAAT GAT AT T T T GAT GAT T GGT GAT C GAT C AC AC GAT AT T G AAG GT T C G AGTG AAT T C 
GGCATCGATTGTGTTGCCGTAACCTGGGGCTACGGCAGCAAAACTGAATGGGACGCTGCC 
CGCTACACCGTGAGCACCGCAGAAGAATTAGAAAGGATCATCCATGACTGGGCC 

>RXN0 0317 -downstream 
TAAAACTTCGCTACCTGTGGAAA 

>RXN00337-upstream 

GGACGCTTATTGGTGAGCATTCGGATTACGCCGGTGGTGTGGTGCTGGCGGCTAATGCGA 
ATTGCCGGACTGCGGCTGCCGTCAATAAAGAACCGCGACG 

>RXN00337 

ATGTTGTTAACGTATGCGTTTGTGGATGTGGAGGGAGGCGTCGAAAAGCATTCTTTAAGC 
ACTGCGGACATTGCAGCTCGCGCACACGCCCATATGAAATCCCATGATGTTTTGGGGCGG 
CAGACTACGCCGCCTCAGCCGGAGGGCGGCGTTGCTGCCCGGTTGGGCGGGATTGCGTGG 
ACAATGATCCATAAGCAAATGCTTTCGCGTGACACAAAAGGCCTGGATATCACCGTGTTG 
AGCACCATTCCTGAGGGGGTGGGGCTGGGTGAAAATTCCGCCATGGATGTGGCGCTCGCA 
TTGGCGCTGTATCGGGAAAATATTGAGGAAGCCCCCACGAAGGCGCGCATTGCGGAGATT 
TGTTCGCAGTCCGCATTCATGTTCAGTGAGACTTCAGTGTTGCGTGCGCGGCACACCGTG 
GCGTTGCGGGGTGAAACTGGACAGATTTCGGTGGTTGATTACGCCGATGGTTCGGTCACT 
CAGGCGCCACATCCGGTGAGTCGTTCCGCTGGTTTGTCGGCATTTGTTGTTGCTGCGCAA 
ACTGAAACTGATCCGAGCATTTACCGCGAGATCTATGCTCGACATGCGTTTATCGATGAA 
GCTGCGCGCGCTTTCAGTGTGGAATCTTTGCGGTTGCTTCCCGACGCTTCCACTCGTGTT 
GTGGATTGGTTGCAGGCCGTGATTGAGGTGACTGGTCGAGAGGATCTGCCCTCGATTGAA 
CAAGCCCAGCGCTGGTTGAATCTGTGGGAAAACGAAACCCGGCGCGCTCAGAGGACAGCC 
AATGCCCTGCGTTCGAGAAGGCTGAGTGAGTTTTCTGAGCTGCTGATGGAATCCCAAGAT 
GATTTGAGCGACACCTTCGATTTCCCCCCTGCTGATTTGGCGCTTGCTCGTTTGTGCGTC 
GAGCGGGGTGCCACAGCTGCTCGGTCCACGTCAGCGCGCGGTGTGATTGCGTTGGTTGAT 
GCCCATCATGCGCACAATTTTGCTGCGGATCTCAGCGAGGATGGCTTGTTGGTGGTTCCT 
CTCGGGCACGGGGACGTCGCGGAACAGGGC 

>RXN0 0337 -downstream 
TAGCACGCCTACTTAACCAGCCT 

>RXN00 38 7 -upstream 

TTCCGCGCCGGCGCCAACTTCGACGGCACCGGGCTGACCACCTTCTGCTTTGAAGCGCAC 
GATTTCTCCGCCGACTACCTCGCCAACGGGCCAGGCCGAG 

>RXN00387 

ATGTTCCGCTCGAATATTTCCTACGCAGTCGGCGACGACATCCAAAACGACCCAGAAACC 
TGGGAAGACTACGAACTTCGCGTCAACCACCCACTGCGCATCGAAGGCGACCGCGTCTAC 
CTTCAGGGCCACGGCTTCGCCCCAACATTCACCGTGACCTGGCCAAATGGCGAGACCCGC 
ACCCAGACCGTGCAGTGGCGCCCAGACGACCCGACCTTCTTCCTGTCCTCAGGCGTGGTC 
CGTTTCGATCCACCCGCCGGCATGTACCCAGACCTTTACGAGCGCCGCCAAAACCAGTTG 
GCCATCCAGGGACTTTTCGCACCGACCGCGGAATGGGAAGGCGACAACAACGAACTGCTG 
ACCTCCTCCTACCCGGCGATGCGTGACCCAGCCGTGGCGATCGATATTTACCGCGGCGAC 
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AATGGCCTCGATACCGGCATCGGACAGTCATTGTTCAGCCTGGACTCTAGTCTCATGCAC 
AGCGGCGTGCTGCAAAAAATTGAGCGCGTCAACCTCCAAATCGGCGACACCGTCACCCTG 
GATGATGGCACCACCGTCTCCTTCGACGGCGCGTCAGAATTTGCCAACTACCAGATCAGC 
CGCGACCCCACACAAAACTGGGTGCTGGTCACCACCGTGATTTCGCTGGTCTCCCTGGTT 
GGATCCCTGATGATCCGACGCCGCCGCATTTGGGTGCGTTTCTATCCACAAGAAAACGGA 
ACCACCCGCGTGGAAACCGGCGGACTTGCCCGCACCGACCGCGCAGGCTGGGGTGGCGAA 
TACGAGAAATTCCACCGCGAACTGCTGGGTCTGAAGGAGGAAGATGAAGACGAAGAGTAC 

T T C G AC C AC G AC G AC 

>RXN00387-downstream 
TAACACC GCAAT TTAAAGGC T T T 

>RXN00388-upstream „„„„„ 
GAAGAGTACTTCGACCACGACGACTAACACCGCAATTTAAAGGCTTTTCAAGCCTGCCCC 

AC AT C G AAGC AG T T T T C AC AAAG AAT AAGG T T G G AAAAT T 
>RXN0038 8 

ATGTTGCCCGTCAACCAAACGTATGCGCAGTTCTCAGACACTGCCTTCGTATCGGCATAC 
ATCATCTACGTTCTGGCACTCATCCTCTCCCTCGTCTACTACGTAAAACAACAAGGCATT 
ATCGACGCCCGCCGCGAGCAAACCCGCGTCAGCGAACTCGTTGGTGCAGGCGGCAGCGCT 
GATGTTGATACTGACCTGCCTGATGACATCGCCGACGGTGTCCTCGCCGACGAAGACCTT 
GCAAAACGCGAAGAAACCGCACGCAAACTAGCCAACATGACCCAATCTCTCATGTGGCTC 
GGCGTCATGGTGCACCTCGTATCCGTCGTGATGCGCGCGCTGTCTGCCAGCCGATTCCCC 
TTCGGCAACCTGTATGAATACATCCTCATGGTCACCCTCTTCGCCATGATCGGAGCCGTA 
CTCATCCTGCAGCGCCCACAATTCCGCGTGGTATGGCCATGGATCCTCACCCCAATGCTG 
GCACTGCTCTTCTACGGTGGCACCCAGCTGTACTCCGACGCAGCACCAGTCGTTCCAGCA 
CTGCAGTCCTTCTGGTTCCCGATCCACGTTTCCTCCGTCTCCATCGGCGCATCCATCGGT 
ATCGTCTCCGGTATTGCATCCCTGCTGTACATACTGCGCATGTGGCAACCAAAGGGTAAA 
GAAAAGGGCTTCTTCGGCGCAGTAGCAAAACCACTCCCATCCGGAAAAACCCTGGATAAC 
CTGGCATACAAGACCGCGATCTGGACTGTCCCAATCTTCGGCCTGGGCATCATCTTGGGT 
GCCATCTGGGCAGAAGCAGCCTGGGGTCGTTTCTGGGGATGGGATCCTAAGGAAACAGTC 
TCCTTCATCACCTGGGTTCTCTACGCTGGTTACCTCCACGCACGTGCAACTGCTGGTTGG 
CGCAACACCAACGCTGCATGGATCAACATCCTGGCGCTGGTCACGATGATTTTTAATCTG 
TTCTTCATCAACATGGTCGTATCTGGTCTGCACTCTTACGCCGGACTGAAC 

>RXN0038 8 -downstream 
TAAGCACTTTTGGTTGGCGGGGT 

>RXN00389-upstream „„„,™ 
CCACCACTGCGTAACCTTTCCGAGCAAGATATCGCGGACCTGTCGGATTTGCTTGCCACC 

TCTGGCGCAGGTTCCTACCGCCTTCAGTTGAGGTGAAAGC 

ATGATCACCGCAACCGCACTGCATGGGTGTTCACTGATTGATGGCGAGTGGGTCGCTGGA 
AAAAATGGTGAGATTACAGGATTCGATCCGCGCACCAATGCGAGTCTGAACCCTTCCTAC 
TCTTTAGCAAACAGCGCACAGCTGCGCGCCGCCACAACATCGGCGAAGCGAGCTTTTGAA 
AGCTACCGACTCACTACTCCAGAGGTTAGAGCAGATTTCCTGGATTCCATCGCTGACAAC 
ATCGATGCGCTATCCGGCGAGATCGTGCAACGGGCGAGCCTGGAGACAGGTTTGGGAACT 
ACCCGACTCACAGGCGAAGTAGCCCGCACCAGCAACCAGCTCCGCCTGTTTGCAGAAACC 
GTGAGAAGCGGACAGTTCCACCGAGTACGCATTGAACGAGGACCGCGGATTGATCTTCGC 
CAGCGTCAGGTTCCGTTGGGACCAGTCGCGGTATTCGGGGCAAGCAACTTCCCCGTCGCT 
TTCTCTACTGCTGGTGGCGATACAGCATCAGCGTTGGCTGCAGGCTGCCCTGTGGTTTTT 
AAGGCGCATAATGCGCACCCTGGAACAGCTGAGCTCGTCGGGCAAGCGGTGCGGGGAGCC 
GTCGAAAAGCATGAGTTTGATGCTGGTGTGTTTAACCTTGTCTACGGCCGTGGCGTGGAA 
ATTGGCCAGGAGCTGGCTGCGGATCCGAATATCACGGCAATCGGTTTTACCGGTTCACGC 
CAGGGTGGTTTGGCACTGTCACAGACTGCGTTTAGCCGCCCAGTTCCCGTTCCAGTCTTT 
GCAGAAATGAGTGCCACCAACCCTGTGTTCGTCTTCCCCGGCGCGCTGGCGGATTTGGAT 
GCATCGAGTTCCTTGGCTGAGGCGTTTACCGCTTCCGTCACCGGCAGTTCCGGGCAATTG 
TGCACCAAGCCTGGCCTCGTTTTCATCCCGCGCGGTGTTGTTGGTGATGCTTTTGTGGCG 
CTCGTAGCAGCCAAATTTAAAGAAACCACGGGTCAAACGATGCTCACGCAAGGCATCGCT 
CAGGCATGGCAGCGCGGAGTCGACAACCTTGCAGCACAGCCAAGTGTAAAAATCCTCGCC 



Appendix A, Page 99 



Attorney Docket No.: BGI-126CP 



CAAGGCACCCCCGGAGATGGAGAGAACGCGCCGGGCCCGGTGGTGTTTGAAAGTGATGTG 
CAGGCGTTGCTAAATAATGTGGTGTTGCAGGAAGAAATCTTCGGTGCGGCATCGCTGGTG 
GTGCGTTATGATTCCCCGGATCAACTCCACCAAGTAGCCAATTCACTCGAGGGACAATTA 
ACAGCCACGATCCACGCATCCCAGGATGATTTCCAGGAAGTCTCGAAACTTATCCCCCTC 
TTGGAGGATCTCGCGGGCCGTGTTCTTTACGGCGGCTGGCCAACGGGTGTGGAAGTTGGG 
CACACGGTTATCCATGGAGGCCCTTATCCGGCGACCTCAAATGCGCAGTCGACAAGTGTT 
GGAACCCTGGCAATCGAGAGATTTATGCGCCCGGTTTCTTATCAAACTTTCCCGGCTGAG 
CTGCTTCCAGATCCAGTTTCTGAGGCGAATAAATGGGCTGTACCTCGGGAAATAGACCGT 

>RXN 0 0 3 8 9 - do wn s t r e am 
TAATAGCTGGTCTTTACATTTGC 

>RXN004 01-upstream 

CTTTTAAGCATTTCAACATGCCAAACTAATCTTGGACAGGTATCACTGGCTCCTCTTAGA 
CTCCAAAGTGTCTTAGAAAACACTCACCCAAGGAGCCCTC 

>RXN004 01 

ATGGCACGCTTTTCACCACAAGATCTCGCAGACCACCTCAAGGATGGACTGCTCTCTTTC 
CCGGCCACCGCTTTCCAAGATGACCTCGAAGTAGATGAAGCTGCTTATGTCGAGCACATT 
GAATGGCAGTCCAGCTACCCAGTCGCCGGCCTCTTCGCAGCTGGCGGTACTGGCGAAGGA 
TTCAGCCTTACCGTTGAGGAAAACCACCGTGTCACTCAACTTGCAGTTCAGGCGTCCAGC 
CCGGAAGTTCCCGTGTTGGGGTCTGCTACTGGCTCAACTAAGTCTGCCATCGCAAACGCA 
CAGGGCGCAGAGGCAGCAGGCGCTGAAGGTGTCCTCCTGCTTCCTCCCTACCTCACCGAA 
TGCGACGCAGAAGGCCTGTACAACCATGCAGCCGCAGTCTGTGAATCCACTTCTCTTGGT 
GTCATCGTGTACAACCGTGCCAATGCCATCTACTCCCCAGAGGTTATCGCTCGACTCTCT 
GAGCGCTACCCCAACTTCATTGGATTTAAAGATGGCACCGGAAACATCGAGCACCTAGCA 
AAGATCACCACGCTATGCGGAGATCGCCTGTTCTACCTCGGTGGACTTCCCACCGCTGAG 
ACCTTTGCACTACCACTGCTTCAGATGGGCATGAGCACCTACTCCTCTGCAATGTTCAAC 
TTCATTCCAGATTTCGCACTGAGCTTCTACGCCGATGTTCGTGCGCAGGACAGCGCAGCA 
GTAAAGCAGAAGCTGAGCGATTTTGTGCTCCCCTACTTGGATATCCGCGATCGCGCACAA 
GGCTACGGTGTCTCCATTGGTAAGGGCGGACTCAAGGCTGTTGGCCGCAACGCTGGCGGC 
GTTCGCCCACCACTGCGTAACCTTTCCGAGCAAGATATCGCGGACCTGTCGGATTTGCTT 
GCCACCTCTGGCGCAGGTTCCTACCGCCTTCAGTTGAGG 

>RXN004 01-downstream 
TGAAAGCATGATCACCGCAACCG 

RXN00427-upstream m „„„ 
GCGGTCATTGTGACCCACAATCGTGTGGAATTGCTGCGGCATTCCCTCGAGGTTGTTGCC 

AATCAAACCTATCCGGTGAAACACATTGTGGTGGTGGATA 



ATGGGGCGGATCCTAGTATTCTATAGTGTCACTTTAGAGGTGGCGGGAGACCGTCCCGTT 
TACACGCCTTCGCGCACCAATTTGGGCGACGGTGGCGGTTTTGCTTTTGGTTTTTTGACG 
GCGTTGGCGCTGGGGGCGAACGCGGTGTGGTGCACAGACGATGACGGCCGGCCGGAGGGG 
CCAGGGGTGTTGAAGACGCTTATCGACGCCGCTTCTCGGCATAATCTGGAGGAGGTTTCT 
CCGGTGGTATGCAATGCTGATGATCCGGAGCGGTTGGCATTTCCGCTGCGTCGGGGCTTG 
GAGTGGCGTCGGATGCGCAGTGAGTTGATTGATCCAGCCAACCCGGAGGATGATTTGCTG 
CCGGGCATCGCCTCCTTGTTCAATGGTGCCCTGATCAGCGCTTATGCAATGGAGCGCATT 
GGCGTGCCGGACTATCGACTGTTTATTCGCGGCGATGAGGTGGAGTATCACCGCCGTTTG 
GTGCGTTCCGGTTTGCCGTTTGGTACGTGTTTGACCACGGCGTATTTGCACCCGGATGGT 
TCTGATGAGTTCAAGCCGATTCTGGGTGGGCGGATGCATACGCAGTATCCGGATAATGAT 
TTCAAGAGGTTTTTCACCTACCGCAACCGTGGCTACCTGATGAGCCAGCCGGGAATGCGC 
AAGCTTCTCCCTCAGGAATATGCGCGCTTTGCGTGGTTCTTCCTGGTTCAGAAACGGGAT 
GTGAAGGGATTCCGGGAGTGGCTGCGCCTGCACAAACTGGGCCGCGACGAGAAATTCAAT 

AGGCCC 

>RXN00 427-downstream 

T AG ATC AGT T T TAGTAGT T CC TC 

>RXN004 83-upstream 
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AGACCCAAGAGTAAAATCCCAGGATTTGCTTATACTTGCGCTCATGGATAATCAACTTCG 
TCCCACTTTGCATTAT CAAGCTCAAAACCCGCACCGGCGA 

>RXN00483 

GTGCTGGTCACCGGTGCGACAGGCTACATTGGCGGCAGGTTGATTACTGAGTTACTTGCT 
GCCGGTTTCCAAGTTCGGGCCACCTCGAGGAAAAAAACAAGTCTTCAGCGCTTTGACTGG 
TACGAGGACGTCGAGGCAGTGGAAGCGGATCTGACTGACGCGACTGAGTTAGATACGTTA 
TTTAAGGATGTAGACGTTGTTTACTATCTAGTGCATTCCATGGGAGGTAAGAATGTTGAT 
TTTGAAGAGCAAGAGCAACGCACTGCTGAAAATGTAATTCAAGCTGCTGATCAAGCCGGG 
AT AAAACAG AT T GTC T ACC T T T CC GGC T T AC ACCC GC G T AAT C GAAAAAT AGAAGAAC T A 
TCTAAGCACATGCGCTCACGGGAAAAGGTCGCCCAGATTTTGCTGGCAGGCCAGACACCA 
GCTTTAATTTTAAGGGCTGCCACAATTATTGGTTCCGGCTCTGCAT CATTTGAAATAATC 
CGTCATCTCACGGAGCGTTTGCCTAGAATGATAGCGCCTCAGTGGATTACTAATCAGATT 
GAGCCTTTAGCAATACGGGATGTTTTGCATTACCTAATCTCGGCGGCTGATTTAAAGGAT 
CCAGTCAACCGCTCCTGCGATATTGGGTGTGGAAAGTCGTATGAATTTGCGGATCTATTG 
CGTATCTATGCCGATGTTCGGGGACTGAAACGTCATGTAAATTCCGTACCTCTCAATTTG 
CCCATGGACAAGCTATCCGGTCTTTGGATTAGTCTAGTGACACCTGTTCCATTTCAATTG 
TCTTTCCCTTTAGCTCAATCAATGGCTGAGGATGCCGTCACTGAAGAGCACAGCATTAAA 
GATATTATTTCAGATCCACCCGATGGTTTTATTGAGTATCGGGAAGCAGTGGAGCTGGCA 
TTAGCTGCAGAATTTGATCGTGGAGTTCCAACGTCATGGGATCGAAGCTGGACTGTACAA 
CAACCGTGGGCTGGCCAGCCTACCGATCCAGAGTGGGCGGGCAAAGCTGTATATGAAGAC 
GTCCGCACAGAAGATACTGATCTCCGAGCAGCGCAGGTCTGGCCGAT CATTGAAGGTTTG 
GGTGGCGTGAACGGCTGGTATTCTGCACCACTGCTATGGCGATTGCGGGGTATCGCTGAC 
AGACTCATCGGCGGTCCAGGTTTGGGCGGACGGCGGGATCCCCGTCATTTGAAACTTGGG 
GATCGCATTGATTGGTGGCGGGTTACTGAGATCGATCCACCACATAGATTAGTGCTCACC 
GCAGAGATGAAAGTAGATGGTGGCGCTTGGCTGATCCTGGAAGTTGCGGACAAGGAAAAT 
GGCGGATGTACTTATACCCAGCGCGCAATATTTGAGCCGAAGGGTTTGCCCGGTTATCTC 
TATTGGTGGGTTGTTTCACCGTTCCATGCGATTATTTTTCCTTATATGCGTTCGAATATT 
TTAAAAGCTGCGCGTAAACTCACT 

>RXN004 83-downstream 
TAATCGCAGAGTAGGCGTCTAAA 

>RXN00519-upstream 

TTTCCATGCGGGGCTGAAACTGCCACCATAGGCGCCAGCAATTAGTAGAACACTGTATTC 
TAGGTAGCTGAACAAAAGAGCCCATCAACCAAGGAGACTC 

>RXN00519 

ATGGCTAAGATCATCTGGACCCGCACCGACGAAGCACCGCTGCTCGCGACCTACTCGCTG 
AAGCCGGTCGTCGAGGCATTTGCTGCTACCGCGGGCATTGAGGTCGAGACCCGGGACATT 
TCACTCGCTGGACGCATCCTCGCCCAGTTCCCAGAGCGCCTCACCGAAGATCAGAAGGTA 
GGCAACGCACTCGCAGAACTCGGCGAGCTTGCTAAGACTCCTGAAGCAAACATCATTAAG 
CTTCCAAACATCTCCGCTTCTGTTCCACAGCTCAAGGCTGCTATTAAGGAACTGCAGGAC 
CAGGGCTACGACATCCCAGAACTGCCTGATAACGCCACCACCGACGAGGAAAAAGACATC 
CTCGCACGCTACAACGCTGTTAAGGGTTCCGCTGTGAACCCAGTGCTGCGTGAAGGCAAC 
TCTGACCGCCGCGCACCAATCGCTGTCAAGAACTTTGTTAAGAAGTTCCCACACCGCATG 
GGCGAGTGGTCTGCAGATTCCAAGACCAACGTTGCAACCATGGATGCAAACGACTTCCGC 
C AC AAC GAG AAG T C CAT CAT C C T C G AC G C T G C T GAT G AAGT T C AG AT C AAG C AC AT C G C A 
GCTGACGGCACCGAGACCATCCTCAAGGACAGCCTCAAGCTTCTTGAAGGCGAAGTTCTA 
GACGGAACCGTTCTGTCCGCAAAGGCACTGGACGCATTCCTTCTCGAGCAGGTCGCTCGC 
GCAAAGGCAGAAGGTATCCTCTTCTCCGCACACCTGAAGGCCACCATGATGAAGGTCTCC 
GACCCAATCATCTTCGGCCACGTTGTGCGCGCTTACTTCGCAGACGTTTTCGCACAGTAC 
GGTGAGCAGCTGCTCGCAGCTGGCCTCAACGGCGAAAACGGCCTCGCTGCAATCCTCTCC 
GGCTTGGAGTCCCTGGACAACGGCGAAGAAATCAAGGCTGCATTCGAGAAGGGCTTGGAA 
GACGGCCCAGACCTGGCCATGGTTAACTCCGCTCGCGGCATCACCAACCTGCATGTCCCT 
TCCGATGTCATCGTGGACGCTTCCATGCCAGCAATGATTCGTACCTCCGGCCACATGTGG 
AACAAAGACGACCAGGAGCAGGACACCCTGGCAATCATCCCAGACTCCTCCTACGCTGGC 
GTCTACCAGACCGTTATCGAAGACTGCCGCAAGAACGGCGCATTCGATCCAACCACCATG 
GGTACCGTCCCTAACGTTGGTCTGATGGCTCAGAAGGCTGAAGAGTACGGCTCCCATGAC 
AAGACCTTCCGCATCGAAGCAGACGGTGTGGTTCAGGTTGTTTCCTCCAACGGCGACGTT 
CTCATCGAGCACGACGTTGAGGCAAATGACATCTGGCGTGCATGCCAGGTCAAGGATGCC 
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CCAATCCAGGATTGGGTAAAGCTTGCTGTCACCCGCTCCCGTCTCTCCGGAATGCCTGCA 
GTGTTCTGGTTGGATCCAGAGCGCGCACACGACCGCAACCTGGCTTCCCTCGTTGAGAAG 
TACCTGGCTGACCACGACACCGAGGGCCTGGACATCCAGATCCTCTCCCCTGTTGAGGCA 
ACCCAGCTCTCCATCGACCGCATCCGCCGTGGCGAGGACACCATCTCTGTCACCGGTAAC 
GTTCTGCGTGACTACAACACCGACCTCTTCCCAATCCTGGAGCTGGGCACCTCTGCAAAG 
ATGCTGTCTGTCGTTCCTTTGATGGCTGGCGGCGGACTGTTCGAGACCGGTGCTGGTGGA 
TCTGCTCCTAAGCACGTCCAGCAGGTTCAGGAAGAAAACCACCTGCGTTGGGATTCCCTC 
GGTGAGTTCCTCGCACTGGCTGAGTCCTTCCGCCACGAGCTCAACAACAACGGCAACACC 
AAGGCCGGCGTTCTGGCTGACGCTCTGGACAAGGCAACTGAGAAGCTGCTGAACGAAGAG 
AAGTCCCCATCCCGCAAGGTTGGCGAGATCGACAACCGTGGCTCCCACTTCTGGCTGACC 
AAGTTCTGGGCTGACGAGCTCGCTGCTCAGACCGAGGACGCAGATCTGGCTGCTACCTTC 
GCACCAGTCGCAGAAGCACTGAACACAGGCGCTGCAGACATCGATGCTGCACTGCTCGCA 
GTTCAGGGTGGAGCAACTGACCTTGGTGGCTACTACTCCCCTAACGAGGAGAAGCTCACC 
AAC AT CAT G C G CC C AG T CG C AC AG T T C AAC G AGAT C G T T G ACGCAC T G AAG AAG 

>RXN00519-downstream 
TAAAGTCTCTTCACAAAAAGCGC 

>RXN00595-upstream 

CGACGACACCCGGTCCATCGAACCAGATGACGATCAATCGCCTTTGACTACTAGCGCTCG 
T T C AG T CAC C AAC C C AAC AG AT C AG GAG GAT AAAG C T T AA 

>RXN00595 

ATGGCCATGGATGTTCTCCTTCCTATTTTCGTTGCAGTTCCCCTTGCTGCCTCTGCCATT 
GCGGTGCTTCTGCCGTGGCGTCTCATCCGCGATATTTTGCACATCATCGTGCCTTTCGCG 
GGTATTTTTGCTGGCATCTGGTTGTTTGCACACACCGCTGAACACGGCCCGATTGCTCAC 
AACGTGGGCCTTTATGTCGGTGGCGTGGCAATCCCCTTTGCTGCCGATACGTTCAGCGCC 
ATCATGTTGATCACCACCTCGATCGTTGCGGTGGCTGCCAACTGGTTTGCCACCATCGTC 
GGTGAAACCCGCGCGCGTTTCTATCCAGCGCTCACATTGATGCTGATCACGGGCGTCAAC 
GGTGCTCTGCTGACTGCCGATCTGTTCAACTTCTTTGTGTTCATCGAAGTGATGCTGCTG 
CCTTCCTATGGTTTGATCGCCATGACCGGAACGTGGGCGCGCCTAGCCTCTGGACGAATC 
TTCGTACTAGTCAATCTCTCTGCCTCCACATTGCTGGTTGCAGGTGTGGGAATCGTCTAC 
GGTGTCATAGGCTCAGTCAACATCGCAGCTCTGCAAGATGTCGTAGAGGGCAACCCCCTG 
GTTGCCAGCGCAATGGGCATCGTGGTTATTGCCATCGCGGTTAAAGCCGGTGTATTCCCA 
GTGCACACATGGCTGCCACGCACCTATCCTGGTACATCAGCAGCTGTGATGGGGTTGTTC 
TCCGGTTTGCACACCAAAGTCGCGGTATACATGCTCTATCGCATTTGGGTCCACATTTTT 
AACATGGATCCCACGTGGAATTGGCTGATTGTCGCATTCATGGTGATATCCATGCTGGTC 
GGTGGCTTCGCTGGACTTGCTGAAAACTCCATCCGTCGCGTCCTTGCCTACCAAATGGTC 
AACGGCATGCCATTTATTCTCAT CAT GATGGCGTTTACCTCTGACGATCCACAGCGCGCA 
CTTGCCGCTGGTCTGTTGTACACCCTGCACCACATGATCACCATCGCCGCATTGGTGCTC 
ACTTCCGGCGCAATCGAAGAAACCTACGGCACCGGTATGTTGTCCAAGCTGTCTGGCCTT 
GCACGCCGCGAACCCGTCGTCGCAGCAGTGTTCGCTGCAGGTGCCTTCTCTGTTGTCGGT 
TTCCCACCGTTTTCCGGTATGTGGGGCAAAGCGCTCATCCTGCTCGAGATCGCCCGCGTC 
GGCAATATTGCAGCATGGATCGCAATCGCCGCCATCATCATCGCCAGCCTGGGCGCACTG 
CTCTCGATGATCCGCGTGTGGCGTGAAGTCTTCTGGGGTGGCGCAATGCACCAGCGCGGC 
GTCTCGCCGCAGCTGCGCATCAGCCCAGCAAAAATCGCCCCAGCGCTCAGCCTGATCATT 
TTATCGGTAGGCATGTTCATCTTCGCGGGCCCGCTTATCGACGCGACCCTCACCGCCACC 
GACGGCCTCTTGAACACCGATGCATACCAACAGGCTGTGCTCGGTGAAAATGCCATCGGA 
GTGCCAAGCCCTAGCTACCAGGGAGGAAAC 

>RXN0 05 95 -downstream 
TAATGCTTAACGCCCTGAAATTC 

>RXN00528-upstream 

TTCTGCTGGGAATCCCCACATTTTGGAACGTAGCGTCGATAAGCGTGCGGCGAAGCTTTT 
TCGGTCGCGGCCGTTATCTTTTTAAGAGGAGAAATTTTAG 

>RXN00528 

AT GAGCACGTCCACCATCAGGGTTGCCATTGCCGGAGTCGGAAACTGCGCGACCTCCCTC 
ATTCAGGGTGTGGAATATTACCGAAATGCGGATCCTTCCGAAACTGTCCCGGGTTTGATG 
CACGTCAAATTCGGTGATTACCACGTTGGCGACATTGAATTCGTGGCCGCGTTCGACGTC 
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GACGCCGAAAAAGTAGGCATCGATCTTGCCGACGCCACCGAGGCTTCACAAAACTGCACT 
ATCAAAATCGCCGATGTCCCACAGACCGGCATCAACGTGCTGCGTGGCCCGACTCTCGAC 
GGCCTGGGCGATCATTACCGCGCGACCATCGACGAGTCCACCGCCGAGCCAGTCGACGTT 
GTCCAGGCGCTTATCGACGCAAAAGCCGATGTTTTGGTGTCCTACCTCCCAGTGGGCTCC 
GAAGAAGCCGACAAATTCTACGCACAAGCCGCCATCGATGCAGGCTGCGCCTTTGTCAAC 
GCTCTCCCAGTATTCATCGCCTCCGACCCTGAGTGGGCTAAGAAGTTCACTGACGCTGGC 
ATCCCAATTGTTGGCGATGACATCAAATCCCAGATCGGTGCAACCATCACCCACCGTGTC 
CTCGCACGCCTTTTTGAAGAACGTGGCGTTCGCGTAGATCGCACCATGCAGCTCAACGTC 
GGCGGCAACATGGACTTCAAAAACATGCTTGACCGCAATCGCTTGGAATCCAAGAAGGTC 
TCCAAAACCCAAGCAGTGACCTCCAACATTCCAGATGGTCCACTGTCTGGAAAGGTGGAA 
GAC CG C AAC G T C C AC AT C G G AC CAT C C GAC C AC G T C C AAT GG C T C GAT GAC CGC AAG T G G 
GCTTATGTCCGCCTCGAAGGCACCGCATTCGGTGGAGTTCCCCTCAACCTTGAGTACAAA 
CTCGAGGTGTGGGATTCACCCAACTCTGCCGGCATCATCATCGACGCTGTTCGCGCCGCC 
AAGATCGCCCTCGATCGCGGTATCGGCGGACCGAT CATGCCAGCAAGCTCCTACCTGATG 
AAGTCCCCACCTGAGCAGCTTCCAGACGATGTTGCTTGTGAACGCCTAGAGGCATTCATC 
ATCGAGGCG 

>RXN00 52 8-downstream 
TAAAATTAGGCTAAAAATTTGGG 

>RXN00606-upstream 

TGCGGTGGCGATTGCTGCGACCCAAGCTGGCACCACCAGCCTCGATGGTATTTTGCACTC 
TGATTTCTGGCGGAGAAGCCA 

>RXN00606 

GTGCTCACGGGTGTTATTGCGGTGCTGATTGCAATGTCCGCGTTCACTAAGTCCGCACAG 
TTCCCGTTCCACTTCTGGCTGCCTGAGGCGATGGCTGCGGCCACCCCAGTGTCGGCGTTC 
CTGCACGCTGCGGCCGTGGTCAAGGCGGGTATTTACCTGTTGCTGCGCTTTAGCATTGTG 
TTCCATGATGTTGCGGTCTGGAATTGGTTGCTGATTATCGTCGGCATGGGTACGGCCATC 
ATGTCGGCGTATTTCGCGGTGCAGAAGACCGATCTGAAGAAGCTCACGGCATATTCCACG 
GTGTCGCATTTGGGTTGGATCGTAGCGACCATCGGCGTGGGCACTCCTTTCGCGCTCGGC 
GCTGCCATTGTGCACACGCTCAGCCACGCGCTGTTTAAGTCCTCGTTGTTCATGCTCATT 
GGCGTGATTGATCACCAGACTGGCACGCGCGATATTCGTCGCCTCGGTTTCCTGGTCAAG 
AAGATGCCGTTCACGTTTGTGTCTGTATTAATAGGTGCGTTGTCGATGGCATCGGTTCCG 
CCGTTGCTCGGCTTCGTGTCCAAAGAAGGCATGATCACAGCGTTCATGGACGCCCCCATC 
GGCAACTCCTATGTTGTATTACTGCTGGTCGGCGCAGCAATCGGCGCGGTCCTAACCTTC 
ACATACTCCGCGAAACTCGTGCTCGGCGCATTCGTCGACGGCCCACGCGACATGTCACAC 
GTCAAGGAAGCCCCCGTCTCCCTCTGGCTTCCGGCCGCCCTGCCTGGACTTATGTCTCTG 
CCACTAGTCCTAGTACTTTCGCTTTTCGACGCCCCCGTCTCCGCCGCAGCCACCTCCGCC 
GCGGGGGAAGCGGCGCACATGCACCTGGCATTGTGGCACGGCATCAACACCCCACTGTTG 
ATTTCCTTGGGTGTGCTGGTGGCCGGAATCCTTGGTGTGCTGTTCCGCAAAGAGCTGTGG 
AAAATCGCCGAGACCAGCCCTTTCCCCATCGCCACAGGCAACGACATCCTATCGATGCTG 
GTTTACCGAGCCAACTTGCTGGGTAAATTCTTCGGTCGCATGGCTGATTCGATGAGCCCA 
CGCAGGCACTTGGTCAGCCTCATCGTGCTGCTCTGGGCGCTGGCTGCTTTTGCCACCATT 
CACCCCTCGGTTCAGCTTGCACCAAAGCAACCGGGAATTGATCGTTGGATCGACCTCATT 
CCGCTTGCCATCATCGCGCTATCTGTCTTCGGCCTGCTCACCACCCGAAACCGCCTCAGC 
GCAGCCGTGCTTGTGGGTACCGTTGGTGTGGGTGTTTCCTTCCAGATGCTACTTCTGGGC 
GCTCCCGATGTTGCACTTACCCAGTTCCTGGTAGAAGGCCTCGTCGTGGTAATCATCATG 
ATGGTTGTCCGGCACCAGCCTGCCAACTTCAAGCGCATCAAGCCCAGCAGAAGGCGCAGC 
ACCGTTCTTGTCGCCGTCCTTGCTGCCTTCGCCGCATTCATGGCGGTGTGGGGATTGCTT 
GGCCGTCACGAACGTTCTGAGCTGGCCATGTGGTACCTCAACCAAGGTCCAGAGATCACC 
TCTGGCGCCAACGTGGTGAACACCATCCTCGTGGAATTCCGTGCACTGGATACGTTGGGC 
GAGCTCTCCGTGCTTGGCATGGCAGCTGTCGTCATCGGTGCGATGGTGGCTTCCATGCCT 
CGTCATCCGTTTGCCAAGGGCACCCACCCTCGCCCCTTTGGCCAAT CACAGTTGAACTCC 
ATTCCGCTGCGCATGCTGCTTAAGGTGCTGGTTCCAGCGCTATGCTTCTTGAGCTTCATG 
GTGTTCATGCGTGGACACAATGATCCGGGAGGCGGTTTCATCGCAGCCCTAATTGCCGGT 
GGCGCGCTGATGCTCCTGTACCTGTCCAAGGCCAAAGATGGCCGCATTTTCCGCCCGAAT 
GTTCCTTTCATTCTCACTGGTGCGGGCATCTTGATGGCAGTGTTCTCGGGCGTACTGGGA 
CTCACCCACGGTTCTTTCCTGTACGCCATCCACTTCAACTTCGTAGGCCAGCACTGGACC 
ACCTCGATGATCTTCGACCTCGGCGTGTACCTGGCCGTGTTGGGCATGGTGTCCATGGCA 
ATCAACGGCCTGGGCGGATACCTGCGCCCAGGTACCGACAATGCAGATCTGGACTACGCC 
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CGCCGAAGTGGCCCACTGCCAGCAACGCCAACGGTTGAACCCGAACCAGAAGGCGATGAA 
G AC T G G C C C G AAC CC AT C AAC C C C G C AG G C G AT AAC AAAG AG GAG G C AAAC C G A 

>RXN0060 6-downstream 
TGATTCTCGCACTGACAGTCGCG 

>RXN00 635-upstream 

CTGGCAGGCGGGCGAAGCGTGGCAACAACTGGAATTTAAGAGCACAATTGAAGTCGCACC 
AAGTTAGGCAACACAATAGCCATAACGTTGAGGAGTTCAG 

>RXN00635 

ATGGCACACAGCTACGCAGAACAATTAATTGACACTTTGGAAGCTCAAGGTGTGAAGCGA 
ATTTATGGTTTGGTGGGTGACAGCCTTAATCCGATCGTGGATGCTGTCCGCCAATCAGAT 
ATTGAGTGGGTGCACGTTCGAAATGAGGAAGCGGCGGCGTTTGCAGCCGGTGCGGAATCG 
TTGATCACTGGGGAGCTGGCAGTATGTGCTGCTTCTTGTGGTCCTGGAAACACACACCTG 
ATTCAGGGTCTTTATGATTCGCATCGAAATGGTGCGAAGGTGTTGGCCATCGCTAGCCAT 
ATTCCGAGTGCCCAGATTGGTTCGACGTTCTTCCAGGAAACGCATCCGGAGATTTTGTTT 
AAGGAATGCTCTGGTTACTGCGAGATGGTGAATGGTGGTGAGCAGGGTGAACGCATTTTG 
CATCACGCGATTCAGTCCACCATGGCGGGTAAAGGTGTGTCGGTGGTAGTGATTCCTGGT 
GATATCGCTAAGGAAGACGCAGGTGACGGTACTTATTCCAATTCCACTATTTCTTCTGGC 
ACTCCTGTGGTGTTCCCGGATCCTACTGAGGCTGCAGCGCTGGTGGAGGCGATTAACAAC 
GCTAAGTCTGTCACTTTGTTCTGCGGTGCGGGCGTGAAGAATGCTCGCGCGCAGGTGTTG 
GAGTTGGCGGAGAAGATTAAATCACCGATCGGGCATGCGCTGGGTGGTAAGCAGTACATC 
CAGCATGAGAATCCGTTTGAGGTCGGCATGTCTGGCCTGCTTGGTTACGGCGCCTGCGTG 
GATGCGTCCAATGAGGCGGATCTGCTGATTCTATTGGGTACGGATTTCCCTTATTCTGAT 
TTCCTTCCTAAAGACAACGTTGCCCAGGTGGATATCAACGGTGCGCACATTGGTCGACGT 
ACCACGGTGAAGTATCCGGTGACCGGTGATGTTGCTGCAACAATCGAAAATATTTTGCCT 
CATGTGAAGGAAAAAACAGATCGTTCCTTCCTTGATCGGATGCTCAAGGCACACGAGCGT 
AAGTTGAGCTCGGTGGTAGAGACGTACACACATAACGTCGAGAAGCATGTGCCTATTCAC 
CCTGAATACGTTGCCTCTATTTTGAACGAGCTGGCGGATAAGGATGCGGTGTTTACTGTG 
GATACCGGCATGTGCAATGTGTGGCATGCGAGGTACATCGAGAATCCGGAGGGAACGCGC 
GACTTTGTGGGTTCATTCCGCCACGGCACGATGGCTAATGCGTTGCCTCATGCGATTGGT 
GCGCAAAGTGTTGATCGAAACCGCCAGGTGATCGCGATGTGTGGCGATGGTGGTTTGGGC 
ATGCTGCTGGGTGAGCTTCTGACCGTTAAGCTGCACCAACTTCCGCTGAAGGCTGTGGTG 
T T T AAC AAC AG T T C T T T G G GC AT G G T G AAG T T G GAG AT G C T C G T G GAG G G AC AG C C AGAA 
TTTGGTACTGACCATGAGGAAGTGAATTTCGCAGAGATTGCGGCGGCTGCGGGTATCAAA 
TCGGTACGCATCACCGATCCGAAGAAAGTTCGCGAGCAGCTAGCTGAGGCATTGGCATAT 
CCTGGACCTGTACTGATCGATATCGTCACGGATCCTAATGCGCTGTCGATCCCACCAACC 
ATCACGTGGGAACAGGTCATGGGATTCAGCAAGGCGGCCACCCGAACCGTCTTTGGTGGA 
GGAGTAGGAGCGATGATCGATCTGGCCCGTTCGAACATAAGGAATATTCCTACTCCA 

>RXN00 635-downstream 
TGATGATTGATACACCTGCTGTT 

>RXN0 0 68 4 -upstream 

AG T C AC AC C T AAAAG T G AT AGC CAT CAC GAAT C T T TAG GAAAAG T GAT T CAAAC T T C AC T 
G T GAT CGGCTTCGGC C AC AC AC AAG T G T C AG GAG AT G AC A 

>RXN00684 

ATGACTTCCCAGACTTCCCAACAATCCACCTCAACCGGTGGATGCCCATTCGGGCACACA 
TCAGAGTCCACCAGCCATCACGGCTACCAGCCTTTCGATATGCACAACCCGTTTCCTGCA 
TATAAAGAACTCCGTCAGGAAGAGCCAGTGATGTTCGAT GAGCGCATCGGCTACTGGGTG 
GTAACCAAATATGACGACATCAAAACCACCTTTGATGACTGGGAAACATTCTCCTCTGAA 
AATGCACAAGCCCCAGTCCGCAAGCGTGGACCTCAGGCAACCCAAATCATGACCGATGGC 
GGCTTCACTGCATACTCCGGATTATCAGCTCGTATTCCACCAGAGCACACCCGCATCCGC 
GCAATCGCACAAAAGGCCTTCACGCCACGCCGCTATAAAGCACTCGAACCAGATATCCGA 
GCAATGGTGATTGATCGTGTGGAGAAAATGTTGGCGAATGATCAACACGTCGGCGATATG 
GTGTCAGATCTTGCCTACGACATTCCAACCATCACGATCCTGACGCTGATCGGTGCAGAT 
ATTTTCATGGTGGTCACCTACAAGCGGTGGTCAGATTCCCGTGCGGCCATGACCTGGGGC 
GAT C T T AGT G AT GAAGAGC AGAT CC CAC AC G C AC AC AAT T T G GT T GAG T AC T G GC AG GAA 
TGCCAACGCATGGTAGCTGATGCACATGCACACGGTGGCGACAACCTCACCGCTGATCTA 
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GTGCGAGCACAGCAAGAGGGTCAAGAAAT CACCGATCAT GAGATTGCTTCTTTGCTGTAC 
TCCCTGCTTTTTGCGGGGCACGAAACAACCACCACGTTGATCTCCAATTGTTTCCGAGTT 
CTCCTCGATCATCCAGAGCAGTGGCAAGCCATTCTAGAGAATCCAAAACTGATTCCTGCG 
GCAGTGGATGAGGTCTTGCGGTACTCCGGCTCGATCGTGGGGTGGCGTCGAAAAGCATTA 
AAAGACACCGAGATCGGCGGCGTTGCCATTAAGGAAGGCGATGGTGTTCTGCTGCTCATG 
GGTTCCGCGAACCGCGATGAAGCTCGCTTTGAAAATGGCGAGGAATTCGATATCAGCCGC 
GCTAATGCGCGCGAGCACCTGTCTTTTGGTTTCGGCATCCACTATTGCCTAGGAAACATG 
CTGGCCAAACTTCAAGCCAAGATCTGTCTCGAGGAAGTCACCAGGCTTGTTCCTTCCCTG 
CACTTGGTTGCGGACAAAGCTATCGGGTTCCGGGAGAACCTCTCCTTCCGCGTCCCCACT 
TCTGTTCCCGTGACTTGGAACGCT 

>RXN00 68 4 -downstream 

T AACGCTT T AT T AAAT AAGGAGA 

>RXN0 07 05 -upstream 

GTTCTGGAACAAGCACTGATGATTGGGCCGAGTCCACGTTGGTTAATGCTCTGCATCTTC 
AAGAAATCATCGCTAAAAATTACCCGGAGGCTAAATAAAA 

>RXN007 05 

ATGGGTCGGATTACCCAAAACTTGCAGGTCCCACGCGTTGTGTCCACTGACGAGCAAGTT 
TTTGTTAACACTCGTCCGGATACTGTTGCGGTGGAGGAGCCTCTAGAAATTCGGGTTAAT 
GGCACTGCGCTTACCACCACTATGCGCACGCCCGGCCATGATATTGAGTTGGTGCATGGC 
CTCCTCTTGTCAGAAGGTCTGATCACGGATGCTTCTGAGGTTTTTACCGCCCGCTATTGT 
GCAGGAGCTGTTGGCCCAGATAATCAAAATACGTACAACGTCTTAGAACTT GAT GT CATC 
CCCAAAGACAATCCGGCCCGGGATCCCGTCCAGAATCCCTCCCATAATCCCGAAGGCAGC 
CAACACGAAGCACTCCACATCCCAACTTTCCAACCGGTACGCGAACTAAACCTCGTGGCA 
GCCCAACGCAATGTGCTGACTACGTCTGCTTGTGGTGTTTGTGGCACGACGTCTATTGAG 
CAGTTGATGAACAAGAAGGGCTGGCCCATTACGCCGATTACACCGGATCCTCGGATGATT 
GTGTCGTTGCCAGATAAGTTGAAGTCGAAGCAGAAGATTTTCGACAAAACTGGTGGGGTT 
CATGCTGCTGGTTTGGCCACGCTTGATGGTGAGATGTTGATTATTCGAGAGGATGTCGGT 
CGGCATAACGCAGCTGACAAAGTTATAGGAAACATGCTGATGGCGGGAAAGCTCCCCTTG 
GAAAACACTATTTTGGTGATGAGTTCTAGGGCGTCTTTTGAGCTTGTCCAAAAGGCTGCC 
ATGGCTGGAATTTCGGGTGTAATCGCTGTTGGTGCTGCAACATCGCTGGCAATCGAGGCG 
GCGCAGGATTCAGGTATTTTCCTTGCTGGTTTTGTTCGGGGCAACAAGTTTAACCACTAT 
GCGGGCGAGCTCGGA 

>RXN007 05-downstream 
TAATGCCAGAACAGGTAGAACAG 

>RXN007 99-upstream 

TTGTCTAACCCCGTATAGGTGAGAAATGTTGGACAAGTGTCTGTTTTTTGTGGGGGAAAT 
C T GAC T AC GATGG TAAGAAATAAG G AAAGAGAT T AC CAT T 

>RXN007 99 

ATGTCTCAAGAGCGGCCTCAAATCGGCTCCCGCCTCTCTCGTGTCATTGAACAAGACGGC 
CTACAATTCCGCGATCTCGACGGCGACGGCGTACTTGCACCTTATGAAGATTGGCGTCTA 
ACCCCAGCAGAGCGTGCCGCTGACCTGGTGAAACGTATGAATGTGGAAGAAAAAGCGGGC 
CTGATGATCATCGGTTCGCACTACCCCGGATACTCGCCTTTGGCGCCGGAGAGTGAAGGC 
AAAGACGCGGAAAAGTGCGAGCCTTTGCTGAACCCTGTCGATATGTGGCGTGAGGATAAC 
CCGATCACGGGTGTTCCTTTCACCGAGCCTGTGCTGGCAACTTCTTCCACTGAAAATGCC 
ATTAACCTGCGCAATCAGCGTTACTTAATTGTTCGTGACAACCTGCCAGCTCGTGGGCTT 
GCTACTTGGACCAATGCTGTTCAGGAAGTCGCGGAGCGATCCCGTTTGGGTATTCCTGTT 
GCGTTTGCGTCGAATCCTCGTAACCACGTCGCGCTCGTTGCGCAGTTCGGTGTGAACGAG 
TCCGCGGGTGTGTTCTCTGAGTGGCCTGGCGAGCTGGGTCTTGCTGCGCTTCGCGATGCT 
GAACTGATGGAGACTTTCGGTACCGAGGCTGCTAAAGAATGGCGTGCCGGTGGTGTGCAC 
AAGCTGTACGGTTACATGGCTGACCTCGCTTCTGAGCCTCGTTGGTCCCGCTTCAACGGT 
ACTTTTGGTGAGGATCCGGAGTTGATCTCTGATTACATCGCTGCTGTTGTGCGTGGTTTG 
CAGGGCCCTGAGCTGTCCAAGAATTCCGTGTCGACCACCATTAAGCACTTCCCAGGTGGC 
GGCGTGCGCCTCGACGGCCACGATCCTCACTTCCACTGGGGTCAGACCAATGAGTACCCA 
ACCGAAGATGCGCTGGGCAAGTACCATCTGCCTCCTTTCCAGGCAGCTATCGACGCTGGC 
TGCGCCTCGATCATGCCTTACTACGCACGGCCAATGAACAACTCCGCCAACCAGCTCGAT 
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CAGCAGCTGTGGCAAAACCCGACCACGCAGTTCGAAGAGGTTGCGTTTGCCTACAACCGC 
ACCTTCATTCAGGATTTGCTTCGCGACGCCATGGGCCACCGTGGGTACGTCAACTCCGAC 
TCCGGCGTCATCGACGCCATGATGTGGGGCGTGGAGGAACTCAGCGAGCCAGAACGCTTC 
GCCGCAGCAGTGCGTGCAGGCACCGACATTTTCTCCGACATGGCTAACCCACGTCGACTG 
CTCGAAGCAGTTGCTGAGGGACACCTTGATGAGTCAGAGCTGAATCAGCCAGTCCAGCGA 
CTCCTGGAGGAAATCTTCCAGCTTGGTCTGTTTGAGAACCCATATGTCTCTGAAGATGAA 
G C AGAAAAG AT CAT T GG T GC G CC AG AG G T T T C T GC AT T G GG C AACAAAG CAC AG C T T GAT 
TCCGTCACCTTGCTGCGTAACAACCCCATCCGTGCTGCCACTGGATCCTGCAGCAAGCCT 
GAAGATCTACCCATTGGTTACTGGCCGTACCAAGATCGACGAGGTTCAACTACAGCTGGA 
AGCAGCCATTCGCGCAGAACTCCCAGGGGTAACCTTGGTGTCTTCCGAGTCAGAAGCAGA 
TCTTGCAATCGTGTGGGCTCGCCC 

>RXN007 99~downstream 
TGAAATTGCACTGTTTGAAGATG 

>RXN00868-upstream 

CGATGACCCAGCGCACGCCTGGGTTCGAGATACATGGACCGGGCAAGCATTTGATGATCG 
CTTGCCATATGAGAACGCAAACAAGGAGGGATAAAATTTC 

>RXN00868 

ATGGCTGAAACGAAGAGAATGACAGTTAGCCAGGCACTGGTTGAATTCCTTGGTCACCAG 
TGGACTGTCGACGGCGATATCCGCGAGCGCACCATTCCAGGCATGTTCGGAATTTTCGGA 
CACGGAAACGTTGCTGGCATTGGCCAGGCACTCAAGCAGTACAACGTTGAACAACCTGAG 
CTCATGCCGTACTACCAGGCTCGTAATGAGCAGGCGATGGTGCACCAGTCTGTTGGATAT 
GCACGCATGCACCGCCGTCGTGGCACATACGCATCTGCCGCATCTGTTGGACCCGGCGCG 
ACCAACCTGTTAACCGGTGCGGCTCTTGCTACCACCAACCGTTTGCCAGCGTTGCTGCTG 
CCTAGTGATACTTTTGCCACCCGCGTGGCGGATCCAGTGTTGCAGCAGTTGGAGCAGCCA 
TGGGATATCGGGCTGACGGTTAATGATGCTTTCCGCCCTGTGTCTAAGTTCTTTGATCGG 
GTGCAGCGCCCGGAGCAGTTGTTCTCTATTGCGTTGGCTGCGATGCGTGTGTTGACTGAT 
CCCGCAGAAACCGGTGCGGTCACCATTGCGCTTCCAGAAGATGTGCAGGCTGAAATGCTC 
GATGTGCCGGTGGAGTTCTTGCAGGATCGTGAGTGGCACATTAGGCGCCCACGTCCAGAG 
CGTGCTGCGTTGGCTCGTGCGATTGAAGTCATCAAAAACGCTAAGAATCCGATGATCATT 
GCTGGTGGCGGAGTGTTGTACTCCGATGCGGAAACGCAGCTGCAGGCACTTGTGGAGCAG 
ACTGGCATTCCAGTGGGTACCTCCCAAGCTGGTGGTGGCGTGTTGGCGTGGGATCATGCA 
CAAAACTTAGGTGGTGTGGGTGCCACCGGAACGTTGGCTGCCAACCGCATTGCGGGTGAT 
GCTGATGTGATCATCGGTATCGGTACTCGTTACAGCGATTTCACCACCGCATCTCGCACT 
GCGTTCCAAAACCCTGATGTCACCTTCAT CAACATCAATGTTGCTTCCTTCGATGCTTAC 
AAGCATGGCACTCAGTTGCCTGTGATTGCAGATGCACGCGAGGCAATTGTGGAGCTTGCT 
GAAGCCCTGCAGGGATTCACCGTGGCAGAGGATTACGCGCAGCGCATCGCGAAGGAAAAG 
GCTGCGTGGGACGCAGAAGTAGATAAGTCTTTTGCCCCCTCCGGTCTTGCGCTGCCTGGA 
CAGCCGGAGATCATCGGCGCGGTGCAGGCGTCGACAAGCGAAAAAGACGTCATTGTGCAG 
GCCGCTGGATCCTTGCCTGGTGACCTGCACAAGCTGTGGCGTGTGCGCGATGCGCTGGGC 
TACCACGTGGAATATGCGTTCTCGTGCATGGGCTATGAAATCGCGGGCGGTATCGGCGCG 
AAGCGTGGACTTGATGCCGCAGGCGATGACCGCGACGTGGTGATCATGGTTGGTGATGGG 
TCCTACCTCATGCTCAACACTGAGCTGGTCACGGCCGTGGCAGAAGGTATCAAGGTGATT 
GTGGTGCTCATCCAAAACCACGGTTATGCCTCCATCGGCCACCTGTCTGAAACTGTCGGT 
TCGCAGCGTTTTGGTACTTGGTACCGCGAATATGACGCTGAGGCGAAAAACTTCCAGGGC 
GAGCAGATTCTGCCTGTTGACCTGGCGATGAATGCACGCAGCTACGGCATGGATGTCATT 
GAAGTGGAACCAAGCGCGAATGCGATCGAGGATCTCAAAGCAGCGATGGCAACCGCGAAG 
GCTTCGGAGAAATCCACCTTCATCCACATCAACAGCGATCCGTTGATCTACGCACCAGAC 
GGTGCTGGTTGGTGGGACGTGCCGGTGTCGGAGACGTCCACTCTGGATAGCACCAACGCG 
GCTCGTGAAGATTACCTGAAAAACCAAGCCCTCCAGCGTCCGCTGCTCGGC 

>RXN0 08 68 -downstream 
TAAACCAGT T GGC T AAACCAAAA 

>RXN0 0 871 -upstream 

GGGAAAAGGCGATCACCAGCCGTTGGCTCGACCCAGCAACCCACGGTGGCATTAACCTCG 
GTTTCCCACAGAACGATTAATTGAAGGAGAGCACAGGACT 

>RXN00871 
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ATGCGTTGGTTCCATAAGAAGGGCGAACTGGCCCGAGATGGTTGGCAAAGCGTTGTCGAT 
GCCACCACCCCAGGTTGGGAATATACCGGCATCCGCATTGCCGAACTGGGCAGTGGTGAA 
TCGCTTGAACTGAATGACACTGGTGTGGAACGCATCTTCATTCCACTTCAGGGCAGCTTC 
GATGTTGCCCACCATGGTCAGGTGACCCATCTTCACGGAAGAAAGTCAGTCTTTGATGGA 
CCAACCGATGTGCTCTACCTCCCCACTGGACAAACAGCAACGCTCAGTGGTCAGGGACGA 
GTCGCCGTGGCGGAAGCTCCCACTCAGGAACCCAAGGAGTGGAAGTACATCGCTCCAGCA 
GAAACTCCTGTGGAGTTGCGTGGAGCTGGCCGCTCGAGCCGACAAGTCCACAACTTTGGC 
ACCCCGGAAGCTCTCGATGCTGCTCGACTAATCGTGTGTGAAGTAATCACCCCAGGTGAA 
AACTGGAGCTCTTACCCTCCACACAAGCATGATGAGCACATCCCAGGACACGAGTCCAAG 
CTGGAGGAAATCTACTACTTCGAAAGCGCCCCATCGCGAGTTGGTGGCAGGGCCGAAGCA 
GCAGAAGGAGCTTTCGGAATGTTTTCCACCTACTCCTCACCAGCGGGGGAGATCGATATC 
AACGCCATGGTGTACAGCGGCGATATCGCGCTAGTTCCTTTCGGATACCACGGCCCTGCC 
GTGGCAGCACCTGGCTATGACTTGTACTACCTCAACGTCATGGCAGGACCTGATCCGGAG 
AGAATCTGGCTGATTAACGATGACCCAGCGCACGCCTGGGTTCGAGATACATGGACCGGG 
CAAGCATTTGATGATCGCTTGCCATATGAGAACGCAAACAAGGAGGGA 

>RXN00871-downstream 

T AAAAT TT CAT GGCT GAAACGAA 

>RXN00 8 72-upstream 

GAAATGTATTGCTTTGTCAGGACAATGTGTTATTGTCATGACATGCGATCGTGAGGGTCG 
CCACATTCCATCAAAAATGAGTGAAGGGTTGCATCGCCAC 

>RXN00872 

ATGACTAACTTGACGAGCACTCACGAAGTCCTAGCTATCGGCCGCTTGGGCGTAGATATT 
TACCCACTTCAAAGTGGAGTAGGACTGGCCGATGTTCAATCTTTCGGCAAGTACCTCGGC 
GGAAGCGCAGCAAACGTTTCTGTTGCAGCCGCCCGCCATGGACACAATTCCGCACTGCTG 
TCCCGTGTGGGAAATGATCCTTTCGGCGAGTACCTGCTTGCTGAGCTGGAGCGTTTGGGC 
G T G G AC AAC C AG T AC G T T GC C AC C GAT C AG AC T T T T AAG AC C C C AG T G A C C T T C T G T G AA 
ATTTTCCCACCGGATGATTTCCCACTGTACTTCTACCGCGAACCAAAGGCTCCGGATCTC 
AATATTGAATCCGCAGACGTCAGCCTGGAC GATGTGCGCGAAGCCGATATTTTGTGGTTC 
AC AC T C AC T GG T T T C AG T G AAG AG C CAAG C C G C G G C AC AC AC CG C GAG AT C T T GAC T AC T 
CGTGCGAACCGTCGCCACAC CATCTTTGATCTGGACTACCGACCAATGTTCTGGGAATCC 
CCAGAAGAGGCCACCAAGCAGGCGGAATGGGCGTTGCAGCATTCCACGGTGGCGGTTGGC 
AACAAGGAAGAATGCGAAATCGCAGTGGGCGAGACCGAGCCAGAGCGCGCGGGCCGAGCA 
CTGTTGGAACGCGGTGTGGAGTTGGCCATCGTCAAGCAGGGACCTAAGGGTGTCATGGCG 
ATGACCAAGGACGAAACCGTAGAAGTTCCTCCGTTCTTCGTCGATGTCATCAACGGTCTT 
GGTGCCGGCGATGCATTCGGCGGCGCGCTGTGCCACGGTCTGCTCTCTGAATGGCCGTTG 
GAAAAGGTTCTCCGTTTTGCCAACACCGCGGGTGCGCTTGTGGCGTCCCGTCTTGAATGC 
TCCACCGCAATGCCTACTACCGATGAGGTGGAAGCCTCCCTCAACCAGAAAGTC 

>RXN00872-downstream 
TGATATGACTCCTCCGATTATCT 

>RXN00 8 7 9-upstream 

CACCCCAAAGCCCAATCCAAAAGATGTATTTTCTAACAAACTTACCCTCACGCTACAAAT 
ATGCTGTGCCCACACGCTATTAGTGGCATAATGTTGTGTT 

>RXN00 87 9 

GTGACTGCTCGCAGATTTTTGAATGAACTCGCCGATCTCTACGGCGTAGCAACTTCCTAC 
ACTGATTACAAAGGTGCCCATATTGAGGTCAGCGATGACACATTAGTGAAAATCCTGCGT 
GCTCTGGGTGTGAATTTAGATACAAGCAACCTCCCCAACGATGACGCTATCCAACGCCAA 
ATTGCCCTCTTCCATGATCGAGAGTTCACTCGCCCACTGCCTCCATCGGTGGTTGCAGTT 
GAAGGTGATGAACTAGTTTTCCCGGTGCATGTGCACGACGGTTCCCCTGCAGATGTCCAC 
ATCGAATTGGAAGACGGCACGCAGCGGGATGTTTCTCAGGTGGAAAACTGGACAGCGCCA 
CGGGAAATTGATGGGATTAGGTGGGGCGAGGCATCGTTTAAGATTCCTGGTGATCTCCCC 
TTGGGTTGGCACAAGCTTCACCTTAAATCCAATGAACGCTCAGCTGAGTGCGGTTTGATC 
ATCACCCCGGCTCGTCTGTCTACTGCTGATAAGTATCTTGATTCCCCTCGCAGTGGTGTC 
ATGGCGCAGATCTACTCTGTGCGTTCCACGTTGTCGTGGGGCATGGGTGATTTCAATGAT 
TTAGGAAACTTGGCAAGTGTGGTTGCCCAGGATGGAGCAGACTTCCTGCTCATCAACCCC 
ATGCACGCTGCAGAGCCGCTGCCTCCTACTGAGGACTCTCCTTATCTGCCCACAACCAGG 
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CGCTTTATCAACCCGATCTACATTCGGGTAGAAGATATTCCGGAGTTTAATCAGCTTGAG 
ATTGATCTACGCGATGATATCGCAGAGATGGCTGCGGAATTCCGCGAACGCAATCTGACC 
TCAGACATCATTGAGCGCAATGACGTCTACGCTGCAAAGCTTCAAGTGCTGCGCGCCATT 
TTTGAAATGCCTCGTTCCAGCGAACGTGAAGCCAACTTTGTCTCCTTCGTGCAACGGGAA 
GGCCAAGGTCTTATTGATTTCGCCACCTGGTGCGCGGACCGCGAAACTGCACAGTCTGAA 
TCTGTCCACGGAACTGAGCCAGACCGCGATGAGCTGACCATGTTCTACATGTGGTTGCAG 
TGGCTATGTGATGAGCAGCTGGCGGCAGCTCAAAAGCGCGCTGTCGATGCCGGAATGTCG 
ATCGGCATCATGGCAGACCTGGCAGTTGGTGTGCATCCAGGTGGTGCTGATGCCCAGAAC 
CTCAGCCACGTACTTGCTCCGGATGCGTCAGTGGGCGCCCCACCAGATGGATACAACCAG 
CAGGGCCAAGACTGGTCCCAGCCACCATGGCATCCAGTGCGTCTTGCAGAGGAAGGCTAC 
ATTCCGTGGCGTAATCTGCTGCGCACTGTGCTGCGTCACTCCGGCGGAATCCGCGTGGAC 
CACGTTCTTGGTTTGTTCAGGCTCTTTGTCATGCCACGCATGCAATCCCCTGCTACGGGC 
ACCTATATCCGCTTCGACCATAATGCGTTGGTAGGCATTCTAGCCCTAGAAGCAGAACTC 
GCAGGCGCCGTTGTCATTGGTGAAGATCTGGGAACGTTTGAGCCTTGGGTACAAGATGCA 
TTGGCTCAGCGTGGCATCATGGGCACCTCGATCCTATGGTTCGAGCATTCCCCAAGCCAG 
CCGGGTCCTCGCCGCCAGGAAGAGTATCGTCCGCTGGCCTTGACCACTGTGACCACTCAT 
GATCTCCCTCCGACTGCTGGTTATTTGGAGGGCGAGCACATTGCTCTTCGTGAGCGATTG 
GGGGTGCTCAACACTGATCCTGCTGCAGAACTCGCTGAGGATCTGCAGTGGCAAGCGGAG 
ATCCTTGATGTCGCAGCATCTGCCAACGCATTGCCAGCCCGGGAATACGTGGGACTCGAA 
CGCGATCAGCGCGGTGAGTTGGCTGAGCTGTTGGAAGGCCTGCACACTTTCGTTGCGAAA 
ACCCCTTCAGCACTGACCTGTGTCTGCTTGGTAGACATGGTCGGTGAAAAGCGGGCACAG 
AATCAGCCGGGCACAACGAGGGATATGTATCCCAACTGGTGTATCCCACTGTGTGACAGC 
GAAGGCAACTCCGTGCTCATTGAATCGCTGCGTGAAAATGAGCTGTATCACCGTGTGGCA 
AAGGCAAGCAAGCGAGAT 

>RXN008 7 9-downstream 
TAGGTCCGCTTCAGTTGTGGTGG 

>RXN00 999-upstream 

CCTCCTGTGACCTGGTAAAATCGCCACTACCCCCAAATGGTCACACCTTTTAGGCCGATT 
TTGCTGACACCGGGCTATGCCGTCAAGTACGATCAATAAC 

>RXN00999 

ATGACTAATGGAGATAATCTCGCACAGATCGGCGTTGTAGGCCTAGCAGTAATGGGCTCA 
AACCTCGCCCGCAACTTCGCCCGCAACGGCAACACTGTCGCTGTCTACAACCGCAGCACT 
GACAAAACCGACAAGCTCATCGCCGATCACGGCTCCGAAGGCAACTTCATCCCTTCTGCA 
ACCGTCGAAGAGTTCGTAGCATCCCTGGAAAAGCCACGCCGCGCCATCATCATGGTTCAG 
GCTGGTAACGCCACCGACGCAGTCATCAACCAGCTGGCAGATGCCATGGACGAAGGCGAC 
ATCATCATCGACGGCGGCAACGCCCTCTACACCGACACCATTCGTCGCGAGAAGGAAATC 
TCCGCACGCGGTCTCCACTTCGTCGGTGCTGGTATCTCCGGCGGCGAAGAAGGCGCACTC 
AACGGCCCATCCATCATGCCTGGTGGCCCAGCAAAGTCCTACGAGTCCCTCGGACCACTG 
CTTGAGTCCATCGCTGCCAACGTTGACGGCACCCCATGTGTCACCCACATCGGCCCAGAC 
GGCGCCGGCCACTTCGTCAAGATGGTCCACAACGGCATCGAGTACGCCGACATGCAGGTC 
ATCGGCGAGGCATACCACCTTCTCCGCTACGCAGCAGGCATGCAGCCAGCTGAAATCGCT 
GAGGTTTTCAAGGAATGGAACGCAGGCGACCTGGATTCCTACCTCATCGAAATCACCGCA 
GAGGTTCTCTCCCAGGTGGATGCTGAAACCGGCAAGCCACTAATCGACGTCATCGTTGAC 
GCTGCAGGTCAGAAGGGCACCGGACGTTGGACCGTCAAGGCTGCTCTTGATCTGGGTATT 
GCTACCACCGGCATCGGCGAAGCTGTTTTCGCACGTGCACTCTCCGGCGCAACCAGCCAG 
CGCGCTGCAGCACAGGGCAACCTACCTGCAGGTGTCCTCACCGATCTGGAAGCACTTGGC 
GTGGACAAGGCACAGTTCGTCGAAGACGTTCGCCGTGCACTGTACGCATCCAAGCTTGTT 
GCTTACGCACAGGGCTTCGACGAGATCAAGGCTGGCTCCGACGAGAACAACTGGGACGTT 
GACCCTCGCGACCTCGCTACCATCTGGCGCGGCGGCTGCATCATTCGCGCTAAGTTCCTC 
AACCGCATCGTCGAAGCATACGATGCAAACGCTGAACTTGAGTCCCTGCTGCTCGATCCT 
TACTTCAAGAGCGAGCTCGGCGACCTCATCGATTCATGGCGTCGCGTGATTGTCACCGCC 
ACCCAGCTTGGCCTGCCAATCCCAGTGTTCGCTTCCTCCCTGTCCTACTACGACAGCCTG 
CGTGCAGAGCGTCTGCCAGCAGCCCTGATCCAAGGACAGCGCGACTTCTTCGGTGCGCAC 
ACCTACAAGCGCATCGACAAGGATGGCTCCTTCCACACCGAGTGGTCCGGCGACCGCTCC 
GAGGTTGAAGCT 

>RXN00 9 99-downstream 
TAAAGGCTCTCCTTTTAACACAA 
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>RXN01025-upstream 

GGGCAGCAGCGGCAGGTTTCCAGGAGGTTTCCATGCGGGTGGCTTGGGACATGGGCTAAC 
CTGAGACGGTTAAATATCGTTTTCGAAAGGTGGGTTTCGC 

>RXN01025 

GTGGTTTCTGTAAGCGTGATGGGTGCAGGTTCCTGGGGAACCACGTTGGCCAAGGTCTTC 
TCTGATGCTGGCAACGCTGTGACGTTGTGGGCGAGGCGGGAAGAGTTGGCAAGCACCATC 
CGTGACAGCCATGAAAACCGTGATTACCTTCCGGGGATTACGTTGCCGGAGTCGCTGCAG 
GTCACAT CATCGGCAACGGAGGCTTTAGAGGGCGCAGCCATTGTGGTGTTGGCGATTCCT 
TCGCAGGCGTTGCGTGGCAATTTGGCGGAGTGGAAAGAGACGATCCCGCAGGATGCGACC 
TTGGTGTCCTTGGCTAAAGGTATTGAAAAGGGCACGCACCTGCGGATGAGTGAAGTGATC 
GCGGAGGTGACGGAAGCGGATCCTTCACGCATCGCGGTGTTGTCGGGGCCAAACCTTGCT 
CGTGAGATCGCGGAGGGGCAGCCTGCAGCTACGGTGATTGCTTGCCCTGATGAAAACCGA 
GCGAAACTTGTGCAGGCTGCAGTGGCTGCGCCGTATTTCCGCCCGTACACCAACACTGAT 
GTGGTGGGCACTGAAATCGGTGGTGCGTGTAAGAACGTCATCGCGCTGGCCTGTGGTATT 
TCCCATGGTTACGGCCTGGGTGAGAACACCAATGCATCGTTGATTACTCGTGGCCTTGCA 
GAGATCGCACGCCTCGGTGCCACATTGGGTGCGGATGCGAAGACTTTTTCTGGCCTTGCG 
GGAATGGGCGACTTGGTGGCTACGTGTTCATCACCGCTGTCGCGTAACCGCAGCTTCGGT 
GAGCGTTTGGGTCAGGGTGAATCCCTAGAGAAGGCTCGCGAGGCAACCAATGGTCAGGTT 
GCGGAGGGTGTTATTTCCTCGCAGTCGATTTTTGATCTTGCCACCAAGCTTGGTGTGGAG 
ATGCCGATCACCCAGGCTGTCTACGGTGTGTGCCACCGAGATATGAAAGTAACTGACATG 
ATTGTGGCTCTCATGGGCAGGTCTAAGAAGGCTGAG 

>RXN0102 5-downstream 
TAGTCTTAGGTTGTAAGCTTCAA 

>RXN0 104 8 -upstream 

AGCTACAGATTTAGCTAGTGTTTTTGTTCCAGAACCCTAAAT GAGGTTCTACCCTTAACA 
GAGCTTCCCGCAAAAACACCGATTAACAAGGCTAAATGAT 

>RXN0104 8 

AT G AC CAT C GAC C T G C AG C G T T C C AC C C AAAAC C T C AC C CAT G AGG AAAT C T T C GAG GC A 
CACGAGGGCGGAAAGCTCTCCATTAGTTCCACTCGTCCGCTCCGCGACATGCGCGATCTT 
TCCCTTGCTTACACCCCTGGTGTTGCTCAGGTTTGTGAAGCAAT CAAGGAAGATCCAGAG 
GTTGCGCGCACCCACACGGGCATTGGAAACACCGTCGCGGTTATTTCCGACGGCACCGCT 
GTTCTTGGCCTTGGCGATATCGGACCTCAGGCCTCCCTTCCCGTCATGGAGGGCAAGGCT 
CAGCTGTTTAGCTCTTTCGCTGGCCTGAAGGCTATCCCTATCGTTTTGGACGTTCACGAT 
GTTGACGCTTTGGTTGAGACCATCGCAGCCATCGCGCCTTCTTTCGGTGCTATCAACTTG 
GAGGACATCTCCGCTCCTCGTTGCTTCGAGGTGGAGCGCCGCCTCATCGAGCGTCTCGAT 
ATTCCAGTTATGCACGATGACCAGCACGGCACCGCTGTGGTTATCCTCGCTGCGCTGCGC 
AACTCCCTGAAGCTGCTGGATCGCAAGATCGAAGACCTCAAGATTGTTATTTCCGGCGCA 
GGCGCAGCGGGCGTTGCAGCTGTAGATATGCTGACCAACGCTGGAGCAACCGACATCGTG 
GTTCTTGATTCCCGAGGCATCATCCACGACAGCCGTGAGGATCTTTCCCCAGTTAAGGCT 
GCTCTTGCAGAGAAGACCAACCCTCGTGGCATCAGCGGTGGCATCAATGAGGCTTTCACC 
GGCGCGGACCTGTTCATTGGCGTGTCCGGCGGCAACATCGGCGAGGACGCTCTCAAACTC 
ATGGCCCCGGAGCCAATCCTGTTCACCCTGGCGAACCCAACCCCAGAGATCGATCCTGAG 
CTGTCTCAGAAGTACGGCGCCATCGTCGCGACCGGGCGCTCTGACCTGCCTAACCAGATC 
AACAACGTGCTGGCGTTCCCAGGAATTTTCGCCGGCGCTCTCGCAGCCAAGGCTAAGAAG 
AT C AC C C C C GAG AT G AAG CTCGCCGCT C AGAG GC AAT C G C AG AC AT C GCAG C T GAG GAC C 
TCGAGGTCGGCCGCATCGTGCCTACCGCCCTGGATCCCCGCGTTGCCCCAACAGTCAAGG 
CAGCTGTCCAGGCCGTCGCCAAAGCGCAAAACGCTTAAAAATTTGCTTATCGACGCCTCC 
CTCCCCGTCGAGGCGCCAATATTT 

>RXN010 4 8~downstream 
TAAGAG CAAAC T T G AGG C C C AC A 

>RXN010 4 9-upstream 

AAGCACAGCAATTGAGCAATACTCCCATGCATGTTTTCGCGTGAT CACGCTATATCCTTA 
AAG AAT AT T C T T T AT T AGT C AG AC C T T T AAAG G AAAC C T T 
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>RXN01049 

ATGGGATCAATTCCAACAATGTCCATCCCTTTTGATGACTCACGTGGACCTTATGTCCTT 
GCTATGGATATTGGTTCCACTGCATCACGAGGTGGACTTTATGATGCTTCCGGCTGCCCA 
ATCAAAGGCACCAAGCAGCGCGAATCCCATGAATTCACCACCGGTGAGGGCGTTTCCACC 
ATTGATGCTGACCAGGTGGTTTCGGAGATCACCTCAGTTATTAATGGCATTTTGAACGCG 
GCTGATCATCACAACATCAAAGATCAGATCGCCGCTGTCGCGCTAGATTCTTTTGCATCC 
TCATTAATCTTGGTCGATGGTGAAGGCAATGCGCTCACCCCGTGCATTACCTACGCGGAT 
TCTCGTTCTGCACAGTATGTGGAGCAGCTGCGCGCGGAAATCGATGAGAAGGCCTACCAC 
GGCCGCACCGGCGTCTGCTTGCACACCTCCTACCACCCATCGCGCTTGCTGTGGCTGAAA 
ACTGAGTTCGAGAAAGAGTTCAACAAAGCCAAGTATGTGATGACCATCGGTGAGTACGTC 
TACTTCAAACTTGCAGGCATCACCGGAATGGCTACTTCGATTGCCGCGTGGAGTGGCATT 
TTGGACGCCCATACCGGCGAACTTGATCTGACTATCTTGGAGCACATCGGTGTTGATCCG 
GCTCTGTTCGGTGAGATCAGAAACCCTGATGAACCAGCCACCGATGCCAAAGTTGTCGAC 
AAAAAGTGGAAGCACCTGGAAGAAATCCCTTGGTTCCATGCCATTCCAGACGGCTGGCCT 
TCCAACATTGGCCCAGGCGCCGTGGATTCTAAAACCGTCGCAGTCGCCGCCGCTACATCC 
GGCGCCATGCGCGTGATCCTTCCGAGCGTTCCCGAACAGATCCCCTCTGGCCTGTGGTGT 
TACCGCGTTTCCCGCGACCAGTGCATCGTTGGTGGCGCACTCAACGACGTCGGACGCGCC 
GTCACCTGGCTGGAACGCACCATTATCAAGCCTGAAAACCTCGACGAAGTGCTGATCCGC 
GAACCCCTCGAAGGCACCCCAGCTGTCCTGCCGTTCTTCTCCGGGGAACGCTCCATCGGC 
T G G G C AG C C T C AGC G C AG GC C AC GAT C AC C AAC AT T C AG GAAC AAACC GG C C C T G AAC AC 
TTGTGGCGCGGCGTTTTCGAAGCCCTCGCACTCTCCTACCAGCGCGTTTGGGAACACATG 
GGGAAAGCCGGCGCAGCCCCTGAACGGGTCATCGCATCAGGACGAGTCTCCACCGACCAC 
CCAGAATTCCTCGCGATGCTTTCCGACGCCCTCGACACCCCAGTCATCCCTCTGGAAATG 
AAGCGCGCCACCCTCCGCGGCACCGCACTTATCGTCCTTGAGCAGCTCGAACCAGGCGGC 
ACGCGCGCGACGCCACCATTCGGCACGACGCAT CAGCCGCGCTTTGCGCACCATTACTCC 
AAGGCAAGAGAGCTTTTCGACGCCCTCTACCTCAAGTTGGTC 

>RXNQ 1 0 4 9-downstream 
TAGCTTTTCGCAGTGGAACGCGC 

>RXN01130-upstream 

AGTTCGTGGCGGATGCTGTGAACGTTTCCGGTGGTCGCGTGGGCGAAGAGGTTCTGTGTG 
G 

>RXN01130 

ATGGATCTGGCTCGCAAGCTTGGTCTTCTTGCTGGCAAGCTTGTCGACGCCGCCCCAGTC 
TCCATTGAGGTTGAGGCTCGAGGCGAGCTTTCTTCCGAGCAGGTCAATGCACTTGGTTTG 
TCCGCTGTTCGTGGTTTGTTCTCCGGAATTATCGAAGAGTCCGTTACTTTCGTCAACGCT 
CCTCGCATTGCTGAAGAGCGTGGCCTGGACATCTCCGTGAAGACCAACTCTGAGTCTGTT 
ACTCACCGTTCCGTCCTGCAGGTCAAGGTCATTACTGGCAGCGGCGCGAGCGCAACTGTT 
GTTGGTGCCCTGACTGGTCTTGAGCGCGTTGAGAAGATCACCCGCATCAATGGCCGTGGC 
CTGGATCTGCGCGCAGAGGGTCTGAACCTCTTCCTGCAGTACACTGACGCTCCTGGTGCA 
CTGGGTACCGTTGGTACCAAGCTGGGTGCTGCTGGCATCAACATCGAGGCTGCTGCGTTG 
ACTCAGGCTGAGAAGGGTGACGGCGCTGTCCTGATCCTGCGTGTTGAGTCCGCTGTCTCT 
GAAGAGCTGGAAGCTGAAATCAACGCTGAGTTGGGTGCTACTTCCTTCCAGGTTGATCTT 
GAC 

>RXN01130-downstream 
TAAT TAGAGAT C CAT TTGCTTGA 

>RXN0114 3 

ATCCCAGTTGTCACCACCTTGATGGCTTTGGGTACTTTCCCAGAGTCTCACGAGCTGCAC 
ATGGGTATGCCAGGCATGCATGGCACTGTGTCCGCTGTTGGTGCACTGCAGCGCAGCGAC 
CTGCTGATTGCTATCGGCTCCCGCTTTGATGACCGCGTCACCGGTGACGTTGACACCTTC 
GCGCCTGACGCCAAGATCATTCACGCCGACATTGATCCTGCCGAAATCGGCAAGATCAAG 
CAGGTTGAGGTTCCAATCGTGGGCGATGCCCGCGAAGTTCTTGCTCGTCTGCTGGAAACC 
ACCAAGGCAAGCAAGGCAGAGACCGAGGACATCTCCGAGTGGGTTGACTACCTCAAGGGC 
CTCAAGGCACGTTTCCCGCGTGGCTACGACGAGCAGCCAGGCGATCTGCTGGCACCACAG 
TTTGTCATTGAAACCCTGTCCAAGGAAGTTGGCCCCGACGCAATTTACTGCGCCGGCGTT 
GGCCAGCACCAAATGTGGGCAGCTCAGTTCGTTGACTTTGAAAAGCCACGCACCTGGCTC 
AACTCCGGTGGACTGGGCACCATGGGCTACGCAGTTCCTGCGGCCCTTGGAGCAAAGGCT 
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GGCGCACCTGACAAGGAAGTCTGGGCTATCGACGGCGACGGCTGTTTCCAGAT GACCAAC 
CAGGAACTCACCACCGCCGCAGTTGAAGGTTTCCCCATTAAGATCGCACTAATCAACAAC 
GGAAAACCTGGGGCATGGGTTCGCCAATGGCAGACCCTATTCTATGAAGGACGGTACTCA 
AATACTAAACTTCGTAACCAGGGCGAGTACATGCCCGACTTTGTTACCCTTTCTGAGGGA 
CTTGGCTGTGTTGCCATCCGCGTCACCAAAGCGGAGGAAGTACTGCCAGCCATCCAAAAG 
GCTCGAGAGATCAACGACCGCCCAGTAGTCATCGACTTCATCGTCGGTGAAGACGCACAG 
GTATGGCCTVATGGTGTCTGCTGGATCATCCAACTCCGATATCCAGTACGCACTCGGATTG 
CGCCCATTCTTTGATGGTGATGAATCTGCAGCAGAAGATCCTGCCGACATTCACGAAGCC 
G T C AG C G AC AT TGATGCCGCCGTT G AAT C G AC C G AG G C A 

>RXN0114 3-downstreara 
TAAGGAGAGACCCAAGATGGCTA 

>RXN0114 4-upstream 

GGTGATGAATCTGCAGCAGAAGATCCTGCCGACATTCACGAAGCCGTCAGCGACATTGAT 
GCCGCCGTT G AAT C G AC C GAG G C AT AAG GAG AG AC C C AAG 

>RXN0114 4 

ATGGCTAATTCTGACGTCACCCGCCACATCCTGTCCGTACTCGTTCAGGACGTAGACGGA 
ATCATTTCCCGCGTAT CAGGTATGTTCACCCGACGCGCATTCAACCTCGTGTTCCTCGTG 
TCTGCAAAGACCGAAACACACGGCATCAACCGCATCACGGTTGTTGTCGACGCCGACGAG 
CTCAACATTGAGCAGATCACCAAGCAGCTCAACAAGCTGATCCCCGTGCTCAAAGTCGTG 
CGACTTGATGAAGAGACCACTATCGCCCGCGCAATCATGCTGGTTAAGGTCTCTGCGGAC 
AGCACCAACCGTCCGCAGATCGTCGACGCCGCGAACATCTTCCGCGCCCGAGTCGTCGAC 
GTGGCTCCAGACTCTGTGGTTATTGAATCCACAGGCACCCCAGGCAAGCTCCGCGCACTG 
C T T GAC G T GAT GG AAC CAT T C GGAAT C C G C GAAC T GAT C C AAT C C G GAC AG AT T GC AC T C 
AACCGCGGTCCGAAGACCATGGCTCCGGCCAAGATC 

>RXN0 114 4 -downstream 

T AAAC AGC AAT T AAT C T GAT T GC 

>RXN0114 6-upstream 

TATTTAGTAAAGGAGCCAGAAAGTCGTGAATGTGGCAGCTTCTCAACAGCCCACTCCCGC 
CACGGTTGCAAGCCGTGGTCGATCCGCCGCCCCTGAGCGG 

>RXN0114 6 

ATGACAGGTGCAAAGGCAATTGTTCGATCGCTCGAGGAGCTTAACGCCGACATCGTGTTC 
GGTATTCCTGGTGGTGCGGTGCTACCGGTGTAT GACCCGCTCTATTCCTCCACAAAGGTG 
CGCCACGTCTTGGTGCGCCACGAGCAGGGCGCAGGCCACGCAGCAACCGGCTACGCGCAG 
GTTACTGGACGCGTTGGCGTCTGCATTGCAACCTCTGGCCCAGGAGCAACCAACTTGGTT 
ACCCCAATCGCTGATGCAAACTTGGACTCCGTTCCCATGGTTGCCATCACCGGCCAGGTC 
GGAAGTGGCCTGCTGGGTACCGACGCTTTCCAGGAAGCCGATATCCGCGGCATCACCATG 
CCAGTGACCAAGCACAACTTCATGGTCACCAACCCTAACGACATTCCACAGGCATTGGCT 
GAGGCATTCCACCTCGCGATTACTGGTCGCCCTGGCCCTGTTCTGGTGGATATTCCTAAG 
GATGTCCAGAACGCTGAATTGGATTTCGTCTGGCCACCAAAGATCGACCTGCCAGGCTAC 
CGCCCAGTTTCAACACCACATGCTCGCCAGATCGAGCAGGCAGTCAAGCTGATCGGTGAG 
GCCAAGAAGCCCGTCCTTTACGTTGGTGGTGGCGTAATCAAGGCTGACGCACACGAAGAG 
CTTCGTGCGTTCGCTGAGTACACCGGCATCCCA 

>RXN0117 5-upstream 

TCGCGTCTCTTAGTCGATCTGCTCCCATTCCATAGGTTGGGAGAAAACTTAACTGTTATT 
CCATTCCTTAAAACACCGATATCGTGCTATGAATAGGGGT 

>RXN0117 5 

GTGAGTTGGACAGTTGATATCCCTAAAGAAGTTCTCCCTGATTTGCCACCATTGCCAGAA 
GGCATGCAGCAGCAGTTCGAGGACACCATTTCCCGTGACGCTAAGCAGCAACCTACGTGG 
GATCGTGCACAGGCAGAAAACGTGCGCAAGATCCTTGAGTCGGTTCCTCCAATCGTTGTT 
GCCCCTGAGGTACTTGAGCTGAAGCAGAAGCTTGCTGATGTTGCCAACGGTAAGGCCTTC 
CTCTTGCAGGGTGGTGACTGTGCGGAAACTTTCGAGTCAAACACTGAGCCGCACATTCGC 
GCCAACGTAAAGACTCTGCTGCAGATGGCAGTTGTTTTGACCTACGGTGCATCCACTCCT 
GTGATCAAGATGGCTCGTATTGCTGGTCAGTACGCAAAGCCTCGCTCTTCTGATCTGGAT 
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GGAAATGGTCTGCCAAACTACCGTGGCGATATCGTCAACGGTGTGGAGGCAACCCCAGAG 
GCTCGTCGCCACGATCCTGCCCGCATGATCCGTGCTTACGCTAACGCTTCTGCTGCGATG 
AACTTGGTGCGCGCGCTCACCAGCTCTGGCACCGCTGATCTTTACCGTCTCAGCGAGTGG 
AACCGCGAGTTCGTTGCGAACTCCCCAGCTGGTGCACGCTACGAGGCTCTTGCTCGTGAG 
ATCGACTCCGGTCTGCGCTTCATGGAAGCATGTGGCGTGTCCGATGAGTCCCTGCGTGCT 
GCAGATATCTACTGCTCCCACGAGGCTTTGCTGGTGGATTACGAGCGTTCCATGCTGCGT 
CTTGCAACCGATGAGGAAGGCAACGAGGAACTTTACGATCTTTCAGCTCACCAGCTGTGG 
ATCGGCGAGCGCACCCGTGGCATGGATGATTTCCATGTGAACTTCGCATCCATGATCTCT 
AACCCAATCGGCAT CAAGATTGGTCCTGGTATCACCCCTGAAGAGGCTGTTGCATACGCT 
GACAAGCTCGATCCGAACTTCGAGCCTGGCCGTTTGACCATCGTTGCTCGCATGGGCCAC 
GACAAGGTTCGCTCCGTACTTCCTGGTGTTATCCAGGCTGTTGAGGCATCCGGACACAAG 
GTTATTTGGCAGTCCGATCCGATGCACGGCAACACTTTCACCGCATCCAATGGCTACAAG 
ACCCGTCACTTCGACAAGGTTATCGATGAGGTCCAGGGCTTCTTCGAGGTCCACCGCGCA 
TTGGGCACCCACCCAGGCGGAATCCACATTGAGTTCACTGGTGAAGATGTCACCGAGTGC 
CTCGGTGGCGCTGAAGACATCACCGATGTTGATCTGCCAGGCCGCTACGAGTCCGCATGC 
GATCCTCGCCTGAACACTCAGCAGTCTTTGGAGTTGGCTTTCCTCGTTGCAGAAATGCTG 
CGTAAC 

>RXN0117 5-downstream 

T AAGC T T T TAG AC CAAC T C T AAA 

>RXN01193-upstream 

GTGTGGCCAACCAGGCACGTCAGGCACAGATCACCCAGGAAATCACAGAGATTGTTGGTG 
GCGCAGGCGCGCTCGCCGACAGCGGAGAAAGTGACTAATT 

>RXN01193 

ATGACTACAGCTCTTGAAGAGCAGAACGCACAGCAGGCAGCCACTGCCGGCCGTGTCGTG 
CGTGTCATTGGTGCGGTCGTCGACGTGGAGTTTCCCCGCGGCGAGCTGCCAGCACTGTAC 
AACGCACTTACTGTAGAGGTAACCCTCGAATCAGTTAAGAAGACCGTTGTTCTCGAGGTT 
GCTCAGCACCTCGGCGACAACCTCATCCGCACCATCGCTATGGCACCAACCGACGGACTT 
GTCCGCGGTGCTGCTGTAACCGATACTGCACGCCCAATTTCCGTACCAGTGGGCGATGTT 
GTTAAGGGCCACGTATTCAACGCTTTGGGCGACTGCCTAGACGACGTTTCCCTGAACAAC 
AACCCAGAGATCGAGCGTTGGGGCATCCACCGCGAGCCACCATCATTCGATCAGCTTGAG 
GGTAAGACCGAGATCCTGGAAACAGGCATCAAGGTTATCGACCTTCTCACCCCTTACGTT 
AAGGGTGGAAAGATCGGCCTCTTCGGTGGTGCAGGTGTGGGTAAGACCGTTCTTATCCAG 
GAAATGATCACCCGTATTGCACGTGAGTTCTCCGGTACTTCCGTGTTCGCAGGTGTTGGT 
GAGCGTACCCGTGAGGGCACCGACCTCTTCCTCGAAATGGAAGAAATGGGCGTTCTCCAG 
GACACCGCCCTGGTGTTCGGTCAGATGGAT GAGCCACCAGGAGTCGGTATGCGCGTGGCT 
CTGTCCGGCCTGACCATGGCGGAGTACTTCCGCGATGTTCAGAACCAGGACGTGCTGCTG 
TTCATCGACAACATCTTCCGTTTCACCCAGGCAGGTTCTGAGGTTTCCACCCTTCTGGGT 
CGTATGCCTTCCGCCGTGGGTTACCAGCCAACCCTGGCTGACGAGATGGGTGTTCTCCAG 
GAGCGCAT TACCTCCACCAAGGGCCGTTCGATTACCTCTCTGCAGGCCGTTTACGTTCCT 
GCCGATGACTACACCGACCCGGCTCCAGCGACCACCTTCGCTCACTTGGATGCAACCACC 
GAGCTTGACCGCTCCATTGCTTCCAAGGGTATTTACCCAGCAGTGAACCCACTGACCTCC 
ACCTCTCGTATTCTCGAGCCAGCAATCGTTGGTGAGCGTCACTACGAGGTTTCTCAGCGT 
GTCATCGGCATTCTGCAGAAGAACAAGGAACTTCAGGACATCATCGCCATCCTTGGTATG 
GACGAGCTTTCTGAAGAGGACAAGATCACCGTTGCACGTGCGCGTCGCATCGAGCGCTTC 
CTGGGTCAGAACTTCTTCGTTGCAGAGAAGTTCACCGGTCTTCCTGGCTCCTACGTGCCA 
CTGACCGACACCGTCGACGCTTTCGAGCGTATTTGCAACGGCGACTTCGACCACTACCCA 
GAGCAGGCTTTCAACGGCCTCGGTGGTTTGGACGATGTCGAAGCTGCATACAAGAAGCTG 
ACCGGAAAG 

>RXN01193-downstream 

T AAG G TAG AG AC AC AT G G C T G AA 

>RXN0 12 04 -upstream 

TTACAGCGAGTTTTTCAGACGTCCATCGCACCGTGCACAACAACATTTCAGGTGCACGGC 
CCGAACACGGGAGAGAACGCTGAGCGTTACAACACTGTCC 

>RXN01204 

ATGAAGGGCGAATTCCACGCCCCCGATTTGGACAAAGAATTTTTCCCGGGGCACGTAACC 
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GATAGTGGTGAAGTCGTGAACATGCTGTTCACCGATTTCGCTAATGGTTGGTTCGCAATG 
GACCGCATCGTATTGATCCGTCTTCTTATGACGGCAGTCGTTGTGGTCTTCTTCCTTTGG 
GCTATGCGC7\AGCCAAAGCTTGTTCCGCATGGCGTCCAGAATTTTGCAGAGTACGCACTC 
GATTTCGTTGGTATTCACATCGCTGAAGACATCCTCGGAAAGAAGAAAGGTCGTCGGTTC 
CTGCCGATCCTGGCCACCATCTTCTTCGCGGCTCTGTTGATGAACCTTGCAACGATCATC 
CCGGGACTAAACATCTCCTCCAACTCACGTATTGCATTCCCAATCGTGATGGCGGTAGCT 
GGTTACATCGCGTTTATCTACGCAGGCTCTAAGCGTTACGGATTCTTCAAATATGTGAAG 
TCTTCTGTTGTGATTCCGAACATTCCACCAGCACTTCACGTCTTGGTGGTTCCAATTGAG 
TTCTTCTCTACATTCATCTTGAGGCCAGTCACCCTGGCACTGCGTTTGATGGCCAACTTC 
CTTGCTGGCCACAT CATCCTGGTTCTGCTTTTCTCCGCAACGAACTTCTTCTTCTTCCAG 
TTCAACGGATGGACAGCAATGTCCGGCGTAACCATCTTGATGGCAGTACTCTTCACGGTT 
TACGAGATCATTGTTATCTTCCTGCAGGCATACATCTTCGCTCTGCTGGTCGCTGTATAC 
ATTGAGCTTTCACTTCACGCGGATTCTCAC 

>RXN012 04-downstream 
TAG AT GAAAAAG G T C GC T AT T AA 

>RXN0 122 5-upst ream 

TTTGGGCTAATGTTGGGGGGAGTGCTTTCAACTATCCACGAGAGCTGCCCAGTGATAAAC 
CCCGGGTTAACCCCACGCCTAAGTCAGTGAAGGACTTTTT 

>RXN01225 

ATGACGCACAACCACAAGGACTGGAACGATCGCATTGCAGTTGCGGAGGAAATGGTGCCG 
TTGATCGGGCGCCTGCACCGCAACAACAACGTGGTGGTTTCCGTATTCGGTCGTCTCCTT 
GTGAATGTCTCAGACATCGATATCATCAAGTCTCACCGCTACGCCCGCCACATCATATCC 
AAGGAACTTCCACTGGAAAGCTCCTTGGATATTTTGCGCGAACTGGTAGATATGAACCTT 
GGTACCGCATCGATCGACCTGGGACAGCTGGCCTACAGCTTCGAAGAATCCGAAAGCACC 
GACCTGCGTGCCTTCCTGGAGGACGCTCTCGCGCCGGTCATTGGTGCGGAAACCGACATC 
AACCCAACTGATATCGTGCTGTACGGTTTCGGCCGCATCGGTCGCCTGCTGGCCCGCATC 
CTGGTTTCCCGCGAGGCACTGTATGACGGTGCTCGTCTGCGCGCCATCGTGGTCCGCAAA 
AATGGTGAAGAAGACCTGGTCAAGCGCGCATCCTTGCTGCGTCGTGATTCTGTCCACGGT 
GGATTCGATGGCACCATCACCACCGATTATGACAACAACATCATCTGGGCCAACGGCACC 
CCAATCAAGGTCATCTACTCCAATGACCCAGCCACCATTGATTACACCGAATACGGCATC 
AATGACGCCGTCGTGGTAGACAACACCGGCCGCTGGCGTGACCGCGAAGGCCTGTCCCAG 
CACCTCAAGTCCAAGGGCGTTGCCAAGGTTGTACTCACCGCGCCGGGCAAGGGCGATCTG 
AAGAACATCGTGTACGGCAT CAACCACACCGACATCACCGCAGATGATCAGATCGTTTCC 
GCAGCAT CATGCACCACCAATGCCATTACCCCAGTGCTCAAGGTGATCAATGATCGCTAC 
GGCGTGGAATTCGGCCACGTAGAAACCGTTCACTCCTTCACCAATGACCAGAACCTGATC 
GACAACTTCCACAAGGGTTCTCGCCGTGGTCGCGCAGCAGGTCTGAATATGGTTCTCACC 
GAAACCGGCGCTGCAAAGGCTGTATCCAAGGCGCTTCCAGAGCTGGAAGGCAAGCTCACC 
GGCAATGCCATCCGCGTTCCTACCCCTGACGTGTCCATGGCTGTGCTCAACTTGACCCTG 
AACACGGAGGTGGACCGCGATGAGGTCAACGAGTTCCTCCGCCGTGTGTCCCTGCACTCT 
GACTTGCGCCAGCAAATCGACTGGATCCGTTCCCCAGAGGTTGTTTCCACTGACTTCGTG 
GGCACCACCCACGCGGGCATCGTTGATGGTCTAGCCACCATCGCAACCGGTCGCCACCTG 
GTGCTTTACGTGTGGTACGACAACGAGTTCGGCTACTCCAACCAGGTCATTCGCATCGTC 
GAGGAGATCGCCGGCGTGCGTCCTCGCGTGTACCCGGAGCGCAGGCAGCCAGCCGTACTA 

>RXN01225-downstream 
TAGGTTATCCAAGCCTAATACAC 

>RXN01312-upstream 

GCAGTTGCGTACATCGTTCCTGCACTGGTCCTGATCGGCAACATCACCATTCCGTTCGCC 
ATCGCTGTTGGTTGGATTGCGTAAAGGTTAGGAAGAATTT 

>RXN01312 

ATGAGCACTCACTCTGAAACCACCCGCCCAGAGTTCATCCACCCAGTCTCAGTCCTCCCA 
GAGGTCTCAGCTGGTACGGTCCTTGACGCTGCAGAGCCAGCAGGCGTTCCCACCAAAGAT 
AT G T GG GAAT AC C AAAAAG AC C AC AT G AAC CTGGTCTCCC C AC T G AAC C G ACG C AAG T T C 
CGTGTCCTCGTCGTTGGCACCGGCCTGTCCGGTGGTGCTGCAGCAGCAGCCCTCGGCGAA 
CTCGGATACGACGTCAAGGCGTTCACCTACCACGACGCACCTCGCCGTGCGCACTCCATT 
GCTGCACAGGGTGGCGTTAACTCCGCCCGCGGCAAGAAGGTAGACAACGACGGCGCATAC 
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CGCCACGTCAAGGACACCGTCAAGGGCGGCGACTACCGTGGTCGCGAGTCCGACTGCTGG 
CGTCTCGCCGTCGAGTCCGTCCGCGTCATCGACCACATGAACGCCATCGGTGCACCATTC 
GCCCGCGAATACGGTGGCGCCTTGGCAACCCGTTCCTTCGGTGGTGTGCAGGTCTCCCGT 
ACCTACTACACCCGTGGACAAACCGGACAGCAGCTGCAGTTCTCCACCGCATCCGCACTA 
CAGCGCCAGATCCACCTCGGCTCCGTAGAAATCTTCACCCATAACGAAATGGTTGACGTC 
ATTGTCACCGAACGTAACGGTGAAAAGCGCTGCGAAGGCCTGATCATGCGCAACCTGATC 
ACCGGCGAGCTCACCGCACACACCGGCCATGCCGTTATCCTGGCAACCGGTGGCTACGGC 
AACGTGTACCACATGTCCACCCTGGCCAAGAACTCC7\ACGCCTCGGCCATCATGCGTGCA 
TACGAAGCCGGCGCATACTTCGCGTCCCCATCGTTCATCCAGTTCCACCCAACCGGCCTG 
CCTGTGAACTCCACCTGGCAGTCCAAGACCATTCTGATGTCCGAGTCGCTGCGTAACGAC 
GGCCGCATCTGGTCCCCTAAGGAACCGAACGATAACCGCGATCCAAACACCATCCCTGAG 
GATGAGCGCGACTACTTCCTGGAGCGCCGCTACCCAGCATTCGGTAACCTCGTCCCACGT 
GACGTTGCTTCCCGTGCGATCTCCCAGCAGATCAATGCTGGTCTCGGTGTTGGACCTCTG 
AACAACGCTGCATACCTGGACTTCCGCGACGCCACCGAGCGCCTCGGACAGGACACCATC 
CGCGAGCGTTACTCCAACCTCTTCACCATGTACGAAGAGGCAATTGGCGAGGACCCATAC 
TCCAGCCCAATGCGTATTGCACCGACCTGCCACTTCACCATGGGTGGCCTCTGGACTGAC 
TTCAACGAAATGACGTCACTCCCAGGTCTGTTCTGCGCAGGCGAAGCATCCTGGACCTAC 
CACGGTGCAAACCGTCTGGGCGCAAACTCCCTGCTCTCCGCTTCCGTCGATGGCTGGTTC 
ACCCTGCCATTCACCATCCCTAACTACCTCGGCCCATTGCTTGGCTCCGAGCGTCTGTCA 
GAGGATGCACCAGAAGCACAGGCAGCGATTGCGCGTGCACAGGCTCGCATTGACCGCCTC 
ATGGGCAACCGCCCAGAGTGGGTCGGTGACAACGTTCACGGACCTGAGTACTACCACCGC 
CAGCTTGGCGATATCCTGTACTTCTCCTGTGGCGTTTCCCGAAACGTAGAAGACCTCCAG 
GATGGCATCAACAAGATCCGTGCCCTCCGCGATGACTTCTGGAAGAACATGCGCATCACC 
G G C AG C AC C GAT GAG AT G AAC C AG G T T C T C G AAT AC GC AG C AC G C G TAG C C G AC T AC AT C 
GACCTCGGCGAACTCATGTGTGTCGACGCCCTCGACCGCGACGAGTCCTGTGGCGCTCAC 
TTCCGCGACGACCACCTCTCCGAAGATGGCGAAGCACAACGTGACGACCAAAACTGGTGC 
TTCGTCTCCGCATGGGAACCAGGCGAGAATGGAACCTTCGTCTGCCACGCAGAACCACTG 
TTCTTCGAATCTGTCCCACTGCAGACAAGGAACTACAAG 

>RXN01312-downstream 

T AAT GAAAC T T AC AC T T G AG AT C 

>RXN01332 

CACATCTCTGCCATTATTGAGCCCGACGCAGCACGTGCCGCTGCAGCTGCAGAAGACGCG 
CCGGGTGCACAGGCCTTCACTCGCATTGAAGATGCTATCGCAGCCGATGCTGTCGACGCA 
GTGCTGATCGCCGTACCAGGTCAGTTCCATGAGCCAGTACTTGTCCCAGCACTAGAAGCA 
GGCCTTCCCATCCTGTGTGAAAAGCCACTGACCCCAGATTCTGAATCCTCACTGCGCATC 
GTCGAGCTGGAGCAGAAGCTGGACAAGCCACACATCCAGGTTGGTTTCATGCGCCGCTTC 
GACCCTGAGTACAACAACTTGCGCAAATTGGTGGAATCCGGCGAAGCTGGCGAACTGCTC 
ATGCTCCGCGGCCTGCACCGCAACCCAAGTGTTGGTGAGAGCTACACCCAGTCCATGCTG 
ATCACCGACTCCGTCGTCCACGAATTCGATGTCATCCCATGGCTCGCAGGCTCCCGAGTT 
GTCTCCGTTGAAGTGAAGTACCCAAAGACCTCCTCACTGGCGCACTCCGGCCTCAAGGAA 
CCAATCCTGGTGATCATGGAGCTCGAAAACGGCGTG 

>RXN01340 

AAAGTGGGGGAGATCATCGCCTCCGTCTTTGATACCTTTAATATCCCGCAGGGCTTGGTC 
TCAATCATCACCACCACTCGAGATGCAGAGCTATCGGCAGAACTCATGGCTGATCCTCGC 
TTGGCTAAAGTCACCTTCACTGGATCAACCAACGTGGGACGCATCCTGGTCCGCCAATCC 
GCGGACCGACTGCTGCGCACCTCCATGGAACTCGGCGGAAATGCAGCTTTTGTTATCGAC 
GAAGCCGCAGACCTCGACGAAGCCGTATCCGGTGCCATCGCCGCAAAACTCCGCAACGCC 
GGCCAAGTATGCATCGCAGCTAACCGTTTCTTGGTTCATGAATCCCGCGCTGCCGAATTC 
ACCTCAAAGCTGGCGACAGCCATGCAGAACACTCCCATTGGGCCGGTGATTTCTGCCCGC 
CAACGCGACCGGATCGCAGCACTAGTGGATGAAGCCATCACCGACGGCGCCCGCCTCATC 
ATCGGTGGGGAGGTCCCCGACGGCTCCGGCTTCTTCTATCCAGCCACCATCTTGGCCGAT 
GTCCCTGCACAGTCACGGATTGTGCATGAGGAAATCTTCGGACCTGTGGCCACCATTGCC 
ACTTTCACCGACTTGGCCGAAGGCGTTGCACAAGCAAATTCCACCGAATTCGGCCTCGCA 
GCCTACGGATTCAGCAACAATGTGAAAGCAACACAGTACATGGCGGAACACTTGGAAGCC 
GGAATGGTCGGAATCAACAGAGGCGCCATCTCTGACCCAGCAGCACCTTTTGGCGGCATC 
GGACAATCCGGCTTCGGCAGAGAAGGCGGAACCGAAGGAATCGAAGAATATCTCTCCGTG 
CGTTACCTCGCTTTGCCG 
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>RXN0134 0-downstream 
TGACACATGAGCTGTCCGGTGAA 

>RXN013 65-upstream 

CCTGATCAGGACGAATCATAAGGTTTGCTATTCGGATTGGATCCTTTGGCAGGGGTAGGA 
TTGCAAGCGTTATTTTGTTCCCTAACCCCTTCGAGGATTT 

>RXN01365 

ATGCGTACCCGTGAATCTGTCACAGCTGTAATTAAGGCGTATGACGTCCGTGGTGTTGTT 
GGTGTCGATATTGATGCTGATTTCATTTCTGAGACTGGCGCTGCCTTTGGTCGGCTCATG 
CGTAGTGAGGGTGAAACCACCGTTGCTATTGGCCATGACATGCGTGATTCCTCCCCTGAA 
TTGGCCAAGGCGTTTGCCGATGGCGTGACTGCACAGGGTTTGGATGTTGTTCATTTGGGA 
CTGACTTCTACTGATGAGCTGTACTTTGCGTCCGGAACCTTGAAGTGTGCTGGTGCGATG 
TTTACTGCGTCGCATAACCCCGCTGAGTACAACGGCATCAAGTTGTGTCGTGCGGGTGCT 
CGTCCGGTCGGTCAGGATTCTGGTTTGGCCAACATCATTGATGATCTGGTTGAGGGTGTT 
CCAGCGTTTGATGGTGAGTCAGGTTCGGTTTCTGAGCAGGATTTGCTGAGCGCATATGCC 
GAGTACCTCAATGAGCTTGTTGATCTGAAGAACATCCGCCCGATGAAGGTTGCTGTGGAT 
GCGGCAAACGGCATGGGTGGGTTCACTGTCCCTGAGGTATTCAAGGGTCTGCCACTTGAT 
GTTGCGCCACTGTATTTTGAGCTTGACGGCAATTTCCCCAACCATGAGGCCAATCCTCTG 
GAGCCTGCCAACCTGGTTGATTTGCAGAAGTTTACCGTAGAGACCGGATCTGATATCGGT 
TTGGCGTTCGACGGCGATGCGGATCGTTGCTTCGTGGTCGATGAGAAGGGCCAGCCAGTC 
AGCCCTTCGGCGATCTGTGCGATCGTAGCGGAGCGTTACTTGGAGAAGCTTCCGGGTTCC 
ACCATCATCCACAACCTGATTACCTCTAAGGCTGTGCCTGAGGTGATTGCTGAAAACGGT 
GGCACTGCGGTGCGTACTCGCGTGGGTCACTCCTTCATCAAGGCGAAGATGGCAGAGACC 
GGTGCGGCCTTTGGTGGCGAGCACTCTGCGCACTACTACTTCACTGAGTTCTTCAATGCG 
GACTCCGGCATTTTGGCTGCGATGCACGTGCTGGCTGCGCTGGGAAGCCAGGACCAGCCA 
CTCAGTGAGATGATGGCTAGGTATAACCGGTACGTTGCTTCAGGCGAGTTGAACTCCCGT 
TTGGCTAATGCAGAGGCGCAGCAAGAGCGCACCCAGGCTGTGCTCGATGCGTTCGCTGAT 
CGCACCGAGTCCGTGGACACCCTTGACGGCGTGACTGTGGAACTCAAGGACACCTCCGCG 
TGGTTCAACGTGCGTGCGTCCAACACCGAGCCGCTGCTTCGCCTCAATGTTGAAGCTGCA 
TCGAAGGAAGAAGTCGATGCGTTGGTAGCGGAGATTCTAGGGAT TATCCGCGCA 

>RXN013 65-downstream 
TAATCCCATTTTCCGGCGGGCAT 

>RXN01369-upstream 

CTGCGACGGACCTAGCAAAGGGGCGCTGACACAAGCACTGCGTTTGCTGGTGCGCGGACA 
GTCAGCCACGACCTATTCCATTGAAGAAAAGGACTTGTAA 

>RXN01369 

ATGGAGCTATTGGAAGGCTCACTGCGCACCTACCCATGGGGTTCAAGAACACTGATCGCT 
GATCTCAAAGGCGAAGAAT CACCATCGTCTCGCCCAGAGGCCGAAGTCTGGTTCGGTGCC 
C AC C C AGG AT C AC CAT C AAC C AT C GG T G G AAAC G C AC T CAAC G AAG T CAT CG CAG CGAAC 
CCCGAAGAAGCATTGGGCACGCGTGTTGCCGAAGCGTTTGAAAATGAGCTTCCATTCCTC 
CTCAAAATCCTCGCAGCGGGAGCACCCCTATCACTGCAGGCCCACCCATCGCTGGAACAG 
GCCCGTGAAGGATTCGCCCGCGAAAACTCAGCAGGAATTGACCTCGGCGCACCGAACCGC 
AACTACCGCGACCCAAACCACAAGCCAGAGCTGATCGTTGCTCTCACGGAATTCATCGCG 
ATGGCAGGCTTCCGCCCACTGCGGAACACCCTCACCATTTTCGACGCCCTCGCCTGCGAA 
CCCCTCGACCGCTACCGCAGCATGCTCACCGTCGACAACGAGGAAGAATCCCTCCGCGCA 
CTGTTTACCACCTGGATCACCATCCCCATCGGTAAACGACACGAACTCATCGATGCCCTC 
ATCAGCAACGCCCACACCTACCTTGAGGCAAGCGATCGTGACGAGGACATCGCATTCGTG 
CTCTCACACATCATCGAGCTCAACGAACAGTACCCCGGCGATGTCGGCGTTCTGGGTGCT 
CTGCTGTTGAACTTCTACAAACTTGCCCCAGGCGAAGCCCTCTACCTCGACGCCGCAAAC 
CTTCACGCATACATCAGCGGCCTCGGCGTAGAGATCATGGCGAACTCCGACAACGTGCTC 
CGCGGTGGACTGACATCCAAATACGTCGACGTCCCGGAGCTTGTGCGCGTGTTGGATTTC 
AACTCTTTGGAAAACGCTCGCGTGGACGTTGAAGAAGACGGTGCAACGACCCACTACCCA 
GTTCCAATCAACGAATTCCAACTCGATCGCGTTGCAGTTCAGGGCGAAGCAGAAGCCAAC 
CACGATGGTCCCATGATTGTTCTGTGCACCTCCGGAACTGTTTCCTTGGAAGCAGGGGAG 
AAGACCCTCGAAGTAGCAGCAGGTCACGCCGCATGGGTTCCAGCAAACGACCCAACCATT 
GCGATGCGTTCTGAGGACGCAGAAGTATTCCTCGCTAGGGTT 
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>RXN01369-downstream 
TAG AT C T T T T T AGAT TAAAAT C A 

>RXN0137 6-upstream 

TCCTCATCGGTTATCGGGAGTGGCGGATACTTCTTGCAAACTTAAACCACTATGCTTTCG 
CTTCGTGAGTACTTTGAAATCCCCCATCGCTGTGATCACA 

>RXN0137 6 

GTGACCTATTCACCAGGTAAATACTTGGCGTCGTTCCTGGATTCTTTGCCTGGTGCGACT 
TCACGAGACACCCACGTTGTGATGGCAGACAATGGTTCTGTGGACGGTGTTCCTGAGCAG 
GCAGCAGCCTCACGCAGCAACGTGGAGTTCCTCTCAACTGGCGGCAACTTAGGCTACGGA 
ACGGCTATTAATATTGCCGCCCGATCGTTGCGTGCGCGCCGGGAGGCAGGAGAGATCGAT 
GGGGAGTTCTTCCTCGTCTCAAACCCTGATGTTGTTTTTGACGAAGACTCTATTGATCAA 
TTGCTTGAATGTGCGAAACGTCACCCTGAAGCAGGAGCGGTTGGCCCGTTGATCCGTGAG 
GCGGACGGTTCGGCGTATCCGTCGGCTCGGGCGGTACCCACTTTGGCGAATGGCATTGGT 
CACGCTTTGTTGGGTGCTGTGTGGAAATCCAATCCGTGGTCGGCGGCTTACCGTGACGAT 
GAAGATATGGACACTGAGCGCACTGCTGGCTGGCTGTCGGGATCGTGCCTGTTATTAAGG 
TGGGATGCGTTTGATCGAGTTGGTGGTTTTGATGAGCGCTACTTCATGTACATGGAAGAC 
GTTGACCTGGGAGATCGGCTGGTTCGCGCCGGTTTCACCAACGTCTTTTGCCCAAGTGCG 
CAGATCATCCACGCGAAAGGTCATGTTGCGGGTAAAAACCCAGAGAACATGTTGCCCGCA 
CACCACGAGAGCGCGTATCGCTTCCAGGCTGATCGCCTCGCGAAGCCGTGGCAAGCCCCA 
ATTCGGTTGGCTCTGCGAATTGGTTTGAAATTACGAGCCGGAGTCGCGGTTGGTGTCTCT 
AAG AT G AG AAC GAAAG C C T C T 

>RXN0137 6-downstream 
TAGACCGTCGACGACCACCGGAC 

>RXN014 06-upstream 

GTTCCTCATTCCTCTAATCGGCGCACTATCTTTGCCTCGCGACGGCGGTGCCCGAGCCTT 
TTCCTCCTCTTAGAAACCCACTTCTGAAAGGTATAAAAAC 

>RXN014 0 6 

ATGACTATTCGAATCGGACTCGTTGGCTACGGTGTCGGCGGCAGGCTCTTTCACACCCCT 
TACATCCAAGCTTCTACGCACTGCGAATTAGTAGGCGTAGTTGCTCGTTCCGAAGGCACC 
AAAGCAGCCGTTGCAGAAGATCTTCCAGATGTTGCCATCGTGGGATCGCTGACAGAACTC 
CTCGAACTGGGCGTCGATGCAGTGGTGATCTCCACCCCTCCAGCCACGCGCCGGGAACTG 
GCC TTGGAAGCAATCAACGCAGGTGTCGCAGTGGTTGCCGATAAACCGTTTGCACCATCA 
GCCGCAGATGCCATGGAACTTGTCGAAGCCGCCGAAAAGGCTGGAGTGCTGCTCAACGTC 
T T C C AC AAC AG GC G C AAC G ACAC C C AC AT T G T C AC G GC AC T G G G AAT CC AAG AAGAAC T T 
GGTGCGATGCGTGGACTGGACCTGCGACTAGACCTGATCGAACCTGATTCCTTGGAGGCA 
GGTCCTGAAGGTGGTTTGCTGCGCGATCTGGGCTCACACGTAGTCGATCAGACCCTGGTT 
CTCATGGGGCCGGCTACCTCTGTCACCGCCCAACTTGGATCCATCGACCTTCCAGAAGGC 
CCAACCAACGCAAGGTTCCGCATCGTGTTGGAACATGAATCGGGCGCCGTATCGCACATT 
TCTGCCAGCAAGATTGACCGCTTGGAGTCCTGGGAAATCCGCTTGGTGGGCGAGCGCGGC 
TCCTACGTATCCAACTACACCGACGTGCAGACCGTGGCGATCAAACAGGGACTTCGACCA 
ACCAATGACCGCGAACACTGGGGCTACGAATCGGAGGAGCGGTGGGGCACCTTGGTTACC 
GATGAAGGCTCAAAGGTGATTCCTTCAGCACAAGGCGATTACACCCGCTTCTACGATGCC 
TTTGCCTTGGCTGTGGAAAACGGTGGCGCAGGGCCGGTGCCTGCACGTGAAGGTGTTGCA 
GTGCTCAAGGTGTTGGATGCTGTAGCCCAGAGCGCTGCGGAAAAACGCACCATTGAGTTG 
AGC 

>RXN014 0 6-downstream 
TAAGGAGAAGTGCTGCTGGCTGC 

>RXN0 14 68 -upstream 

T GC C AAGG AT T T GAC C AC CG T GC AGG AT T T GAT T GAC T T T AT T AAC AC C AAT AAGGC T G A 
TTAGCGGGAAAATTTCGCCCAAAACAGGGACAATGGTGTT 

>RXN01468 

ATGACAGTGAACATTTCATATCTGACCGACATGGACGGCGTCCTCATCAAAGAGGGCGAG 
ATAATTCCGGGTGCAGATCGTTTTCTTCAGTCTCTCACCGATAACAATGTGGAGTTTATG 
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GTTTTGACCAACAACTCCATTTTCACCCCGAGGGATCTTTCTGCACGTCTTAAGACTTCC 
GGTTTGGATATCCCGCCGGAGCGTATTTGGACTTCTGCAACCGCCACTGCTCACTTCCTG 
AAATCCCAGGTCAAGGAGGGCACAGCCTATGTTGTTGGCGAGTCCGGTCTGACCACTGCG 
TTGCATACCGCGGGTTGGATTTTGACGGATGCAAATCCTGAGTTTGTTGTCCTGGGCGAA 
ACCCGCACATATTCCTTCGAGGCAAT CACTACTGCGATAAATCTGATTTTGGGTGGCGCT 
CGCTTTATTTGCACCAACCCGGATGTCACTGGACCTTCACCAAGTGGCATTTTGCCTGCT 
ACTGGCTCTGTCGCCGCACTTATTACCGCAGCTACTGGCGCTGAGCCTTATTACATCGGC 
AAGCCAAACCCTGTGATGATGCGCAGTGCGCTGAACACCATCGGGGCGCATTCCGAGCAC 
ACTGTCATGATCGGCGACCGCATGGACACCGACGTGAAATCTGGTTTGGAAGCCGGCCTG 
AGCACCGTGCTGGTTCGAAGCGGAATTTCCGACGACGCCGAGATCCGCCGCTACCCCTTC 
CGCCCAACTCACGTGATCAATTCCATCGCCGATCTTGCCGATTGCTGGGACGATCCTTTC 
G G T GAC GG T G C AT T T C AC G T ACC AG AT GAG C AG C AG T T C AC T G AC 

>RXN014 68-downstream 
TAGTATTCTGTAGGTCATGGCAT 

>RXN014 98-upstream 

CAGTGGACAACTACTTGGCGGGTCTTAAATCAGCTGTGAAGGATTCTGCATAAGCTGGGC 
ACCACACGAGCATCAGAACGCGAAACGAAGGTAAAAGCCC 

>RXN01498 

ATGATCAAACGTCTTCCTTTAGGTCCGCTGCCTAAAGAACTTCATCAGACTCTGCTTGAT 
CTGACCGCAAATGCCCAAGATGCGGCGAAAGTGGAGGTTATAGCGCCATTTACTGGCGAG 
ACCCTCGGATTTGGTTTTGATGGTGATGAGCAAGACGTCGAGCATGCTTTTGCACTTTCA 
AGGGCAGCCCAGAAAAAGTGGGTGCACACCACGGCAGTGGAACGGAAGAAGATCTTCCTG 
AAGGTTCATGATCTGGTATTGAAAAACCGTGAGCTGCTCATGGACATCGTGCAGTTGGAA 
ACAGGCAAAAATCGAGCATCGGCTGCCGATGAGGTGTTGGACGTTGCGATCACCACCCGC 
TTCTACGCAAACAATGCAGGAAAGTTTTTAAATGACAAGAAACGCCCCGGCGCGCTTCCG 
ATCATCACGAAAAACACACAACAGTATGTGCCCAAGGGAGTGGTCGGGCAGATCACGCCG 
TGGAATTACCCTTTAACTTTGGGAGTATCTGATGCTGTTCCGGCGCTGCTGGCAGGAAAC 
GCAGTGGTGGCTAAACCTGACCTCGCGACACCTTTCTCCTGCTTGATCATGGTGCACCTG 
CTCATTGAAGCCGGTCTGCCGCGTGATTTGATGCAGGTTGTCACCGGCCCTGGCGATATT 
GTTGGCGGTGCGATTGCAGCTCAGTGTGATTTCCTCATGTTCACTGGATCCACGGCCACG 
GGCCGGATCTTGGGTCGGACAATGGGTGAGCGTTTGGTGGGTTTCTCTGCGGAATTAGGC 
GGAAAGAACCCTCTTATTGTGGCCAAGGATGCAGATCTGGACAAGGTGGAAGCTGAGCTT 
CCGCAGGCGTGTTTTTCCAACTCGGGGCAATTGTGTGTCTCCACTGAACGTATTTATGTC 
GAGGAAGACGTGTACGAGGAGGTGATTGCACGGTTTAGCAAGGCGGCGAAAGCCATGTCC 
ATTGGTGCCGGATTTGAGTGGAAATATGAGATGGGTTCGTTGATCAATCACGCGCAGCTG 
GATCGGGTGAGCACCTTTGTTGATCAGGCTAAAGCTGCGGGCGCCACGGTGCTGTGCGGT 
GGCAAGTCACGCCCTGATATTGGTCCCTTCTTCTATGAGCCCACGGTATTGGCGGATGTC 
CCAGAGGGCACCCCACTGCTCACGGAGGAAGTCTTCGGGCCGGTGGTGTTCATCGAAAAG 
GTAGCCACACTGGAAGAAGCCGTCGATAAGGCAAATGGCACGCCCTACGGCCTGAATGCG 
TCCGTCTTTGGGTCGTCGGAAACCGGCAATCTTGTTGCAGGCCAGCTGGAAGCTGGCGGT 
ATCGGTAT TAATGATGGCTACGCCGCGACGTGGGCGAGCGTGTCCACGCCTCTGGGTGGC 
ATGAAGCAGTCGGGGCTGGGGCACCGCCATGGTGCGGAGGGAATTACAAAATATGCGGAG 
ATCCGAAACATCGCGGAGCAGCGCTGGATGTCTATGCGTGGGCCGGCCAAAATGCCGCGA 
AAGGTGTACTCAGACACCGTGGCCACAGCGCTAAAGCTGGGCAAAATCTTTAAAGTTTTG 
CCG 

>RXN014 98-downstream 
TAGCAAAAAGCCGGACCCTTGCT 

>RXN01550-upstream 

TTCGCCAGCAGTACTTCTTCACCTCTGCTTCCCTGCAGGCCAT GATTCAGGGCCACCTGG 
CGCACCACAAGGACCTCAGCAACTTTGCCGAGTTCACTCC 

>RXN01550 

GTGCAGCTCAATGACACTCACCCAGTGTTGGCTATCCCTGAGCTTATGCGTCTGCTCATG 
GACGAGCATGACATGGGCTGGGAAGAATCCTGGGCAATCGTGTTCAAGACCTTCGCATAC 
AC C AAC C AC AC CG T G C T C AC C G AAG C T C T T GAG C AG T G G GAT C AG C AGAT C T T CC AAC AG 
CTGTTCTGGCGCGTGTGGGAAATCATCACAGAGATCGATCGCCGCTTCCGTTTGGAGCGC 
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GCAGCCGATGGACTGGATGAAGAGACCATCGACCGCATGGCTCCAATCCAGCACGGCACT 
GTTCATATGGCATGGATTGCCTGTTACGCGGCATATTCCATCAATGGCGTGGCAGCGCTG 
CACACCGAGATCATCAAGGCCGAGACCTTGGCTGACTGGTACGCACTGTGGCCAGAGAAG 
TTCAACAACAAGACTAACGGTGTTACCCCACGCCGTTGGCTGCGCATGATCAACCCAGGT 
CTGTCTGACCTGCTCACTCGACTTTCCGGTTCCGAT GATTGGGTAACCGATCTGGATGAG 
CTGAAGAAGCTGCGCTCCTATGCCGACGATAAGTCCGTGCTTGAAGAACTCCGCGCTATC 
AAGGCTGCTAATAAGCAAGACTTCGCCGAGTGGATCCTCGAGCGCCAGGGCATTGAGATT 
GATCCAGAATCCATCTTTGACGTGCAGATTAAGCGCCTCCACGAGTACAAGCGCCAGCTC 
ATGAACGCGCTCTACGTACTAGACCTTTACTTCCGTATTAAGGAAGATGGCCTCACCGAC 
ATCCCAGCACGCACTGTCATCTTTGGCGCCAAGGCCGCGCCGGGTTATGTCCGCGCCAAG 
GCGATTATCAAGCTCATCAACTCTATTGCTGACTTGGTAAACAACGATCCTGAGGTCTCC 
CCGCTGCTCAAGGTGGTCTTTGTAGAGAACTACAACGTCTCCCCTGCTGAGCACATCTTG 
CCTGCGTCTGATGTCTCCGAACAGATTTCCACCGCCGGCAAGGAAGCCAGCGGTACCTCC 
AACATGAAGTTCATGATGAACGGCGCCCTCACCCTGGGCACCATGGACGGCGCCAACGTA 
GAGATCGTGGATTCTGTGGGCGAGGAAAACGCCTATATCTTCGGTGCTCGCGTGGAAGAA 
TTGCCAGCCCTGCGCGAAAGCTACGAGCCATATGAGCTCTATGAGACCGTCCCTGGCCTC 
AAGCGCGCATTGGACGCCCTGGATAACGGCACCCTCAACGACAACAACAGTGGTTTGTTC 
TACGACCTCAAGCATTCCTTGATCCACGGTTATGGAAAAGACGCCAGCGACACCTACTAC 
GTGCTTGGCGATTTCGCAGATTACCGCGAGACCCGCGACCGTATGGCCGCCGACTACGCC 
TCCGATCCCCTGGGTTGGGCACGCATGGCCTGGATCAACATTTGCGAGTCCGGCCGTTTC 
TCCTCCGACCGCACCATCCGCGATTATGCCACCGAGATCTGGAAGCTCGAGCCAACTCCT 
GCTGTTAAGAAG 

>RXN01550-ciownstream 
TAGGTTTTAACCTCCGCTTCTAA 

>RXN0 1 5 5 4 -upstream 

TGGCTTAAACCTTATTTGTAGTTGTCAATAAATATGAAATTCCTTAGCAACTTGTTTAAA 
T AG ACG T AT AAAC AAGT T T G AAAAAGG AAGG T T AT CC AT C 

>RXN01554 

TTGAAAAAGCATGTGACCTCAGCCGTTACCGCCGTGGTGACGGCTTTTTCAACGGCTGCG 
CTTGGTTTAAGTATTGCCGTTTCTCCTGCTGTTGCCCAAGTGGCTAATCCAGCTCCAGAT 
CTTTCTGCGCCGTATACATGGGTGGAAGAGTTTGATTCCGAGGATGCTCTCAAAGGGTGG 
AACATTTTCCGCCAGCCAGATTATGGCAGCGACAAAGTTCTCTATACCGAAGATGCTTTA 
AGTATCGAAGATGGCAAGCTCACCATCACCACTCAGCGCCACTGCGTTGACGAAGACTTC 
GCGATCAGTGATCCTGTCAACCGCGGAAAGCTCAATGACAGCACCGCGCAAGTTGAACCT 
TGTGCTCCAGGTCAGTTTGAAAAGTTCACCAGTGCGCGCATCGTCACTCCGAAAATTGCT 
CGTGGAGAGTTCGACCTTTCTGTCACTGCAACTCTTAACACCGGTGGCGTCGAAGGTGTC 
CGAAGTGCCATTTGGATGCAAAACGGTGAACAGGCGTGTTCCTCAGCAACCAACAATGGC 
CTCTACGGAGAACTAGACCTGGTAGAGCACTTTTCTTACGATCTTCGCTCGCCATGGTCT 
CCATCAAACACCCACTTGGGTTGTGATCCTGAAAGTGTCAACGGCACCAACCGTGCACCT 
CGTGAACTTAAACTAGATGAGTCACTCGATGGCGTGGAGCACACCTGGACTGTGAGCACC 
ACCCGCGACGGCGTTGAGTACTTCATTGATGATGAGGCGATTAACCGCCAGTCATGGCGC 
AACGATGTCACTTTGGGGCATGCCGAAATTGATGATTTCGGGATCTCCGCGCAGACGTTT 
GAT GAGATCGTCGACCGCGAATGGACTCTCACTCTTAATCAAAAGGTAGAAAGCGCCGAC 
TGGGCAAAACCACGTTCCTCTGAGGAAGATTTCCCAGTCCGGTCCATGGTGATTGACCGC 
ATCGAGGTCACCGGATCTCCCGCAGTATCTGAAGACACCCCCATGCCAGATACCACCCAG 
CTTTTGACCCAAGACACTCTGGAATACCTCGGTCGCATGCCAGTGCTGGAACGCTACGAG 
CCAGCAAGTGCTGATTTTGCCGATGGCCGCAGGCCTTCCTGGAACTACTTCAATTTGAAG 
GAAT C G T GG C AG AAT C C AG AAC T C GAG C AAC G C C C AG AAG C T G T C G AAT T C G T T GAT G G A 
CGCATGGATATCGTGACCCGTCGCCACTGTCTGGCCACCACTGATGACATCGCCACTCCG 
GAAAACGCACAGGAGGAACCGTGCGCGCCGGGTGAGGTGACACGCTACAGCTCAGCGCGT 
GTCCACCTTCCAGAGATCCCCGCCGGCAACTTCCGGCTCACCGTGCGCGCACGGGCGCAG 
TCCGAAGAGCTTGTCGACGGCGTCCGCCCCGCTATCTGGATGCAGAACAATACCAACTTC 
TGTGCTGACAACGATGGACGCCCTTATGGTGAACTGGATATTACTGAGTTCTACAGCTCT 
CGTGTGAACACCCAGTACTCGGCAGTACACCTTGGATGTGCTGGCAACCGCCCAGAGATG 
AAGCTTCGCCAAATGGAAATGGAAGAGTCCATGTTTGGGGATTGGCATGACTGGGGCGTC 
GAAGTCTTCGACGGCCAGATCGTATTCACCATTGACGGCAAGGCAGTAACTTCCTCTGGC 
AAAGATGTCTTTGGCAACTCTGTTACCCCAGCCGCTGCACCTCTTCGCCCCGCGCACTTC 
AAGTTGTCGGAAGAGGAATACCGTGAAGTCATCGGGCAGCCTTGGCACCTTATTTTGAAC 
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ACCATGGTGGAGCAGTCTGGCAAAGACAGCTGGATTACAGCGGTCGACAATAACGAGGCG 
TTCCCAGAACACCGCTTCCAAATTGACCATGTGGCAGTAGATATCGAGTCTGACTCTGTG 
GACAATGTATGGCCTGACGCTGCGAATGAAATCCCAGACAATGTTGGTATTGAAGACTCT 
GATGATGGCAGCGACCTGGAGGTTGGTTCGACCGGAAGCTCTACAGCTGAGACCGTGAGC 
TGGATCTCGTTGTTCACCGCGTTGAGCTCGCTGGTCTTCACACTGGCTCTCAATCAAGAA 
G CAT TGCAGAAT T T GAT TAATCAGT T C AT G AGAC AG T T CAAG 

>RXN0 155 4 -downstream 
TAATCCTTGTGGGCGCTTTGTCT 

>RXN01562-upstream 

GCAGGTGCACATTTGTTTTGTCACCTGCACAAAAGTGTCGCCAGCCCGATACTTGTACAA 
CCGTCCGCATCCGAGAAGCAAAGGTGTCTGACTCGCGCCA 

>RXN01562 

ATGGGAATTCTGAACAGTATTTCAACACCTGCTGACTTAAAGGCCCTTAAT GATGAGGAT 
TTGGACGCTCTTGCCAAAGAAATCCGAACTTTCCTGGTCGATAAAGTCGCAGCAACTGGT 
GGCCACTTAGGTCCAAATTTGGGCGTAGTGGAATTAACCATCGGTCTTCATCGAGTTTTC 
GATTCGCCTCAAGACCCGATCATCTTTGATACTTCTCACCAGTCCTATGTGCATAAGATC 
CTGACGGGTCGCGCTAAAGATTTTGATTCTTTGCGTCAAAAAGATGGCCTTTCTGGTTAC 
ACCTGCCGTGCTGAAAGTGAGCACGATTGGACTGAGTCTTCGCATGCTTCGGCGGCCTTG 
TCTTATGCGGATGGTTTGTCTAAAGCCAAGCAGTTGGATGGCGATACCACGCATAGTGTG 
GTTGCTGTCGTTGGTGATGGCGCTCTAACTGGCGGCATGTGTTGGGAAGCACTGAACAAT 
ATTGCTGCTGGTAAAGACCGCAAAGTTGTTGTCGTAGTCAATGACAATGGCCGGAGTTAT 
TCTCCAACCATTGGCGGATTTGCGGAAAACCTTGCGGGCCTTCGCATGCAGCCTTTCTAT 
GATCGCTTCATGGAAAAGGGCAAGACGTCCCTGAAATCCATGGGGTGGGTAGGGGAGCGT 
ACTTTTGAAGCGCTCCATGCATTTAAAGAAGGTGTGAAGAGCACCGTCATTCCCACCGAA 
ATGTTCCCTGAACTGGGCAT GAAATACGTGGGTCCGGTTGATGGACATAACCAAAAAGCT 
GTCGACAATGCGCTGAAATACGCTCATGATTATGATGGCCCCAT CATCGTGCACATGGTC 
ACCGAAAAGGGTCGTGGTTACGCGCCTGCTGAGCAGGATTTGGACGAATTGATGCACTCC 
ACGGGCGTCATCGATCCGCTCACAGGAGCTCCTAAATCTGCATCAAAGCCCGGTTGGACC 
TCTGTGTTCAGCGATGAGCTGGTCAAGATTGGTGCGCAGAATGAAAACGTTGTTGCCATC 
ACCGCCGCGATGGCAGGTCCTACCGGTCTGTCCAAGTTCGAAGCCAATTTCCCCAACCGA 
TTCTTTGATGTCGGCATTGCTGAGCAGCACGCGGTAACTTCTGCCGCAGGCCTCGCATTG 
GGTGGAAAACACCCTGTGGTGGCTATTTACTCCACGTTCTTGAACCGCGCTTTTGATCAG 
CTGCTCATGGATGTGGGCATGCTCAACCAGCCTGTTACTTTGGTGCTTGATCGCTCAGGT 
GTCACGGGTTCGGATGGAGCGAGCCACAATGGCGTCTGGGATATGGCGCTGACCTCGATC 
GTTCCAGGCGTGCAGGTGGCGGCACCACGTGATGAGGATTCCTTGCGTGAGCTGCTCAAT 
GAGGCTATTTCCATCGATGATGGCCCCACAGTTGTGCGTTTCCCCAAGGGCGACTTGCCA 
ACTCCAATTGTTGCTATCGACACCTTGGAAGACGGCGTGGATGTCCTCGCATATGAAGAC 
GCCACTGACGTTGAATCAACCGACGATGCGCCATCAGTTCTCAT CATTGCGGTAGGCGAG 
CGCGCAACTGTTGCACTTGACGTTGCTTCCAGGATTAAACAGCACGGCGTGAACGTCACG 
GTTGTTGACCCCCGCTGGATTGTCCCCATCCCGCAGTCCTTGGTCGCGCTGTCTGATGAT 
CATGACCTCGTGATCACCATCGAAGACGGCGTCATCCACGGCGGCGTGGGATCCTTGCTC 
TCTGATGCGCTTAACGCCTCTGAGGTGGATACCCCTCGCCGACAAATCGCCGTGCCCCAG 
AAGTACCTGGATCACGCGTCCCGCAATGAAGTGCTCGCCGATTATGGCCTCGACGCCGAC 
GGCATTGAAACCACTGTTGTTGGATGGCTGGATTCCCTGTTCGGGGAA 

>RXN015 62-downstream 
TAAAACCCTGCTTATCGACGCCG 

>RXN015 6 9-upstream 

AAGGCCTAGAGCAGACCATCGATTGGTACCGCGAAAACGAGGCCTGGTGGCGCCCTGCCA 
AGAACAACGTCGAAGCTACCTACGCTAAGCAGGGACAATA 

>RXN01569 

ATGGAATACGGTAAACAACTCACCTCCCACACCACCGACATCGAAGGCCTACTGGTTTTC 
GATTTCCCCGTCCACGGCGACAACCGCGGCTGGTTCAAGGAAAATTGGCAGCGCACCAAG 
ATGACCAACCTGGGGCTGCCCGATTTTGGCCCCGTCCAAAACAACATGAGTTTCAACGCC 
ACCGCCGGCACGACTCGCGGCATGCACGCTGAGCCGTGGGATAAATTTGTGTCCGTCGCG 
GTGGGTTCCGTTTTCGGAGCTTGGGTGGATCTGCGCGCGGGCTCGAGCACGTACGGTAAC 
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GTCGTAACGCAAAAAATTACCCCTGACGTGGGAGTTTACGTCCCGCGTGGTGTGGCAAAC 
GGCTTCCAGGCGCTCGAGGACGGCACGCTGTACACCTACCTCGTCAACGATCATTGGTCC 
CCCGACGCGCATTACGCCAACGTCAACCTCAACATGATCGACTGGCCGCTGCCCATCACC 
GAGATCTCCGAAAAAGATAAAAAACATCCAGCGCTTATCGACGCCACCCCCCTGCCCGCC 
CGCAAGGTTCTCGTGGTCGGCGCCGGCGGACAACTGGGAACCGCGCTACGCGCGCAGTTC 
CCAGACGCGGAATTTGTCACGCGCCAAGAACTCGATATCACCTCAGATCTCACCGAGGCT 
CGCGCGTGGAAACAATACTCCACCATCATAAACGCCGCCGCCTACACTGCCGTTGACCAG 
GCAGAACACGACCGCGCAGCAGCGTGGGACATCAACGCAGCGGCAGTGGCTAACCTCGCG 
ACCATCGCGCGCGACAACAACCTCACCCTCGTGCACGTGTCCTCAGATTATGTCTTCGAC 
GGTGCGGCCGAATCCTACGATGAAAACGCACCGTTTTCCCCACTCGGCGTGTACGGCCAA 
T C C AAAG C AG C C G GC GAC AT C GG AG AC AC C ACC G CACC GC G C CAC T AC AT T G T GC G C AC C 
AGCTGGGTGATTGGCGATGGCAATAATTTTGTCCGCACCATGAAATCCCTCGACGAACGC 
GGCATCGCACCATCAGTAGTTGATGATCAAATCGGCCGCCTATCCTTCACCGAAGACATC 
GCAGCCGGCATCGCGCACCTTTTGGAAGTGGGTGCAGCATATGGCACCTACAACCTCACC 
AACACCGGCGAACCCGCAAGCTGGGCCGATGTTGCCCGCGCAGTATTTTCCGACCCCACC 
AAAGTTACCGGCGTGAGCACCGCCGAGTACTTCGCCAACAAAGACGCAGCGCCCCGCCCA 
CTGAACTCCGTTTTGGATCTCGGCAAAATCGAAGCCACCGGATTTAGCGCACCGACCTGG 
CAGAC CC GCC T C AAC GAC T ACC T CAAGG AAC T C T CAAAG 

>RXN015 69-downstream 
TGAAAGGCATCATCCTCGCAGGT 

>RXN0158 0-upstream 

CGGTAAACGCCTCATTAAAGTCCAATGCCATGCTCATAACACTAACAGTTAACCGTGCGG 
TCAACTTTGCTCCCTATCCTTAAAAAGCCCACAGAAAAGG 

>RXN0158 0 

ATGTATAAGAATATGCACATTGTTGCCCATCGCGGTGCGGAAGATCTGCACCTCGAAAAC 
ACCATGACCGCTTTCCAGGCTGCCGCGCCCGCTGACGCTTTTGAGCTGGATATCCACGCC 
ACCGCTGACAATCAGGTCGTCGTTATCCACGACCGCACCGCAGCGCGTGTTGCCGCGCCA 
GATTCCCTGCACCGCGACACCCCGGTTGCGCGCTTAAGCGCCGCGCAAATCAAGGAGATA 
ACGCTTATCGACGGATCCCCCGTACCAACCCTGGAGGAAGTTCTACTCCAGACGAGCCTG 
CCGATCCAAGTGGAAATCAAATCTGCCGGTGCAGTTCCAGCAGCCGCAGCATTATTGCAG 
AAATACCCAGAGCACCTGGAGCGCCTGCTGTTCATCAGTTTCATCGATGCAGCACTGGTG 
GAAATCGTGGATCGACTGCCAGAAGCTCGCGTGGGAATCTTGCGCGATGCGTCCATGGAT 
GATCTGCGCATTCTTGATTACATCCCGCTAAAAAATGTGGGCGCGATCTTGCCCTCGTGG 
AAAGCACTAAACGTGGCGTCAATTGCTGATCTACATACCAAGGGAATCAAGGTTGGCTGC 
TGGACAATTCGGGATGAAAATGCGTTTGGGATCGCACAACAAGCTGGCGTTGATTACGCC 
ACTGTTAGCGATCCCTCTCGTTTCCTCGCGCCCTCCCCTGCTGGGGAGTTGCACTGG 

>RXN0158 0-downstream 
TAAATAATCTAGTGACCAGACTG 

>RXN015 93-upstream 

ATATGACAGCCTTCTTCTTGATCTAGATGGAACCGTCTACGAGGGCGGCCGAGCCATTGA 
GCACGTAGTTTCTGCGCTCTCTGGCGCCGGCCTACCCGTC 

>RXN01593 

ATGTATGTCACCAATAATGCCTCCCGTGCTCCGGAGGTGGTGGCTGCGCAACTCCGTGAG 
ATTGGCCTTGCCGACACCACTGCGGACAATGTGATGACATCTGCTCAAGCTGCCTGCAAG 
ATGGCGGCGGAGAAGATTCCCGCTGGATCCAAGGTGTATGTTTTGGGTTCAGAATCCTTC 
CGCGAGCTAGCTACTGAAGCTGGTTTTGTGGTGGTTGATTCGGCTGATGATAAACCTGTG 
GCTGTGCTTCACGGCCACAACCCTGAGACCGGTTGGGCTCAGTTGAGCGAGGCTGCGCTG 
TCAATTAATGCTGGCGCGCAGTATTTTGCATCAAATTTGGATTCCACCCTTCCCATGGAA 
CGCGGTCGTCACATTGGCAACGGTTCCATGGTGGCTGCCGTGGTCAACGCGACTGGCGTA 
AAGCCTCTTTCCGCAGGTAAGCCAGGCCCCGCGATGTTCTATGCGGGGGCTGAAACTCTT 
AATTCTTCAAAGCCTTTGGCTGTCGGCGATCGTCTCGATACCGATATCGCCGGCGGAAAC 
GCTGCAGGCATGGACACATTCCAGGTCCTGACCGGCGTCAGCGGCTACTACGATTTGGTG 
CGCGCCATTCCCAGAGCAGCGCCCCACCTATATCGCCACCTCGATGCAGGATCTCTACAG 
CGATCCGGGCGAGCTCAAGCCAGGTGCCCAGGGCGGTTTTTCAGCGCTTATCGACGGCGA 
CACCCTGGTCATTTCCGGCGGCGATGCCGGCGCAACTCCGGTTGCAGCACTCCGCACTGC 
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GTTGGATGTGGCCTGGGCGGCCACAGAGCAGTCACCGAGGTACGCGCTGATTCAGAGGTA 
GCTGCTACTGCATTGCAGAGCTGGTGG 

>RXN01593-downstream 
TAAACGGTGAATTCACCAAAGCC 

>RXN01630-upstream 

GTAGGTGAGTCTTCGTGAGATACCCCCGGCCAGTCATACAGTTCAACCAAGCTCCACCAC 
CCAGATAAAAACCTGCGGGTTGCGTTTTAGGAGAATTCCC 

>RXN01630 

ATGAGTGATCAAAAAATTGTTGTTGGCCTGCTAGGCATCACCCACCCGCATGCGTCGGCG 
CGGGTGCGTGCCCTCCGTGAAATTGATGGGGTAGAGGTCGTCGCCGCCGCGGATACTGAT 
TCCCGCCTCCAGTACTTCACCGACAAATATGATGTTGAACCCCGCGAGATCGATGACGTC 
TTGAACGACGATCGCATCAACGCCATCATGGTTCACTCCAAGAGCAAGGACATGGTCCCT 
CACGCCAAGCGCGCGCTCGCGGCCGGAAAATCCGTCGTCGTGGAGAAGCCCGGCGGGGGA 
ACAGTGGCGGATCTTGAGGAGCTCCTGGCCCTCAAAGAAGCTGCCGATCCTCAGCGAATC 
GTGCAGGTCGGGTACAACGTCCGCCTGTCTGAATCGGTTCAGAGATTAAAAGAGCTTCTC 
GACGCCGGCCTCATCGGCGAAGTCGTCAGCGTGCAAGCACGCGGCGCCGCAAAAGTAGGT 
GAGCATATCACCGAGCACCTCAACCAACCCGCAGACATGGGCGGTGTGTTGTGGATTCTT 
GGCTGCCACATGCTCGATGCATTGGTGGAAGTCTTCGGAGCTCCAGAATCCGTGAACGCC 
CGAGTGCATAAGACCGCAAAACTCTCTGACGACACCAGCCGCGAAGACTCAGCCTCCGCA 
CTGCTGTACTACCCAGATTTCTCCGTCAGCTTCAGCTTCGACGGCCACGATGATCTGGAA 
TGGTTCGAAAGCTCCCGACTCACGGTCTATGGAACCAAGGGCATGATCGAAGCCGGAATC 
CTCCCTCAGACACTGCGCGTATACCTCAATGAGTCACGCCAGGGCTGGCCACAGGGTTGG 
ACCGAGTGGACCCAGAGCTACTTCACCCCACCGTTTGCTCGCACAGAATCCAACAAATTC 
TCAGAGCTTCCAGAGCTAGAAAACATCAGCAACTTCCGCACAGAAATGCAGGGGTGGGTG 
AATTCCATTCGCACTGGATCCCGCAATGTGGCGCCAGTTGAGGATGCTCTCACAGTCGCT 
C GC AT T G T CAGT G CAT GC T AC GAAT C CG AC AAC AACC AGG GC AT T T C C GT AAAC AT C 

>RXN01630-downstream 
TAAGAGGAGCACTCCATGAAACC 

>RXN01631-upstream 

GCCAGTTGAGGATGCTCTCACAGTCGCTCGCATTGTCAGTGCATGCTACGAATCCGACAA 
CAACCAGGGCATTTCCGTAAACATCTAAGAGGAGCACTCC 

>RXN01631 

ATGAAACCACAACTTATTGCATCTTGCTGGACCAGCGCGGGAGACGCCGCACCCGATCGT 
GACGATCTCAGCAGCCCAGTAGCAATCGATGAGCGCATCGCTCTAGTCGCTGAAACCGGT 
TGGGCAGGCATTGGGCTTGTTCACGCCGATCTCATCAAAGCACGCGACACCATTGGCTAC 
GAGGAATTGCGCCGACGCATCCACGCTGCAGGAATTGAAATCATTGAGGTGGAGTTCCTC 
AATGGTTGGTGGGCGACTGGTGCGGAACGCCAAGAGTCCGATGCCGTTCGTGCGGATCTG 
TTTGCTGCGGCGCAAGCTCTTGGTTCCCCACACATTAAGGTCGGAGCAGGAGAGGGCACC 
AATGGTGTGGTTCCCATTGCTCACATGGCCAGTGCGTTTACTGATCTCGCTGCGGAAGCT 
GAAGCTCATGGCGTCAAGCTCGCGTTGGAAGCAACTCCGTTTTCTCACCTGAAGACCATC 
TACGACGCGCTGGAAGTTGTCAGCCATTCCGATAGCCCATCGGCTGGACTCATGGTTGAT 
ATCTGGCACACCGCGAAAATCGGAATCCCCAACGATGAACTGTGGCGCAACATTCCACTG 
TCCAAGGTCAACGCAGTGGAGGTTGATGATGGTTTCATTGACACCCCAATTGATCTTTTC 
GATGACTCCACCAACCGTCGCGCGTACTGCGGTGAAGGCGAATTTGATCCCGCAAGCTTC 
ATCCGTGGCGCCATCGACGCCGGTTGGACGGGCGCATATGGTGTGGAAATTATTTCCGCA 
GAGCACCGAAGCCTCCCGGTGAAAGAAGGGCTGCAACGTGCTTTCGACACCACCATCGCA 
GCGTTTGAACAAGCTGCTCGTCTCGCCCCCTCCACTAAC 

>RXN01631-downstream 
TGATCTTTGAAAGGCTGAAAAAA 

>RXN01695-upstream 

TATGGCCAACACTTGCATTCGGGTGCTGGCGATCATTTAT GAGAT GACGCCTTGTGTTGG 
T G T T C G GC AG AG AAC T C GC G G AGAT AAAAG G AAG T T G AAC 
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>RXN01695 

ATGTCAGATTCCCCGAAGAACGCACCGAGGATTACCGATGAGGCAGATGTAGTTCTCATT 
GGTGCCGGTATCATGAGCTCCACGCTGGGTGCAATGCTGCGTCAGCTGGAGCCAAGCTGG 
ACTCAGATCGTCTTCGAGCGTTTGGATGGACCGGCACAAGAGTCGTCCTCCCCGTGGAAC 
AATGCAGGAACCGGCCACTCTGCTCTATGCGAGCTGAACTACACCCCAGAGGTTAAGGGC 
AAGGTTGAAATTGCCAAGGCTGTAGGAATCAACGAGAAGTTCCAGGTTTCCCGTCAGTTC 
TGGTCTCACCTCGTTGAAGAGGGAGTGCTGTCTGATCCTAAGGAATTCATCAACCCTGTT 
CCTCACGTATCTTTCGGCCAGGGCGCAGATCAGGTTGCATACATCAAGGCTCGCTACGAA 
GCTTTGAAGGATCACCCACTCTTCCAGGGCATGACCTACGCTGACGATGAAGCTACCTTC 
ACCGAGAAGCTGCCTTTGATGGCAAAGGGCCGTGACTTCTCTGATCCAGTAGCAATCTCT 
TGGATCGATGAAGGCACCGACATCAACTACGGTGCTCAGACCAAGCAGTACCTGGATGCA 
GCTGAAGTTGAAGGCACTGAAATCCGCTATGGCCACGAAGTCAAGAGCATCAAGGCTGAT 
GGCGCAAAGTGGATCGTGACCGTCAAGAACGTACACACTGGCGACACCAAGACCATCAAG 
GCAAACTTCGTGTTCGTCGGCGCAGGCGGATACGCACTGGATCTGCTTCGCAGCGCAGGC 
ATCCCACAGGTCAAGGGCTTCGCTGGATTCCCAGTATCCGGCCTGTGGCTTCGTTGCACC 
AACGAGGAACTGATCGAGCAGCACGCAGCCAAGGTATATGGCAAGGCATCTGTTGGCGCT 
CCTCCAATGTCTGTTCCTCACCTTGACACCCGCGTTATCGAGGGTGAAAAGGGTCTGCTC 
TTTGGACCTTACGGTGGCTGGACCCCTAAGTTCTTGAAGGAAGGCTCCTACCTGGACCTG 
TTCAAGTCCATCCGCCCAGACAACATTCCTTCCTACCTTGGCGTTGCTGCTCAGGAATTT 
GATCTGACCAAGTACCTTGTCACTGAAGTTCTCAAGGACCAGGACAAGCGTATGGATGCT 
CTTCGCGAGTACATGCCAGAGGCACAAAACGGCGATTGGGAGACCATCGTTGCCGGACAG 
CGTGTTCAGGTTATTAAGCCTGCAGGATTCCCTAAGTTCGGTTCCCTGGAATTCGGCACC 
ACCTTGATCAACAACTCCGAAGGCACCATCGCCGGATTGCTCGGTGCTTCCCCTGGAGCA 
TCCATCGCACCTTCCGCAATGATCGAGCTGCTTGAGCGTTGCTTCGGTGACCGCATGATC 
GAGTGGGGCGACAAGCTGAAGGACATGATCCCTTCCTACGGCAAGAAGCTTGCTTCCGAG 
CCAGCACTGTTTGAGCAGCAGTGGGCACGCACCCAGAAGACCCTGAAGCTTGAGGAAGCC 

>RXN01695-downstream 
TAAATCTTCTAACTGCTTTCTTT 

>RXN017 4 4-upstream 

TCTTATTGGTTCTTCGTTTTGTATCGATAAATACAATCGGTTTCCTGGCTTAATAAGGCT 
GTTCCTGTCAACCTGCAATGGAAGAGGAAGTGTACCTAGC 

>RXN01744 

GTGGATGTCGTCGACATCGCACGGTGGCAATTCGGAATTACCACCGTCTAT CACTTCATT 
TTTGTCCCACTGACCATTGGCTTAGCGCCGCTGGTCGCAAT CATGCAAACGTTTTGGCAA 
GTTACCGGCAAAGAGCACTGGTATCGGGCCACAAGATTTTTTGGCACTGTGCTGCTCATC 
AACTTCGCGGTTGGTGTAGCAACGGGCATTGTGCAGGAGTTCCAGTTCGGTATGAACTGG 
TCGGAATATTCGCGTTTCGTCGGTGATGTTTTCGGCGGACCGCTGGCTTTGGAGGGTCTT 
ATCGCGTTCTTCCTTGAGTCTGTATTCCTGGGACTGTGGATTTTCGGATGGGGGAAGATT 
CCTGGTTGGTTGCACACTGCATCCATTTGGATCGTTGCTATTGCGACGAATATTTCTGCC 
TATTTCATCATCGTGGCCAACTCGTTTATGCAGCATCCGGTGGGTGCTGAGTATAACCCT 
GAGACTGGTCGTGCGGAGCTTACTGATTTTTGGGCTCTTCTCACAAACTCCACCGCGCTG 
GCTGCGTTCCCGCATGCTGTTGCCGGTGGTTTTTTAACAGCTGGAACTTTCGTTCTCGGA 
ATTTCGGGTTGGTGGATTATTCGTGCGCACCGTCAGGCCAAGAAGGCTGAGTCGGAAATC 
GAGTCGAAGCATTCGATGCACAGGCCCGCGTTGTGGGTTGGTTGGTGGACCACAGTTGTC 
TCTTCCGTGGCGCTGTTCATCACTGGCGATATCCAGGCGAAGCTCATGTTCGTGCAACAG 
CCAATGAAGATGGCGTCGGCGGAATCCTTGTGTGAAACCGCCACAGATCCAAACTTCTCC 
ATTCTGACAATTGGTACGCACAACAACTGCGATACGGTAACCCACCTGATCGATGTTCCG 
TTTGTGCTTCCATTCTTGGCTGAAGGAAAATTCACCGGTGTGACTTTGCAGGGTGTAAAC 
CAGCTCCAAGCTGCAGCGGAGCAAGCATACGGTCCTGGCAACTACTCCCCTAACTTGTTT 
GTCACCTACTGGTCATTCCGCGCAATGATCGGCCTGATGCTTGGTTCTTTGGCTATCGCT 
GCGATTGCGTGGCTGTTGCTGCGTAAGAAGCGCACACCAACTGGAAAGATTGCTCGTCTG 
TTCCAGATCGGCAGCCTCATTGCTATCCCGTTCCCATTCTTGGCCAACTCTGCTGGTTGG 
ATCTTCACCGAGATGGGCCGCCAGCCTTGGGTGGTGCACCCGAACCCTGAATCTGCCGGC 
GATGCCCGAACAGAGATGATCCGGATGACTGTTGATATGGGTGTATCTGATCATGCGCCA 
TGGCAAGTCTGGCTGACTCTCATTGGCTTCACGATTCTCTATCTCATTTTGTTCGTGGTG 
TGGGTGTGGCTGATTCGCCGCGCAGTTCTGATCGGACCACCAGAGGAAGGCGCTCCATCC 
GTGGAGGCAAAGACTGGACCGGCAACCCCGATTGGTTCAGATATGCCCATGACACCGCTG 
CAATTTACTGCCGCTGCCCCAACCACAGGTGAAAAGGAA 
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>RXN0 17 4 4 -downstream 
TAACCATGGATCTCAATACCTTT 

>RXN01752-upstream 

GAAATGACGTGACCATCGATACCAATACCCAATTGAAAGATCTTGACCTGGTCAGCCAAG 
TTGGCCGTCAGATCGTGGCAGAACAACAGGTGGGGAGGTC 

>RXN017 52 

AT GAT G G AAC AAG AT C T C AG C T AC C G T G AAAT TCTTCCCCT C AAC G C G AG T GAGGAGAAG 
AAAAAGGCTGCACTGATTGATGCCATTGAAGGGTTAAGGGTGCGCGATCCGCTACTCTCT 
GCCTCGATTGCATTTACTAGAGGGCAGAAAGTCGCCTTCATTGCTGTGGTGGTGGGCTTT 
ATCTTGATGCTCATTTTTGCTCGGCAAGCAGCACTTATTGGACTGTCAGCAACGTGTACG 
TTCATGTACCTCATTACATTGTTGGACAGATTTATCATGTTTTCCAGAGGTATCCGCGCG 
GAATCCATCATCCAGGTATCGGATGAAGATGCGCTGGCTTTCCCTGAGGACAAGCTGAAA 
ACCTACACGGTGTTGGTGCCCGCCTATGGCGAACCTGAGGTGATTGCGCAGCTGCTGGCA 
TCCATGCACGCTTTTGATTACCCCAAGCATCTTCTGCAGGTATTGCTCATGTTGGAGGAA 
GATGATCTGCCCACGATCGCCGCGGCAGAGGCAGCGGGAGTGGATCAGGTGGCAACGATC 
ATTAAGGTGCCGCCAGCGCAGCCCCGCACCAAGCCGAAGGCCTGTAACTATGGATTGCAC 
TTTGCCACGGGGGAAATTGTCACGATCTTTGACGCGGAAGACATGCCAGATCCCCTCCAA 
CTGCGTCGCGTGGTGGTGGCATTTGAACGCTCGGCTTCCAATACGGTGTGCGTCCAGTCA 
AGGTTGTCGTATCGAAACGCCAGGCAGAATCTGCTAACTGCGTGGTTCACCATTGAATAT 
GACGTGTGGTTTAACTTCCTGCTGCCAGGCGTCATGCGCATGAACGCACCTGTCCCATTG 
GGCGGTACCTCCAACCATCTGCTCACGGGTGTCCTGAAAGATCTCGGCGCGTGGGATCCT 
TTCAATGTCACAGAAAATGCCGACCTCGGCGTACCCATCGCGGCAAAAGGATATTCCACC 
GCGGTGTTGGATTCGGTGACGTGGGAGGAAGCAAACTCCGACACCATCAACTGGTTGCGC 
CAGCGTTCTCGCTGGTACAAGGGCTATCTGCAAACATGGCTTGTGTATATGCGCAGGCCA 
AAGTGGTTAGTCCAAGAGCTTGGCAT CATTCCTGCTGTGCGTTTTACCTTCCTCATGGCA 
GGCACCCCGATCATTGCGGTGCTCAATCTGCTCTTTTGGTACTTGTCGCTCACGTGGATT 
CTGGGCCAGCCCGGCACCATTGAGCAGATGTTCCCACCTGCGGTGTACTACCCAGCGTTG 
GTGTGTTTGGTGGTGGCCAATGCTGCGACCATCTTTATGAATCTCATTGGCTGCCGGGAA 
GGCCGCGACCCCTTGCTGCTCATCGCGGTTCTCACGTTCCCGCTGTATTGGCTGCTCATG 
AGCATTGCAGCGTTGAAAGGCACGTGGCAATTGATCACGCGACCATCCTATTGGGAGAAA 
ACTGCCCACGGATTGGAGGCG 

>RXNO 1752 -downstream 
TAAGCGGTGCCCATCGTCAAACC 

>RXN01884 

GTGACTGCCATTGAATTGATGCCGGTCCACCAGTTCCTGCAGGATGATCGTCTCCGCGAC 
CTAGGAATGCGCAACTACTGGGGCTACAACTCTTTCGGCTTCTTTGCGCCCTACAACGAT 
TACGCTGCCAACAAGAACCCCGGTGGCGCCGTGGCCGAGTTCAAAGGCTTGGTGCGCAGC 
TACCACGAAGCGGGCCTCGAAGTAATTTTGGATGTGGTCTACAACCACACCGCCGAGGGC 
AACCACATGGGCCCCACCATCGCGTTCCGAGGCATTGACAACGAGGCGTACTACCGACTG 
GTTGAGGGCGATCGCCGTCATTACATGGACTACACCGGTACTGGTAACTCCCTCAATGTC 
CGCGACCCGCACTCACTGCAGCTGATTATGGATTCGCTGCGCTACTGGGTCACCGAGATG 
CATGTCGACGGCTTCCGCTTCGACCTTGCCTCTACCCTTGCTCGTGAATTTGATGATGTT 
GACCGCCTGGCAACCTTCTTCGACCTGGTCCAACAAGACCCGGTGGTCTCCCAGGTCAAG 
CTCATTGCTGAGCCGTGGGATGTTGGCGAAGGCGGATACCAAGTGGGTAACTTCCCACCA 
CTGTGGACTGAGTGGAACGGTAAATACCGCGACACTGTCCGTGATTTCTGGCGTGGTGAG 
CCAGCAACCTTGGGTGAATTCGCTTCCCGACTAACTGGTTCCTCTGATTTGTATGCAAAC 
AACGGCCGTCGCCCCACTGCATCGATCAACTTTGTGACTGCTCACGACGGCTTCACCCTC 
AATGACTTGGTCAGTTACAACGAGAAGCACAACATGGCCAACGGTGAAGACGGTCGGGAC 
GGTGAATCACACAACCGTTCCTGGAACTGTGGCGTCGAAGGACCAACTGACGATCCTGAG 
ATTATGCAGCTGCGTGCTCAGCAACGACGCAACTTCCTCACCACCTTGTTGCTGTCCCAG 
GGCACCCCTATGTTGTCCCACGGTGATGAAATGGCCCGTACCCAAAACGGCAACAACAAC 
GTCTACTGCCAAGACAATGAACTGGCGTGGGTGAATTGGGATCAGGCTGAAGAAAACGCT 
GACTTGGTGAGCTTCACCAGGCGTTTGCTGCGTATCCGAGCAAACCACCCAGTATTTAGG 
CGCAGGCAGTTCCTTGCCGGTGGCCCTTTGGGCGCCGATGTTCGTGACCGCGATATCGCA 
TGGCTGGTACCAAATGGAACCTTGAT GACTCAAGATGACTGGGACTTCGCTTTCGGTAAA 
T C AC T G C AG GTGTTCTT C AAC G G C GAT G C CATC G AAG AG C C T GAT TAT C G AGG AC AG AAA 
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ATCCACGATGACTCCTTCATCTTGATGTTCAACGCTCACTTCGAACCTATCGATTTCAAT 
CTCCCTCCTGAGCATTTCGGTATGAAGTGGAAGCTTTTGGTCGATACCACCGAAGCGGTG 
GGCCACCCGCTGGAGGATCTCACCATCGAAGCTGGCGGAACCATCACTGTTCCTGCCCGT 
TCCACGATGCTGCTGCGCCAGGTGGAGGCTCCGGACTACACCAAGCTTGAGGAAAAGATC 
GCTGCTGAAAAGCGTGAGCAAGAACTTGCGGCAGAGAAGGAAGCTGCTGAGAAGCGCGAA 
TTGGAACTGGCGGCAGCAAAGGAAGCTGAAGATGCTGCTGAGGCTCTCCACCTTGCGGCA 
GAACGTGCTTCGACTCAGGAAGCTGAATTGGCCCATCAACACGGTGCTGATGCGATTGCC 
GATGAGGTAGCGGAAGAACCACAAGAGCTGCCACAAGATGAAGTAGCGGCAGAGGTCGAG 
AC T GAG C C C G AC AC C GAG C C T G AC AC T G AAT C T G AC T C C GAG C AG G C T GAG G T AG C T T C A 
GAG GAG C C T G AAG C GG AC G AAG AAG AG AAG 

>RXN0 18 8 4 -downstream 
TAGTACACCGAAAGTGGCGTCGC 

>RXN01891 

GGTGGCCACTATGGTTTGCCTTTCGCTCGCTCCACTGTCCTCTTCTACTACAACAAGGAT 
CTGTGGGCTAAGGCTGGCCTGGAAGATCGTGGCCCAGAGTCATGGGAAGAGTTCTCCGAG 
TGGGGTCCAAAGCTGCAGGAAGCGATGGACAGTGGTTTCGCACACGGTTGGGGAGATGCA 
ACCAACTACCTTTCTTGGACTTTCGAAGGCCCAATGTGGTCCCTCGGCGGCAACTACTCT 
GAAGGTTGGGAGTCCCGTCTGACTACCCCAGAGACCATCCGTGCAGTTGAGTGGCTCAAG 
TCCACCGTTGATGAAGGTTTCGCAACCGTCTCCACCGACGTCACCAACGAGTTCGCAACC 
GGCCTGATCGGTTCATGCATCCAGTCCACCGGTGATCTGTCTTCGGTTGCCGGCGCTGCA 
AGCTTCGACTGGGGCGTAGCAGCACTTCCTAACCCAACCGGCGAGGGCGCTTGCCCAACC 
GGTGGCGCAGGCCTGGGAATCCCATCTGGCATCTCTGAGCAGCGTCAGGACAACGCCCTG 
AAGTTCATCGACTTCCTCACCAACGCCGCGAACACTGGCTACTGGTCCCGCGAGACCGGT 
TATGTTCCAGTTCGTAAGGATGCTGCATCTGATCCAGATCACGCAGCATTCCTCGAGGAG 
AACCCTGCATACAACGTTGCAGTGGAGCAGCTTCCTGATACCCGTTCCCAGGACAACTTC 
CGCGTGCTGCTGCCAAACGGTGACCGCACCATCGGTGACGCACTGGAGAAGATCTGCCTG 
ACTGGTGCAGACATCGATGTCACCCTGGCTGAGGTTGAGACCAAGCTGAACACCATCTAC 
ACCCGCGACATCGAACCACTTATT 

>RXN0 18 91 -downstream 

T AAT C C G AGC AC T T C AG C T AC AC 

>RXN018 95-upstream 

CGCGTACACGTGCTCAACACGACAACGCTTAAACGGCTGCACGCGTAACACGGCAGACCG 
C AC AAG C T T T AAG AT C C AC GAT C AG GAG AC T T T G AC AAAT 

>RXN01895 

ATGTCAGTTAACCCAACCCGCCCCGAAGGCGGCCGTCACCACGTCGTCGTCATCGGTTCT 
GGTTTTGGTGGCCTTTTTGCTGCCAAGAACCTGGCCAAGGCAGACGTCGATGTCACTCTG 
ATTGACCGCACCAACCACCACCTCTTCCAGCCACTGCTGTACCAAGTGGCAACCGGTATC 
CTCTCCTCCGGTGAAATCGCACCTTCCACTCGACAGATCCTGGGCTCCCAGGAAAACGTC 
AACGTCAT CAAGGGCGAAGTCACCGACATCAACGTCGAGTCCCAGACTGTGACCGCCTCC 
CTGGGCGAGTTCACCCGCGTTTTTGAGTACGATTCCTTGGTCGTTGGTGCTGGCGCAGGT 
CAGTCCTACTTCGGCAATGATCACTTCGCTGAGTTCGCACCTGGCATGAAGTCCATCGAC 
GATGCACTGGAGATTCGTGCACGCATCATCGGTGCTTTCGAGCGCGCTGAGATCTGCGAG 
GATCCAGCTGAGCGCGAACGCCTGCTCACCTTCGTCGTTGTTGGCGCTGGCCCAACCGGT 
GTTGAGCTTGCTGGCCAGTTGGCTGAGATGGCTCACCGCACCCTTGCTGGTGAGTACAAG 
AACTTCAACACCAACTCCGCAAAGATCATCCTGCTTGATGGTGCTCCACAGGTTCTTCCT 
CCATTCGGTAAGCGCCTAGGCCGCAACGCACAGCGCACCCTGGAAAAGATGGGTGTCAAC 
GTTCGCCTGAACGCTATGGTCACCAACGTTGACGCTACCTCGGTCACCTACAAGACCAAG 
GACGGCGAAGAGCACACCATCGAATCTTTCTGCAAGATTTGGTCCGCTGGTGTTGCGGCA 
TCCCCACTGGGCAAGCTCGTCGCAGAGCAGACCGGTGTTGAGACCGACCGCGCAGGCCGC 
GTCATGGTTAACGATGACCTGTCTGTTGGCGATCAGAAGAACGTCTTCGTT 

>RXN01927-upstream 

GAGCAGCGGGATCTTTTGCGTAATTCGCGCGCGCAGATCCATGTGATTGACCACAATGGT 
GATGAAATT T TGGAT ACCCCAACGGAAGAGGATT T T T AAG 

>RXN01927 
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ATGGCTTTGGTTCTTGGAATCGATAGTTCCACCCAATCCTGCAAGGCTTTGCTTGTCGAC 
GCCGCCACCGGCCAGGTTATCGACGAAGGCCGCGCGAGTCACCCGAGCGGGTCGGAGGTA 
GATCCACGTGCGTGGATCGCTGCGCTGGAT CAAGCTACCGAGGGGTTGTTAGAACGCGCG 
GACGCTGTATCTATTGCAGGCCAGCAGCACGGCATGGTGGCGTTGGATGAAAACGATGAA 
ATCGTTCGCCCGGCGTTGTTATGGAATGACACTCGTTCTGCCCAGGCTGCGTTGGATCTC 
AATGAGGAGATCGGCGGCGATCAGGCTGCGGTAGATGCCACGGGAAGTGTGTATGTTGCT 
TCTTTAACTGCCACCAAAATGCGGTGGATGCGTGATCATGAACCAGAAAATGCAGCGCGC 
ACGGCGTCGGTGATGTTGCCTCATGATTTCCTCACCTGGCATTTGATGGGACGCGGACGC 
AAAGTCACCGACCATGGTGATGCTTCTGGAACGGGCTACTACAGCACGCGTGATCGTGCG 
TGGCGCACCGATCTAGCTGCCTTGGCGCTGGGCCATGAGGTGGAACTTCCTGAACTCCTG 
GCCCCAAATGCGATTGCGGGAACAACTCCAGGTGGAGTGAAAGTTGCTGCAGGCACGGGA 
GATAATGCTGCGGCTGCGCTTGGCCTTGATTTGCAGCCTGGTGATGTCAGCGTGTCGATC 
GGCACCTCTGGCGTTGCCGGCATGACCGTTCAACATAGCGTCCACGATCCATCTGGTTTG 
GTCACTGGTTTCGCCGATGCCACGGGTGCGTATTTCCCGCTGGCCTGCACGCTTAATGGC 
GCACCGGTGTTGGAATTCGGCCGCCGCATTCTGGGCGTGGAATGGGAAGAGTTCGATGCG 
CTTGCACTGGCTGCTCAACCCGGTTCAGGTGGCGTGACGCTCCAGCCTTATTTGGAGGGC 
GAGCGTACGCCGAATCGTCCCGCAGCACGTGGCGTTTTGGCTGGACTAAACTGTGCAACG 
ACCCGCGAGGACTTTGCCCGAGCAACTGTTGAAGGCTTGTTGTTGGCATTGGATGATGCT 
GTAACGGCGCTGGTTGAGGCCACGGGAGTGCCCGTTCAGCGCATCCAGCTCATCGGTGGC 
GGCGCGCGTTCACAGGCGGTTCGTGAGATTGCCCCTGAGATTTTCGGCCATGAGATTGTG 
GTTCCAGAACCCGCTGAATATGTGGCGTTGGGTGCAGCTCGTCAGGCGGCATGGGCGCTG 
TCGGGTGAGGCCACGCCACCGCAGTGGCCAACTCCCGGTTCCGATCCGCACCGCGCACCT 
AAAAACACTGAGCTGAGCACGCGTTATGCGAAGCTGCGTGCTGCAACGCAGGGTTGGTAC 

>RXN0 192 7 -downstream 
TAG AG C T C GAT AT T G T C GAT C AA 

>RXN01952-upstream 

CCATCAAAAAATGAACGACCGCGGACTAGCTCGGATCAAGGCGACATCCCCTCAGCATCA 
T GAC GC GCT T G T GAT GC AAC T G AAT AT AGG AAG C T TAG AG 

>RXN01952 

ATGACGCAACCAGGACAGACCACCACGACTTCGCACGAAGCGATCGATGCGTTCAAGAGA 
ATCGTCGGCGACGAACATGTACTGACCTCTGAGCGTGCCACGATGCCATTCAGCAAAGGC 
TATCGATTCGGCGGAGGACCAGTCTTCGCCGTGGTGCGCCCCGGCACGCTGGTCGAGATG 
TGGCGGGCGCTGCAGGTATCCGTCGACAACAACCTCATCGTCATCCCGCAGGCATCGAAC 
ACGGGCCTGACTGGTGGATCCGGCCCCGGCTTCCAAGACTACGATCGCCCCATTGTGATC 
ATCTCGACTCACCGCATCGATGAGGTGCACCTCATCAAC GACGCGCGCGAGGCGATCTCG 
CTCGCGGGCACCCCGCTGACACACCTGACCGACGCGCTCGCCAAGCACCAGCGCGAGCCG 
CACTCGGTGATCGGGTCGACATCAATCGGCGCCTCGGTCATCGGCGGCATCGCGAACAAC 
TCGGGCGGCAGCCAGATTCGCAAGGGTCCGGCATTCACGCGCGAAGCGATCTTCGCCCGC 
GTCAACGACGACGGCAAGGTCGAGCTGGTCAATCACCTGGGCATCTCGCTCGGAGACGAC 
CCTGAGGTCGCACTCGACCGTCTACAGCGCGGCGAGTGGTCTCCCGAGGATGTCACCCCA 
GCTCCCGAAGACTCGAACGAGACCGAGTACGCCGAGCACTTGCGCAAGATCGTGCCTTCG 
CCTGCTCGCTACAATGCGAACCCCGAGTACCTGTTCGAGGCTTCCGGCTCGGCCGGCAAG 
CTGATGGTGTTCGCGGTGCGCACCCGCACCTTCCCTCGCGAAGTGCACCCGACCGTGTTT 
TACATCGGCACGAACAACACGCACGAGCTCGAAGAGATCCGTCGGTTGTTCCTCGAAGCC 
GACATGCCGCTGCCTATCTCTGGTGAGTACATGGGCCGCAGTGCCTTCGACTTGGCCGAG 
AAGTACGGCAAAGACACCTTCGTCTTCCTGAAGTTCATGAGTCCAGCGCTGCAGACGCGC 
ATGTTCTCGTTCAAGACGTGGGCCAACGGCTTGTTCTCGAAGATTCCCGGCATTGGTCCG 
ACCTTCGCCGACACGGTATCGCAAGCCATGTTCAGCGTGCTGCCCAACCAGCTGCCCAAG 
CGCATGATGGAGTACCGCAACCGTTTCGAGCATCACCTGCTGCTCACCGTCAGCGAGTCG 
CAGAAGGCCGCGAGCGAGAAGATGCTCAAGGAGTTCTTCGCAGAGCCCGAGCACACTGGT 
GAGTTCTTCATCTGCACGTCTGATGAAGAAAAGAGCGCGTCGCTCAACCGGTTCGGCGCG 
GCCAGTGCCGCCACTCGCTACGCCGCGTTGAAGCGCCGGCACATCGCAGGGCTCATCCCC 
ATCGATGTGGCCCTGCGTCGCGACGATTGGAACTGGCTCGAGGTGCTGCCGGAGGAGATC 
GACGACCAGCTTGAGGTCAAGGCGTATTACGGGCACTTCTTCTGCCATGTGATGCACCAG 
GACTATGTCGCCAAGCAGGGCGTGGATCTCGAGGCGCTGCACGACCGCATCCAGCACCTG 
CTGGAGGAGCGCGGCGCGAAGCTGCCCGCCGAGCACAACTACGGTCGCATGTACAAGCTG 
CCGGAGTCCATGGAAGAGCACTTCAAGGAGCTCGATCCGACGAATACGTTCAACGCCGGT 
ATCGGCGGCACGTCGCCGCACAAGGACTGGGCC 
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>RXN0 1952 -downstream 
TAAGTCCCCAAGGTAGCGCGACG 

>RXN0203 6-upstream 

CTAAAATGGAAGGCAATGGATACCCGCCGCATGAACCTCCGCCAATGGAAAATCCTCGTT 
GCCCTCATCTCTGCTGCAGTGGCGGCTCTCGGAGGGTGGT 

>RXN02036 

GTGCATATTCCTTTTGGGCACCTCGCCGACACCGTCTCCTGGGACTGCGGGGGAGGCAGC 
TGCGCCACCAACGATTTGGTATCCCTGTTCATGCCGGCCGCCTTCATGAGTACCCTCGCC 
GCCTGCGTATTTGGCGCGTGGGCCATAGGTTTGATCGCTCCCGCACTATTCATCGCGGTG 
ACTGCCTGGGCATTTCGCTCCGGCGTGCAGGCTGCGATTGCCGACGGCTACACGTCCGCG 
ACTTCCGTCGGCTTCGAAATGACTGTCTCGCTCATTCTTTTCATCATCGCAGGTCTGTGC 
TTTCTGGGCTGGATCCCCATGTTCATCAACAACCGCCAAGTCGCGCGCAAGGTCCGCGAG 
AGGGCTGCGGGCTTGAGCAAT 

>RXN02 03 6-downstream 
TAGGCTCTCGCTTTTCGACGTTT 

>RXN0204 6-upstream 

TCCGTGCCATCACCACCGGCGAGATCACTGGCATCGTGGACGCAAAACAAACAGCAACAG 
AAAT TATTAACATCCGACGCAACGCTTCAGGAGAGTCCTC 

>RXN02046 

AT G AAAGAG AC AC T GACC AC CGG T T T AAC C C AC C AAAT G AC C T AC AT AG T G C CAG C AAAC 
CGCACAGTTCCGCATCTGCTTCCCGAAGCAGCAGAATTTGAAACCATGCCAGATGTCCTG 
GCCACTGGATATATGGTCGGCATCATCGAGTGGGCCTGCATGGAACTTCTGCGTCCCCAT 
TTGGACGACGGTGAAATCTCGCTGGGCACTCATGTGAACTTCTCCCACGCAGCTCCAACG 
GTTCCTGGATCCACGGTCACCATCGATGTTGAGGTGACAGAGATCAACCGTCGTGCAGTT 
ACCTTCAACATCACTGCAGCTGATGAGTTCGCCACCAT CAGCACCGGCACCCACCAGCGC 
GGTGTGGTTAACCGTGAGAAGTTTGTCTCCCGTCTGCCTGAAGCACCTAAGGAAAAC 

>RXN0204 6-downstream 

T AAAT CAT GGC CAAG T TGT T T GA 

>RXN02100 

CTAGGTCGAATCAACGCCGAGGAGCAAAACCTCAGCGAATACCTCAGCGACAAGCTGTGG 
TACCAGGACACCGCAGATGCAACCGATGCTGTCGGAGATCCACTCGTTGCGTACTTCTCC 
ATGGAGTTTGGCATTCACCCAAGCCTGCCAATCTACTCTGGCGGACTTGGTGTGCTTGCG 
GGCGAGAACATGAAGTCTGCATCTGACTTGGGTGTGCCACTGATCGGTGTTGGTTTGCTC 
TACACCCACGGCTACTTCACCCAGTCACTGTCCGGTGACGGTTGGCAGCAGGAAGAGTAC 
AAGTACCACGATCCAGCAGAACTGCCGATTGAGGCAGTTAAAGATAAGAACGGCGAGCAG 
GTCACTGTTTCTGTCACCTACCCAGGTGCGCAGGAAGTAAAGATTGCACTGTGGGTAGCA 
AACGTTGGCCGCATCCCATTGCTGCTGCTTGATACCAACATCGAGGCAAACCCAGAAGAG 
CTCCGCAACGTTACTGACCGCCTGTACGGTGGCGACAATGAGCACCGCATCAAGCAGGAA 
CTCGTTCTCGGTGTTGGTGGCGTCCGCGCTGTCAACGCATTCTGCGAAGCTCGTGGTCTG 
AAGCGCTCATCTGTTGCACACCTCAACGAAGGCCACGCAGGTTTCCTGACCCTGGAGCGT 
ATCCGCGAGCGCATCGCAGAGGGCATGGAGTACCCAGCAGCATTCGAGCAGGTTCGTGCG 
TCCAACATCTTCACCACCCACACCCCAGTCCCAGCAGGCATCGACCGCTTCGACATGGAG 
ATGGTGCGTCGTTATCTCGGTGGCGGTCAGCCAGAAGATCAGCAGCTGTGCGTTGGTGTT 
CCAATTGAGAAGGCACTTGAGCTTGGTCAAGAGTCCGATCCACACCGCTTCAACATGGCT 
CATATGGGCCTTCGCGCGAGCCAACATGCTAATGGCGTCGCAAAGCTTCATGGTGAAGTA 
AGCCGTGACATGTTCGCCGGCCTGTACCCCGGATAT GAGCCTCGTGAAGTGCCCATCGGG 
CACGTCACCAACGGTGTTCACCTGCCGACGTGGGTCAAGCCAGAGATGAAGGAACTCATC 
GATCGCGTCACTGGCGGCGCTGATCTTGCGGTTGCTGATTCTTGGTCAAACCCACAGGCT 
GTCGAGTCTGAGAAGATCTGGAAGGTGCGCAACAAGTTCCGTGCTGACCTAGTGGAGGTT 
GCTCGCGCTGCAACTGCAAAGTCCTGGTCTCACCGTGGACACACCGAAGCAGAACTTGCG 
TGGACCTCCCGCGTTCTGGATCCAAACGTGCTGACCATTGGTTTCGCACGTCGCGTATCC 
ACCTACAAGCGCTTGACCTTGATGCTGCGCAACCCTGAACGCCTGCGTTCCATCTTGCTT 
AATGAGGAACGCCCAGTTCAGTTCGTTATTGCTGGTAAGGCACACCCACATGACATGGGT 
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GGCAAGAAGCTCATGCAGGAAATCGTCCACTTCGCTGAT CAAGCTGGTGTCCGTGACCGT 
TTCCTCTTCCTGCCTGATTACGACATCAACCTGGCCAGCTACCTGATCTCTGGTGCTGAC 
GTGTGGCTGAACAACCCAGTGCGCCCTCAGGAAGCATCGGGAACCTCCGGTATGAAGGCC 
GTCATGAATGGTGGCCTGACCCTGTCCATCTCTGATGGTTGGTGGGATGAAATGCCTAAG 
GAGACCACCGGCTGGACCATCCCAACCGTTGAGTCCCAGGACTTGGAATGCCGCGACCAC 
CTGGAATCCCAGGCGCTGTACGACCTGCTGGAAAACGAAGTTGCACCGCTGTTTTACAAG 
CGCGACAAGAACGGCATCCCACAGGACTGGCTGGACCTGGTTCGCGAATCCTGGACCACC 
CTGTCACCAATGGTCACCTCCACCCGCATGGTGCGCGACTACACCACCCAGTACTACCGC 
CCAACCAAACACCAGGCAGAGCTCATTGCGCAGCCTGCAGAAGCAGCGGATTACGCGGCA 
TGGCTTGAGCACATCAAAGCAGAGTGGGCTGGCGTCAAGGTCTCAGACCTGAAGATCAGC 
GAGAGCGCCATCACGGCGCAGGAGCTTGAAGTCAGCGTTCGCGTTGATTCCGGTTCGCTT 
AACGACGACGAGTTCCAAGCTCAGGCACTCTTTGGTGCGCTCGGACACAACGGTGACATC 
GAAGATCCAGAAATCACCGTTTTGACCCCACGCGGCGATGGCGCCTACGCGGCAAAGGTC 
AGCACTGACCTGCCAGGCAACTACGGCATCACTGCCCGCGTTGTTCCAAACAACAGGATG 
CTGGTCAGCCCAGCGGAAACCCGCCTGATCACCTACTTGGAGAAC 

>RXN02100-downstream 
TAGGGCGAAACTAGCTTTACCAA 

>RXN02125-upstream 

GACCTAAAATTCATCACCTCACCGTTTTTAAGGCTTAGAAAAATAGCAGTGTTGGGATGT 
GAATATCCATTTATGCTGCTGTAGTCGGCTATGTGGACGC 

>RXN02125 

ATGGTGGCAACCTCTCAGTTTATCGATGACAGCGAGGCTGCCCAGGCGGTACGCGCAGCT 
ATTGTTGCAGGATACCGAAACATTGATACTGCCCTAGCGTATGGAAACGAGCGCGGCGTT 
GGCGAAGGCATTCGCACCGCTGGAGTGCCCCGCGAGGAGCTCTTTATTTCCACCAAGCTA 
GCTGCAGAAATCAAAGATTACGATGGAGCAGTCGCCGCGATTGATGAGTCTTTGGCGAAA 
ATTGGCTTGGATTATGTCGATCTGATGCTCATTCACTCCCCACAACCATGGAGTGATTTC 
CGTGGTGGGGACTATTCAGAGGGAAACCGTGAAGCGTGGCGCGCGCTGGAAGATGCCTAC 
AAAGCCGGAAAGATTCGATCCATTGGTGTCTCGAACTTCCTGGAGGCCGATCTGGAGAAT 
ATCTTAGACTCCGCGACGGTTGCTCCTCACGTTAATCAGCTTCTTGTGCATGTTGGAAAC 
ACCCCAAGCGAGTTAATCAGTTTCTGCGATTCCAAGGGCATTCTGGTCGAAGCATATTCA 
CCCATCGCCCACGGAGAGATGCTGAAGAACCAGCAGGTCAAGGCGATTGCTGACAAGTAC 
AACGTGAGCATTCCGCAGCTATGCATTCGGTACACAATTCAACTGGGAACGGTGTCTTTG 
CCAAAGACTGCCAACCCAGATCATATGAGCTCCAATGCGCAGATCGACTTTGAAATTTCC 
GAGGAAGACATGGCGGCACTTCAAGAAGTGACCGCCCGCGATTATGGCGAGCACAGCGGT 
TTTCCTGTGTATTCCGGCAAG 

>RXN0212 5-downstream 

T AG AAAGAT TTTTATCATGG G AC 

>RXN0220 6-upstream 

GGCAGGATCTGCTGCTGCGGCTAGGAGGGTTATCTCTTCATTCACCCGATCTACCGTACT 
ACCTTATGACCTCAGTAGTGTGGTGGGCGTGAAACAGCGA 

>RXN02206 

ATGGTCGGTTCAAGTGGTTTGCGGGTATCCAGGCTCGGTTTGGGCACCTCAACATGGGGC 
TCGGGCACCGAGCTGGCTGAGGCAGGCGATATCTTTAAGGCGTTCATCAATTCTGGTGGC 
ACGCTTATCGACGTCTCCCCCAACTACACCACCGGCGTCGCGGAAGAAATGCTCGGCACG 
ATGTTGGATGCGGAAGTCTCTCGTTCGGCTGTCGTCATTTCCTCCAGCGCAGGTGTCAAC 
CCCGCTCTGCCGCTCGGCCGACGTGTGGATTGCTCCCGCCGCAATTTGATTGCCCAATTA 
GATGTCACCCTGCGGGCATTAAACACTGACTATTTGGATTTGTGGTCTGTGGGCTATTGG 
GATGAGGGCACCCCACCGCATGAGGTGGCCGATACTTTGGATTACGCCGTGCGCACCGGC 
CGAGTCCGATATGCCGGTGTCCGAGGATATTCCGGTTGGCAGTTAGCGGTCACCCACGCT 
GCATCCAATCATGCAGCGGCCTCCGCCCGCCCCGTGGTCGTTGCACAAAATGAATACAGC 
CTGCTGGAACGCCGCGCAGAACAAGAACTCCTCCCTGCCACCCAACACCTAGGTGTCGGA 
TTCTTTGCTGGCGCTCCGCTGGGGCAAGGCGTGCTGACTGCTAAATACCGCTCCGAAATT 
CCCCATGATTCCAGAGCTGCATCCACAGGACGCGACGCAGAAGTCCAAAGCTACCTAGAT 
AATCGAGGCCGCATCATTGTCGATGCTCTTGATACTGCAGCCAAAGGATTAGGCATTAGC 
CCCGCTGTCACAGCCACCACCTGGGTGCGTGATCGTCCCGGAGTGACAGCTGTCATCGTG 
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GGCGCTCGCACACATGAACAGCTGTCACATCTTCTCAAGGCGGAATCGGTGACTTTGCCA 
ACACCAATCACACAAGCCCTTGATGATGTCTCCCTG 

>RXN022 06-downstream 

T G AC T T G G T C C AAT T AC AT T C AC 

>RXN02209 

ACCGAGTCCACCGTTGTTCCTTCCATCGCTGGCCCTAAGCGCCCACAGGACCGCATCCTT 
CTCTCCGAGGCAAAGGAGCAGTTCCGTAAGGATCTGCCAACCTACACCGACGACGCTGTT 
TCCGTAGACACCTCCATCCCTGCAACCCGCATGGTTAACGAAGGTGGCGGACAGCCTGAA 
GGCGGCGTCGAAGCTGACAACTACAACGCTTCCTGGGCTGGCTCCGGCGAGTCCTTGGCT 
ACTGGCGCAGAAGGACGTCCTTCCAAGCCAGTCACCGTTGCATCCCCACAGGGTGGCGAG 
TACACCATCGACCACGGCATGGTTGCAATTGCATCCATCACCTCTTGCACCAACACCTCT 
AACCCATCCGTGATGATCGGCGCTGGCCTGATCGCACGTAAGGCAGCAGAAAAGGGCCTC 
AAGTCCAAGCCTTGGGTTAAGACCATCTGTGCACCAGGTTCCCAGGTTGTCGACGGCTAC 
TACCAGCGCGCAGACCTCTGGAAGGACCTTGAGGCCATGGGCTTCTACCTCTCCGGCTTC 
GGCTGCACCACCTGTATTGGTAACTCCGGCCCACTGCCAGAGGAAATCTCCGCTGCGATC 
AACGAGCACGACCTGACCGCAACCGCAGTTTTGTCCGGTAACCGTAACTTCGAGGGACGT 
ATCTCCCCTGACGTTAAGATGAACTACCTGGCATCCCCAATCATGGTCATTGCTTACGCA 
ATCGCTGGCACCATGGACTTCGACTTCGAGAACGAAGCTCTTGGACAGGACCAGGACGGC 
AACGACGTCTTCCTGAAGGACATCTGGCCTTCCACCGAGGAAATCGAAGACACCATCCAG 
CAGGCAATCTCCCGTGAGCTTTACGAAGCTGACTACGCAGATGTCTTCAAGGGTGACAAG 
CAGTGGCAGGAACTCGATGTTCCTACCGGTGACACCTTCGAGTGGGACGAGAACTCCACC 
TACATCCGCAAGGCACCTTACTTCGACGGCATGCCTGTCGAGCCAGTGGCAGTCACCGAC 
ATCCAGGGCGCACGCGTTCTGGCTAAGCTCGGCGACTCTGTCACCACCGACCACATCTCC 
CCTGCTTCCTCCATTAAGCCAGGTACCCCTGCAGCTCAGTACTTGGATGAGCACGGTGTG 
GAACGCCACGACTACAACTCCCTGGGTTCCAGGCGTGGTAACCACGAGGTCAT GATGCGC 
GGCACCTTCGCCAACATCCGCCTCCAGAACCAGCTGGTTGACATCGCAGGTGGCTACACC 
CGCGACTTCACCCAGGAGGGTGCTCCACAGGCGTTCATCTACGACGCTTCCGTCAACTAC 
AAGGCTGCTGGCATTCCGCTGGTCGTCTTGGGCGGCAAGGAGTACGGCACCGGTTCTTCC 
CGTGACTGGGCAGCTAAGGGCACTAACCTGCTCGGAATTCGCGCAGTTATCACCGAGTCC 
TTCGAGCGTATTCACCGCTCCAACCTCATCGGTATGGGCGTTGTCCCACTGCAGTTCCCT 
GCAGGCGAATCCCACGAGTCCCTGGGCCTTGACGGCACCGAGACCTTCGACATCACCGGA 
C T GAC C G C AC T T AAC GAG G GC GAGAC T C C T AAGAC T GT C AAGG T C ACC GC AAC C AAG GAG 
AACGGCGACGTCGTCGAGTTCGACGCAATTTGTCCGCATCGACACCCCAGG 

>RXN02 2 0 9-downs t ream 
TGAGGCTGACTACTACCGCCACG 

>RXN02213-upstream 

TTCTGTGGAATGAGAATCCGATGTTTTTCTCACGCCGGCTCAGCCGAAGCAGACGCCGTC 
GCGAAATCTCACCCTAAAAAAGTTAGAATTGGAGCTCACT 

>RXN02213 

GTGACTGAAAGCAAGAACTCCTTCAATGCTAAGAGCACCCTTGAAGTTGGCGACAAGTCC 
TATGACTACTTCGCCCTCTCTGCAGTGCCTGGCATGGAGAAGCTGCCGTACTCCCTCAAG 
G T T C T C G GAG AG AAC C T T C T T C G T AC C G AAG AC G GC G C AAAC A T C AC C AAC GAG C AC AT T 
GAGGCTATCGCCAACTGGGATGCATCTTCCGATCCAAGCATCGAAATCCAGTTCACCCCA 
GCCCGTGTTCTCATGCAGGACTTCACCGGTGTCCCTTGTGTAGTTGACCTCGCAACCATG 
CGTGAGGCAGTTGCTGCACTCGGTGGCGACCCTAACGACGTCAACCCACTGAACCCAGCC 
GAGATGGTCATTGACCACTCCGTCATCGTGGAGGCTTTCGGCCGCCCAGATGCACTGGCT 
AAGAACGTTGAGATCGAGTACGAGCGCAACGAGGAGCGTTACCAGTTCCTGCGTTGGGGT 
TCCGAGTCCTTCTCCAACTTCCGCGTTGTTCCTCCAGGAACCGGTATCGTCCACCAGGTC 
AACATTGAGTACTTGGCTCGCGTCGTCTTCGACAACGAGGGCCTTGCATACCCAGATACC 
TGCATCGGTACCGACTCCCACACCACCATGGAAAACGGCCTGGGCATCCTGGGCTGGGGC 
GTTGGTGGCATTGAGGCTGAAGCAGCAATGCTCGGCCAGCCAGTGTCCATGCTGATCCCT 
CGCGTTGTTGGCTTCAAGTTGACCGGCGAGATCCCAGTAGGCGTTACCGCAACT 

>RXN02 32 6-upstream 

CCAGGCGGACAGTTGTCCAACCTGCGTGCACAGGCCACCGCACTGGGCCTTGCGGATCGT 
T T C G AAC T CAT C G AAG AC AAC T AC G C AAG C C G T T AAT GAG 
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>RXN02326 

ATGCTGGGACGCCCAACCAAGGTCACCCCATCCTCCAAGGTTGTTGGCGACCTCGCACTC 
CACCTCGTTGGTGCGGGTGTGGATCCAGCAGACTTTGCTGCCGATCCACAAAAGTACGAC 
ATCCCAGACTCTGTCATCGCGTTCCTGCGCGGCGAGCTTGGTAACCCTCCAGGTGGCTGG 
CCAGAGCCACTGCGCACCCGCGCACTGGAAGGCCGCTCCGAAGGCAAGGCACCTCTGACG 
GAAGTTCCTGAGGAAGAGCAGGCGCACCTCGACGCTGATGATTCCAAGGAACGTCGCAAT 
AGCCTCAACCGCCTGCTGTTCCCGAAGCCAACCGAAGAGTTCCTCGAGCACCGTCGCCGC 
TTCGGCAACACCTCTGCGCTGGATGATCGTGAATTCTTCTACGGCCTGGTCGAAGGCCGC 
GAGACTTTGATCCGCCTGCCAGATGTGCGCACCCCACTGCTTGTTCGCCTGGATGCGATC 
TCTGAGCCAGACGATAAGGGTATGCGCAATGTTGTGGCCAACGTCAACGGCCAGATCCGC 
CCAATGCGTGTGCGTGACCGCTCCGTTGAGTCTGTCACCGCAACCGCAGAAAAGGCAGAT 
TCCTCCAACAAGGGCCATGTTGCTGCACCATTCGCTGGTGTTGTCACCGTGACTGTTGCT 
GAAGGTGATGAGGTCAAGGCTGGAGATGCAGTCGCAATCAICGAGGCTATGAAGATGGAA 
GC7VACAATCACTGCTTCTGTTGACGGCAAAATCGATCGCGTTGTGGTTCCTGCTGCAACG 
AAGGTGGAAGGTGGCGACTTGATCGTCGTCGTTTCC 

>RXN0232 6-downstream 
TAAACCTTTCTGTAAAAAGCCCC 

>RXN02327-upstream 

ACCGCTGAAGCAGCTTGGCCCAGCCGCGTTTGCTCGTGATCTCCGTGAGCAGGACGCACT 
GGCAGTTACTGATACCACCTTCCGCGATGCACACCAGTCT 

>RXN02327 

TTGCTTGCGACCCGAGTCCGCTCATTCGCACTGAAGCCTGCGGCAGAGGCCGTCGCAAAG 
CTGACTCCTGAGCTTTTGTCCGTGGAGGCCTGGGGCGGCGCGACCTACGATGTGGCGATG 
CGTTTCCTCTTTGAGGATCCGTGGGACAGGCTCGACGAGCTGCGCGAGGCGATGCCGAAT 
GTAAACATTCAGATGCTGCTTCGCGGCCGCAACACCGTGGGATACACCCCGTACCCAGAC 
TCCGTCTGCCGCGCGTTTGTTAAGGAAGCTGCCAGCTCCGGCGTGGACATCTTCCGCATC 
TTCGACGCGCTTAACGACGTCTCCCAGATGCGTCCAGCAATCGACGCAGTCCTGGAGACC 
AACACCGCGGTAGCCGAGGTGGCTATGGCTTATTCTGGTGATCTCTCTGATCCAAATGAA 
AAGCTCTACACCCTGGATTACTACCTAAAGATGGCAGAGGAGATCGTCAAGTCTGGCGCT 
CACATCTTGGCCAT TAAGGATATGGCTGGTCTGCTTCGCCCAGCTGCGGTAACCAAGCTG 
GTCACCGCACTGCGCCGTGAATTCGATCTGCCAGTGCACGTGCACACCCACGACACTGCG 
GGTGGCCAGCTGGCAACCTACTTTGCTGCAGCTCAAGCTGGTGCAGATGCTGTTGACGGT 
GCTTCCGGCACCACTGTCTGGCACCACCTCCCAAGCCATCCCTTGTCTGCCATTGTTGCT 
GCATTCGCGCACACCCGTCGCGATACCGGTTTGAGCCTCGAGGCTGTTTCTGACCTCGAG 
CCGTACTGGGAAGCAGTGCGCGGACTGTACCTGCCATTTGAGTCTGGAACCCCAGGCCCA 
ACCGGTCGCGTCTACCGCCACGAAATCCCAGGCGGACAGTTGTCCAACCTGCGTGCACAG 
GCCACCGCACTGGGCCTTGCGGATCGTTTCGAACTCATCGAAGACAACTACGCAAGCCGT 

>RXN02327-downstream 
TAAT GAGAT GC T GG GAC GC C CAA 

>RXN02328-upstream 

GAAGTCGTGCAGGTCAGGGGAGTGTTGCCCGAAAACATTGAGAGGAAAACAAAAACCGAT 
GTTTGATTGGGGGAATCGGGGGTTACGATACTAGGACGCA 

>RXN02328 

GTGACTGCTATCACCCTTGGCGGTCTCTTGTTGAAAGGAATAATTACTCTAGTGTCGACT 
CACACATCTTCAACGCTTCCAGCATTCAAAAAGATCTTGGTAGCAAACCGCGGCGAAATC 
GCGGTCCGTGCTTTCCGTGCAGCACTCGAAACCGGTGCAGCCACGGTAGCTATTTACCCC 
CGTGAAGATCGGGGATCATTCCACCGCTCTTTTGCTTCTGAAGCTGTCCGCATTGGTACC 
GAAGGCTCACCAGTCAAGGCGTACCTGGACATCGATGAAATTATCGGTGCAGCTAAAAAA 
GTTAAAGCAGATGCCATTTACCCGGGATACGGCTTCCTGTCTGAAAATGCCCAGCTTGCC 
CGCGAGTGTGCGGAAAACGGCATTACTTTTATTGGCCCAACCCCAGAGGTTCTTGATCTC 
ACCGGTGATAAGTCTCGCGCGGTAACCGCCGCGAAGAAGGCTGGTCTGCCAGTTTTGGCG 
GAATCCACCCCGAGCAAAAACATCGATGAGATCGTTAAAAGCGCTGAAGGCCAGACTTAC 
CCCATCTTTGTGAAGGCAGTTGCCGGTGGTGGCGGACGCGGTATGCGTTTTGTTGCTTCA 
CCTGATGAGCTTCGCAAATTAGCAACAGAAGCATCTCGTGAAGCTGAAGCGGCTTTCGGC 
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GATGGCGCGGTATATGTCGAACGTGCTGTGATTAACCCTCAGCATATTGAAGTGCAGATC 
CTTGGCGATCACACTGGAGAAGTTGTACACCTTTATGAACGTGACTGCTCACTGCAGCGT 
CGTCACCAAAAAGTTGTCGAAATTGCGCCAGCACAGCATTTGGATCCAGAACTGCGTGAT 
CGCATTTGTGCGGATGCAGTAAAGTTCTGCCGCTCCATTGGTTACCAGGGCGCGGGAACC 
GTGGAATTCTTGGTCGATGAAAAGGGCAACCACGTCTTCATCGAAATG7\ACCCACGTATC 
CAGG T TG AG C AC AC C GT G AC T GAAGAAG T C AC C G AGG T GG AC C T G G T G AAG GC G C AGAT G 
CGCTTGGCTGCTGGTGCAACCTTGAAGGAATTGGGTCTGACCCAAGATAAGATCAAGACC 
CACGGTGCAGCACTGCAGTGCCGCATCACCACGGAAGATCCAAACAACGGCTTCCGCCCA 
GATACCGGAACTATCACCGCGTACCGCTCACCAGGCGGAGCTGGCGTTCGTCTTGACGGT 
GCAGCTCAGCTCGGTGGCGAAATCACCGCACACTTTGACTCCATGCTGGTGAAAATGACC 
TGCCGTGGTTCCGACTTTGAAACTGCTGTTGCTCGTGCACAGCGCGCGTTGGCTGAGTTC 
ACCGTGTCTGGTGTTGCAACCAACATTGGTTTCTTGCGTGCGTTGCTGCGGGAAGAGGAC 
TTCACTTCCAAGCGCATCGCCACCGGATTCATTGCCGATCACCCGCACCTCCTTCAGGCT 
CCACCTGCTGATGATGAGCAGGGACGCATCCTGGATTACTTGGCAGATGTCACCGTGAAC 
AAGCCTCATGGTGTGCGTCCAAAGGATGTTGCAGCTCCTATCGATAAGCTGCCTAACATC 
AAGGATCTGCCACTGCCACGCGGTTCCCGTGACCGC 

>RXN02328-downstream 
TGAAGCAGCTTGGCCCAGCCGCG 

>RXN02333-upstream 

TCTTGCATGCCGTGCAAAGCCTGCCTGACCTGGATGATCTTGATCAGCTCAACATCGAAG 
TCGACATAAGCAACCAGGCCGCGACGAAAGCGGGGCTGTT 

>RXN02333 

ATGAATCTCTTTTCGAATGGTGTTGATGTGGGGAGGCGTCGACAAGCATTTAAAGCGGCA 
CTCGCCGCACCCCACATCGCCCGGCTGCCCGGCGCATTCTCCCCTCTGATTGCGCGCTCC 
ATCGAAGAAGCCGGCTTCGAAGGCGTCTACGTTTCCGGCGCCGTCATAGCTGCTGACCTG 
GCACTACCCGATATCGGCTTGACGACGCTGACCGAAGTCGCCCACCGCGCGCGGCAAATT 
GCGCGCGTCACAGACCTAGGAGTGCTTGTCGACGCCGACACCGGCTTTGGCGAACCCATG 
TCGGCCGCACGCACCGTCGCCGAATTGGAGGACGCCGGTGTGGCCGGATGCCACCTTGAA 
GACCAAGTCAACCCCAAACGTTGCGGGCACTTGGACGGCAAAGAAGTCGTGCGCACAGAC 
GTGATGGTTCGACGCATCGCAGCCGCCGTCTCGGCCCGGCGCGACCCGAACTTTGTCATC 
TGCGCCCGCACCGACGCCGCTGGAGTGGAAGGAATCGACGCCGCCATTGAGCGCGCGAAA 
GCCTACTTAGATGCGGGCGCCGACATGATTTTCACCGAAGCCCTCCACAGCGAAGCCGAC 
TTCCGATACTTCCGGCACGCCATCCCTGATGCCTTGTTGCTGGCGT^ATATGACCGAATTT 
GGCAAAACGACGCTGCTGTCAGCCGACGTGTTGGAAGAGATTGGCTACAACGCCGTGATC 
TACCCCGTGACCACGCTGCGTATTGCCATGGGACAAGTAGAACAAGCACTAGCCGAAATC 
AAAGAACACGGTACCCAAGAAGGATGGCTGGACCGCATGCAACACCGCAGCAGATTATAT 
GAGCTCCTGCGATACGAAGACTACAACGTCTTTGACCAGCACATTTTCACCTACAGAAAA 
GG AGAAAAC AAT GAG 

>RXN02 333-downstream 

T G AC AG C C AAG T C C G C AAAG G AC 

>RXN02 399-upstream 

TTGACGCACCAATGCCCGATGGAGCAATGTGTGAACCACGCCACCACGCAAACCGATGCA 
CATCACGTCGAAACAGTGACAGTGCATTAGCTCATACTTT 

>RXN02399 

GTGGTCGGCACCGCCCATTGCGAATCAGCACTTAAGGAAGTGACTTTGATGTCAAACGTT 
GGAAAGCCACGTACCGCACAGGAAATCCAGCAGGATTGGGACACCAACCCTCGTTGGAAC 
GGCATCACCCGCGACTACACCGCAGACCAGGTAGCTGATCTGCAGGGTTCCGTCATCGAG 
GAGCACACTCTTGCTCGCCGCGGCTCAGAGATCCTCTGGGACGCAGTCACCCAGGAAGGT 
GACGGATACATCAACGCGCTTGGCGCACTCACCGGTAACCAGGCTGTTCAGCAGGTTCGT 
GCAGGCCTGAAGGCTGTCTACCTGTCCGGTTGGCAGGTCGCAGGTGACGCCAACCTCTCC 
GGCCACACCTACCCTGACCAGTCCCTCTACCCAGCGAACTCCGTTCCAAGCGTCGTTCGT 
CGCATCAACAACGCACTGCTGCGTTCCGATGAAATCGCACGCACCGAAGGCGACACCTCC 
GTTGACAACTGGGTTGTCCCAATCGTCGCGGACGGCGAAGCTGGCTTCGGTGGAGCACTC 
AACGTCTACGAACTCCAGAAGGCAAT GATCGCAGCTGGCGCTGCAGGCACCCACTGGGAA 
GACCAGCTCGCTTCTGAAAAGAAGTGTGGCCACCTCGGCGGCAAGGTTCTGATCCCAACC 
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C AG CAGC ACAT CC G C AC C C T G AAC TCTGCCCGCCT T GC AG CAG ACG T T G C AAAC AC C C C A 
ACTGTTGTTATCGCACGTACCGACGCTGAGGCAGCAACCCTGATCACCTCTGACGTTGAT 
GAGCGCGACCAACCATTCATCACCGGTGAGCGCACCGCAGAAGGCTACTACCACGTCAAG 
AATGGTCTCGAGCCATGTATCGCACGTGCAAAGTCCTACGCACCATACGCAGATATGATC 
TGGATGGAGACCGGCACCCCTGACCTGGAGCTCGCTAAGAAGTTCGCTGAAGGCGTTCGC 
TCTGAGTTCCCAGACCAGCTGCTGTCCTACAACTGCTCCCCATCCTTCAACTGGTCTGCA 
CACCTCGAGGCAGATGAGATCGCTAAGTTCCAGAAGGAACTCGGCGCAATGGGCTTCAAG 
TTCCAGTTCATCACCCTCGCAGGCTTCCACTCCCTCAACTACGGCATGTTCGACCTGGCT 
TACGGATACGCTCGCGAAGGCATGACCTCCTTCGTTGACCTGCAGAACCGTGAGTTCAAG 
GCAGCTGAAGAGCGTGGCTTCACCGCTGTTAAGCACCAGCGTGAGGTTGGCGCAGGCTAC 
TTCGACCAGATCGCAACCACCGTTGACCCGAACTCTTCTACCACCGCTTTGAAGGGTTCC 
AC T GAAGAAGGCCAGT T CC ACAAC 

>RXN023 99-downstream 
TAGGACCT ACAGGT TC T GACAAT 

>RXN024 04 -upstream 

GTTTTCACAACCGTTAACGGCGTAGCCAAACAAGAAGGATTCGCATTCTTCTGGTTTAGG 
CACAGGTCATCTAAAACCCATGCTTTAAAAGGAGCCTTCA 

>RXN02404 

AT G AC T G AAC AG G AAC TGTTGTCTGCT CAG AC T G C C G AC AAC G C T G G AAC T GAC AG C AC C 
GAACGCGTTGACGCGGGCGGAATGCAGGTTGCAAAAGTTCTCTACGACTTTGTAACCGAA 
GCGGTACTCCCTCGCGTGGGTGTGGATGCGGAAAAGTTCTGGTCCGGATTCGCCGCCATC 
GCCCGGGACCTCACCCCACGCAACCGCGAGCTGCTTGCTCGCCGCGATGAACTGCAGATG 
CTTATCGACGACTACCACCGCAACAACTCCGGCACCATCGACCAAGAGGCGTACGAGGAT 
TTCCTCAAAGAAATCGGATACTTGGTTGAGGAGCCAGAAGCTGCAGAAATCCGTACCCAA 
AACGTCGATACGGAAATCTCCAGCACCGCAGGACCTCAGCTGGTTGTTCCAATTCTGAAC 
GCACGCTTCGCGCTGAACGCTGCCAATGCTCGCTGGGGTTCCCTCTACGATGCGTTGTAC 
GGCACCAACGCCATCCCAGAAACTGATGGCGCTGAAAAGGGCAAGGAGTACAACCCGGTC 
CGCGGCCAGAAGGTCATCGAGTGGGGTCGTGAATTCCTCGACAGCGTTGTCCCACTGGAC 
GGTGCTTCGCATGCCGATGTTGAGAAGTACAACATCACCGATGGAAAGCTTGCAGCCCAC 
ATTGGAGATAGCGTCTACCGACTGAAAAACCGTGAATCCTACCGTGGCTTCACCGGCAAC 
TTCCTTGATCCAGAAGCAATCCTGCTGGAAACCAACGGCCTGCACATCGAGCTGCAGATC 
GATCCTGTCCACCCAATCGGCAAGGCAGACAAGACTGGTCTCAAAGACATCGTTTTGGAA 
T C T G C GAT C ACC AC GAT C AT GGAC T T C G AAG AC T C C G T T GC AGC T G T T GAT GC T G AAG AC 
AAGACCTTAGGTTACTCTAACTGGTTCGGACTCAACACCGGCGAACTGAAAGAAGAGATG 
TCCAAGAACGGACGCATCTTCACCCGTGAGCTCAACAAGGACCGCGTCTACATTGGCCGC 
AATGGTACCGAGCTGGTTCTGCACGGTCGTTCCCTGCTGTTCGTCCGCAACGTTGGTCAC 
C T CAT G C AAAAC C CATC CAT C T T GAT T GAT G G C GAG GAG AT C T T C G AAGG C AT CAT GG AT 
GCTGTCTTGACCACTGTTTGTGCCATCCCAGGAATTGCTCCGCAGAACAAGATGCGCAAT 
TCCCGCAAGGGCTCCATCTACATCGTGAAGCCTAAGCAGCACGGCCCTGAAGAAGTCGCG 
TTCACCAACGAGCTCTTCGGCCGCGTTGAGGATCTGCTTGATCTGCCACGCCACACCTTG 
AAGGTTGGTGTTATGGATGAGGAGCGTCGCACGTCCGTGAACCTGGATGCCAGCATCATG 
GAAGTTGCTGACCGCTTGGCATTCATCAACACTGGCTTCCTGGACCGCACCGGCGATGAA 
ATCCACACCTCCATGGAAGCAGGCGCCATGGTGCGCAAGGCTGATATGCAGACCGCACCG 
TGGAAGCAGGCCTACGAGAACAACAACGTTGATGCAGGTATTCAGCGTGGTCTTCCTGGC 
AAGGCTCAGATCGGTAAGGGCATGTGGGCGATGACTGAACTCATGGCAGAAATGCTGGAG 
AAGAAGATCGGCCAGCCACGCGAAGGCGCCAACACTGCATGGGTTCCTTCACCAACTGGT 
GCGACGCTGCACGCAACGCACTACCACTTGGTTGATGTGTTCAAGGTTCAAGACGAACTG 
CGTGCTGCCGGCCGCCGCGACAGCCTGCGCAACATTCTCACCATTTCAACCGCACCAAAC 
ACCAATTGGTCTGAGGAAGAGAAGAAGGAAGAGATGGACAACAACTGCCAGTCCATCCTC 
GGATACGTTGTGCGCTGGGTTGAGCACGGTGTTGGTTGCTCCAAGGTTCCAGACATCCAT 
GACATCGACCTCATGGAAGACCGCGCAACGCTGCGTATTTCCTCGCAGATGCTGGCCAAC 
TGGATCCGCCATGATGTTGTCTCGAAGGAGCAGGTCTTGGAGTCACTGGAACGAATGGCA 
GTGGTCGTCGACAAGCAAAATGCGGGCGACGAGGCCTACCGCGATATGGCGCCGAAGTAC 
GACGCCTCCCTCGCCTTCCAGGCGGCTAAGGACTTGATTTTCGAAGGCACCAAGTCCCCA 
TCGGGCTACACCGAGCCCATCTTGCACGCACGCCGCCGCGAGTTCAAAGCAAAAAAC 

>RXN024 04 -downstream 
TAAGCACGCTTTTCGACGCTTAC 
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>RXN024 34 -upstream 

CTTCAATAGTCAAAACCAGC/VAACTAATTTTTTAAGTTTTACGTAACTGGCCCCACCGCT 
TGTGGCAGGCCTTGCGTTTTGACATTGAAGGACCCTTTTT 

>RXN02434 

ATGCGCACTTTTGCCGCTTATATTGCCATTGATGGCCTCAGCTTTTCCTACCCCAACACC 
CACGTTTTAAGCGATATTTCGCTCACCGTTGCCAATGGCGATATCGCCGGACTGATTGGT 
GAAAACGGCGCAGGAAAATCCACCCTGCTCAGCCTCATCGCTGGCGTCATGGAACCCGAC 
CAGGGCAGGATTTACCTCCCCGAACGCACCGGATTCATCGCCCAAGAAACAGACTTACCG 
TTTGAACAACCCGTGCAGTCGCTTATCGACGCCGCCGTCGCCCCAGTGCGCGCGGTCGAT 
GCCGCGATTACAGATTTGTCCACCAAGCTTGGCGACGCCTCCCTCAGCGCCGAAGAGCAG 
GCGCAAGTCGCCACAGATTTCGATGCAGCGCTAGGCGCTGCAGAAGAACTCGGACTGTGG 
GAATTAGATGCACGTATTGAAACCATCGTCGCGGGTCTCGGCCTTGCCGAGGTGGATCGC 
AGCACTCCCATTGGTGAGCTTTCCGGCGGTCAGCGCCGCAGATTCGCATTGGCAGCGCTG 
CTGTTGGAACCACACGATGCTCTGATTTTCGATGAGCCCACCAACCACCTCGACGACACA 
GCCGTAGATTTCCTCATCTCGGAGATTTCCCGTTTCAAAGGTCCAGTGCTGATCGCCAGC 
CACGATCGCTTCTTCCTCGACTCCGTCTGTACCGAGTTAATCGACCTCGATCCTGCACTT 
GGACCTGAGGGCGGATCCGGCGAAGAAGTAAAACAAGCCGTGTCTTTTGGTGGTGGATTT 
TCTGAATACATCAAAGAACGCGAGACCCGCCGCACCCGCTGGGCTCAGTTGTACACCGCA 
CAAGAAACCGAGCGGGAAAAACTCGAAGAAACCACCGGCACCACCGAATCGGATATTTTC 
CACAGCTCGGTTTCCAAATCGGAAGCTAAAATCACCGCGAAATTTTACGCAGACCGGGCA 
GCTAAAACTCAAGGCAACCGCGTCCGCTCCGCCAAAAACCGCCTGAAGGAATTGGAACGC 
TATGAAATCCCAGCACCTCCAAAGCCACTGGAATTCCAAGGCATCCCAGAAGCCTCCGGA 
AACGGTCACGGTGAAACACTAGAAGTGCGGGCTATTGCTGTGGAAAACAGGCTTCAACCC 
TTGACTTTCCACATCGATCCCGGCGACCACATCCTGGTCGAAGGCCCCAACGGTGTCGGT 
AAATCCACCCTGCTGAGCGTTCTGGAAGGCGTGCTTGAACCAACCGAAGGTGAATTGATC 
GTCCCCGAAGGGCTGAAAGTTGCGCGCCTGAAACAGGACGATCAGTGGACGGAAAAGCAG 
TTGAACACCCCCGTCGACGAACTGTTCGCCGCCCTATCGAAAGGTCCGGTCGGACTCAAC 
CTCGTGGAGATGGGGCTGTTGAGGGAGACGTCGCAAAGCAGCCCGCTACGGGCCCTATCG 
CTCGGCCAACGCCGGCGCGTCTCGCTCGGGCTCATCCTGGCGAGCCCACCAGATCTTTTG 
CTTCTTGACGAGCCCACCAACCACCTCTCCCTCGCGCTGAGCGAAGAACTCGAGTCGGCG 
ATAGAAAAATTCCCCGGTCGCGTTATTCTGGCCAGCCACGATAGGTGGATCAGAAAACGT 
TGGACGGGGAAGAAAATCAGCCTGAGCCGT 

>RXN0 2 4 34 -downstream 
TAAACCCTACTGAACAGGAACCT 

>RXN024 61-upstream 

AG AAAAT C T C AAG G C AAAAAAC AAG C C AC C C C AAT C TG T G C G AC AAT C AAAC CAC AG AC T 
ACGACTATTATGTCACGAAGAAACCAAAGAAAGGGAAATA 

>RXN02 4 61 

ATGCGCGGACTAATTGTTGACTACGCTGGAGTACTAGACGGAACCGATGAGGACCAGCGT 
CGCTGGCGCAACCTGCTCGCCGCAGCAAAGAAAAATGGCGTCGGAACCGTGATCCTCAGC 
AACGATCCAGGTGGGCTCGGCGCAGCGCCGATCCGGGAACTCGAAACAAACGGGGTAGTC 
GATAAGGTGCTGCTGTCGGGAGAACTTGGCGTCGAAAAGCCAGAGGAAGCAGCTTTCCAG 
GCCGCCGCAGACGCCATCGACCTGCCCATGCGTGACTGCGTGCTTGTCGACGACTCGATC 
CTCAACGTGCGCGGCGCCGTCGAAGCCGGACTCGTAGGCGTCTACTACCAGCAATTTGAC 
CGTGCAGTCGTCGAAATCGTCGGACTGTTCGGGCTAGAAGGAGAATTC 

>RXN024 61-downstream 
TAATCTTGCGCGTCTACATCCCA 

>RXN024 8 0-upstream 

ACCTATGACCGCTGTGGCGCCTAGGGTCGACGGGCACGTCGCCCCTCAGAGGCCCGAGCC 
GACAGGCCATGCACGCAAGGGCAGCAAAGCATGGTTAATG 

>RXN02480 

ATGACCACCACCGACCACAAGCAGCTGGGCATTATGTACATCATTATGTCCTTCAGCTTC 
TTCTTCCTCGGTGGCTTGATGGCCCTGCTTATCCGAGCGGAGCTTTTCACCCCTGGTCTG 
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CAGTTCCTGTCTAATGAGCAGTTCAACCAGCTGTTCACCATGCACGGAACTGTCATGCTG 
CTGCTGTACGGAACTCCAATTGTTTGGGGTTTTGCTAACTACGTCCTGCCACTTCAGATC 
GGTGCGCCTGACGTAGCTTTCCCACGTTTGAATGCTTTCGGCTTCTGGATCACCACCGTC 
GGTGGTGTCGCGATGCTGACCGGCTTCCTGACCCCGGGTGGTGCTGCCGACTTCGGTTGG 
ACCATGTACTCCCCACTGTCTGACGCAATTCACTCCCCAGGCCTTGGCTCTGACATGTGG 
ATTGTCGGTGTCGGTGCAACTGGTATTGGCTCCGTTGCTTCCGCAATTAACATGCTCACC 
ACCATCCTCTGCCTCCGCGCACCTGGTATGACCATGTTCCGTATGCCTATTTTCACCTGG 
AATATCTTCGTTGTTTCCGTTCTTGCTCTGCTGATCTTCCCACTGCTGCTCGCTGCTGCA 
CTGGGTGTTCTGTATGACCGCAAGCTTGGTGGACACCTGTACGATCCAGCTAACGGCGGC 
TCCCTCCTGTGGCAGCACCTGTTCTGGTTCTTCGGACACCCTGAGGTTTACGTTCTGGCG 
CTGCCGTTCTTCGGCATTGTTTCTGAGATCATTCCTGTGTTCTCCCGTAAGCCAATGTTC 
GGTTACGTCGGCCTGATCTTCGCAACCTTGTCCATTGGTGCACTGTCCATGGCTGTGTGG 
GCTCACCACATGTTCGTTACTGGCGCAGTTTTGCTTCCGTTCTTCTCCTTCATGACGTTC 
CTGATTTCGGTTCCTACCGGCGTTAAGTTCTTCAACTGGGTTGGAACCATGTGGAAGGGT 
CACATCACTTGGGAAACCCCAATGATCTGGTCTGTTGGCTTCATGGCTACCTTCCTCTTC 
GGTGGTCTGACCGGCATTATGCTGGCGTCCCCACCACTGGACTTCCACTTGGCTGACTCC 
TACTTCCTGATCGCGCACTTCCACTACACCCTCTTCGGTACCGTGGTGTTCGCATCGTGT 
GCAGGCGTTTACTTCTGGTTCCCGAAGATGACTGGCCGCATGATGGACGAGCGTCTTGGC 
AAGATCCACTTCTGGTTGACCTTCGTCGGTTTCCACGGAACCTTCCTCATCCAGCACTGG 
GTGGGCAACATGGGTATGCCACGTCGTTACGCTGACTACCTGGATTCTGATGGTTTCACC 
ATCTACAACCAGATCTCCACCGTGTTCTACTTCCTGCTTGGCCTGTCTGTCATTCCATTC 
ATCTGGAACGTCTTCAAGTCCTGGCGCTACGGTGAGCTCGTTACCGTTGATGATCCTTGG 
GGTTACGGCAACTCCCTGGAGTGGGCAACCTCCTGCCCTCCTCCTCGCCACAACTTCGCA 
TCCTTGCCTCGTATCCGCTCCGAGCGCCCTGCGTTCGAGCTGCACTACCCGCACATGATT 
GAACGCAT GCG CGC AG AG GCAC AC ACT GG AC AT CACGATGATATTAATGCTCCAGAATTG 
GGTACCGCCCCAGCCCTTGCATCTGACTCCAGCCGC 

>RXN02 4 8 0-downstream 
TAAAAGCGTCTGATTTAAGTCGG 

>RXN025 5 4 -upstream 

GCTTTTGAAGTGTGTCGCGTGTGCGGACTGAAATAGTTTCCGCTTCAACTTGGTTGCTAA 
GGATAGGCTCCATAAAAATAACCAAAGGCGGAAAATTTCA 

>RXN02554 

ATGTCACACACTAAGCCATCCATTGCCATCCTCGGTGCTGGCCGAGTGGGTTCTTCACTT 
GCCAGGTCAGCGGTCGCCGCAGGCTATGAGGTAAAGGTTGCTGGTTCAGGTGCTGTGGAC 
AAAATCGCTCTTACCGCTGAGATCCTTATGCCCGGCGCGGTTCCAAGCACTGCTGACCAG 
GCTGTAAAGGATGCAGATATTGTGTTCTTGGCTGTTCCCCTGCATAAATTCCGCAGTGTC 
AATCCAGCCACTTTAGAGGGCAAGATCGTTATTGACACGATGAACCACTGGGTTCCGGTC 
AATGGTGAGTTGGAGGAAATTGATCAGGATCCGCGCAGCACTTCGGAGATTATTGCGGAG 
TTTTTCGCGGGATCAACCATGGTGAAGTCTTTTAACCACATTGGTTATCACGAGATTGAG 
CAGGATGCGGGTACCGGGCGTGCGATTGCGTATGCCACGGATGATGTGGATGCAGGTGCC 
CAGGTTGCACAGCTAAT TAAGAGTTTTGGGTTTGTTCCTTTAAATATTGGCGCATTGGAA 
AACGGCCGTATTCTGGAACCTGGCCAAGAAGCTTTCGGCGCGCACCTTAATAAAGATTCG 
CGCCTAGAACTTGTTAATCAGCGG 

>RXN0 25 5 4 -downstream 
TAGTACCTCGATCTTCAGCCAAC 

>RXN0255 6-upstream 

TGCCATCATATTAAGGCCAAATTGCTTGGATCCTGGGATTTATTTAATTAGATTAAATCC 
GTAGAAATTAGCCCATGAAGCATGGAAAGGCGAAAACCCC 

>RXN02556 

TTGATCGTTTCCACCCAGCCCATTACTGATCGCAGCGCACTCTCGGCAGAACACGCAGAG 
GTGATCAAAGCAACGCTTCCTCTCGTGGGCGGCAAGATTAATGAGATCACGCCGGTTTTC 
TACAACAAGATGTTTGCGGCTCACCCAGAATTGATCGCTAACACCTTCAACCGTGGCAAT 
CAGAAGCAAGGCGAT CAGCAGAAGGCGCTGGCGGCTTCGATTGCAACGTTTGCCACCATG 
CTCGTTACTCCTGATGCTCCTGACCCAGTTCAGCTGCTGTCCCGCATTGGCCACAAGCAC 
GTGTCCCTCGGCATTACTGCTGATCAGTACGACATTGTTCACGAGCACCTGTTCGCCGCA 
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ATCGTTGAGGTTTTGGGAGCGGAAACTGTCACCGCACCTGTCGCTGAAGCCTGGGATGCT 
GTCTACTGGATCATGGCAAATGTGCTGATCGGTTTTGAGAACAACCTTTATGCTTCCAAC 
GATCTGGAGCCTGGCGACGTCTTCCGCGAAGTCACCGTGACCGCGAAGAAGCAGCTCAGC 
GCAACCGTCTGGGAATACACCCTGGCAGGTGAGCTGGTTGCCCCAGAGCCAGGTCAGTAC 
ACCTCCATCGGAGTAGTGCTTGACGACGGCGCCCGCCAGCTGCGCCAGTACAGCTTGCTC 
GGCGGCTCCGACACCGAGTACCGCATTGCGGTTGAGGATAACGGCGAGGTTTCTGGATTC 
CTGCGTGATCGCGTATCCGTTGGTGACAAGATTGAAGCCACCATCGCGGCCGGCGACCTG 
GTTCTTAACAAGGACACCAATCCAGTTGTGCTGATTTCCCAGGGCATCGGCTCCACCCCA 
ATGGTGGGCATGCTCGCAGGTATGAACCCTGAACGTGACGTTGTGGTTTTGCATGCTGAC 
CAGGCCGAGTCCACCTACGCGCAGGTGGAGGAAGTGCAGGGGCTCGTCGAAAAGCTCCCT 
AAGGCTGCGTTTGAAATCTTCTACCGCGACAACGACCAGTGGCTCGAGGTCGCTGGCCGC 
ATTCCATCAGGTGCGTCCGTGTACCTGTGCGGTGGCGTGGAATTCTTGAAGAACGTGCGT 
GAGCAGATCGAGGCGCTCGATGAGCAGCCTCGCGACGTAAACTTCGAGCTCTTCGCACCA 
AACGACTGGCTGATTTCC 

>RXN02 55 6-downstream 
TAAGCCCACACCCCAGAACTTCC 

>RXN025 60--upstream 

TTGGGGCAAGCCAGCTAACGCATTTCTTGTGGAAACCGCAGACATTGAGGCCGCCCACGC 
GGAACTTCTAAGAGCAGTGGAATGAAATAATCCGGTGCTG 

>RXN02560 

ATGCAGGGCAACTCGCTTAATCTGGCAGACAACAGCGAGAGAAAGAAGCCCATGCCGTCA 
CCAGGAGAACTTTTAGCCGCCCGCTACGGACAACCTGCAACCTGGACGCCACCGCAGTGG 
AATGAGACGCTTGATGTCATTCACCAGCATCGATCAGTTCGCAGGTGGTTGGATAAACCG 
GTTGATGAT GACACCATCCGCACCATTATTTCCGCCGCACAATCGGCTGGAACCTCTTCC 
AATAAGCAGGTCATTTCTGTCATCGTGGTT7V7\AGATCCTGAGCTGAGGAAAGGCCTCGCG 
GGGATCACTCGCCAGATGTTTCCGCACCTTGAGCAGGTTCCCGCGGTGCTGATTTGGTTG 
ATTGATTATTCCCGAATCAGTGCGGTGGCAGCCAGAGAAGATCTCCCAACAGGGGCTCTT 
GATTATCTCGATGAGGCCGCGTGGGGGTTCCTCGACGCCGGAATCGCAGCTCAAAACGCT 
GCAATTGCTGCGGAGTCACTTGGATTGGGAACGCTCTATTTGGGTTCGGTGCGCAACGAT 
GCGGAAGCCGTGCACAAATTGCTTGGCCTTCCACCTGAGATCGTGCCTGTCGTGGGCTTG 
GAAATGGGGCATGCGGATCCGCCTGAACCTGCCGGAATTAAACCTCCCCTGCCACAAGAA 
GCCATTGTTCACTGGGATACCTACACCGAGAAAAACCTCGAACTTATCGATTCCTACGAC 
CGCGCCCTCGACACTTACTATTCTCGCTACGGCCAGCACCAGCTCTGGTCGAAGCAGACG 
GCGCATAGGGCGGCGTCGAAAAGCTTTTCAAAAACCAACAGGCAGTTCCTTAGGGGCGTG 
TTTGAGCGCGCCGGGTTTGGGCTGAGA 

>RXN02 5 60 -downstream 
TAAAAGCATGATTATGGACGCCT 

>RXN025 91-upstream 

ATGTGTCCGTTGTCTCACCTAAAGTTTTAACTAGTTCTGTATCTGAAAGCTACGCTAGGG 
G G C G AG AAC T C T G T C GAAT G AC AC AAAAT C T GG AGAAG T A 

>RXN02591 

ATGACTACTGCTGCAATCAGGGGCCTTCAGGGCGAGGCGCCGACCAAGAATAAGGAACTG 
CTGAACTGGATCGCAGACGCCGTCGAGCTCTTCCAGCCTGAGGCTGTTGTGTTCGTTGAT 
GGATCCCAGGCTGAGTGGGATCGCATGGCGGAGGATCTTGTTGAAGCCGGTACCCTCATC 
AAGCTCAACGAGGAAAAGCGTCCGAACAGCTACCTAGCTCGTTCCAACCCATCTGACGTT 
GCGCGCGTTGAGTCCCGCACCTTCATCTGCTCCGAGAAGGAAGAAGATGCTGGCCCAACC 
AACAACTGGGCTCCACCACAGGCAATGAAGGACGAAATGTCCAAGCATTACGCTGGTTCC 
ATGAAGGGGCGCACCATGTACGTCGTGCCTTTCTGCATGGGTCCAATCAGCGATCCGGAC 
CCTAAGCTTGGTGTGCAGCTCACTGACTCCGAGTACGTTGTCATGTCCATGCGCATCATG 
ACCCGCATGGGTATTGAAGCGCTGGACAAGATCGGCGCGAACGGCAGCTTCGTCAGGTGC 
CTCCACTCCGTTGGTGCTCCTTTGGAGCCAGGCCAGGAAGACGTTGCATGGCCTTGCAAC 
GACACCAAGTACATCACCCAGTTCCCAGAGACCAAGGAAATTTGGTCCTACGGTTCCGGC 
TACGGCGGAAACGCAATCCTGGCAAAGAAGTGCTACGCACTGCGTATCGCATCTGTCATG 
GCTCGCGAAGAAGGATGGATGGCTGAGCACATGCTCATCCTGAAGCTGATCAACCCAGAG 
GGCAAGGCGTACCACATCGCAGCAGCATTCCCATCTGCTTGTGGCAAGACCAACCTCGCC 
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ATGATCACTCCAACCATCCCAGGCTGGACCGCTCAGGTTGTTGGCGACGACATCGCTTGG 
CTGAAGCTGCGCGAGGACGGCCTCTACGCAGTTAACCCAGAAAATGGTTTCTTCGGTGTT 
GCTCCAGGCACCAACTACGCATCCAACCCAATCGCGATGAAGACCATGGAACCAGGCAAC 
ACCCTGTTCACCAACGTGGCACTCACCGACGACGGCGACATCTGGTGGGAAGGCATGGAC 
GGCGACGCCCCAGCTCACCTCATTGACTGGATGGGCAACGACTGGACCCCAGAGTCCGAC 
GAAAACGCTGCTCACCCTAACTCCCGTTACTGCGTAGCAATCGACCAGTCCCCAGCAGCA 
GCACCTGAGTTCAACGACTGGGAAGGCGTCAAGATCGACGCAATCCTCTTCGGTGGACGT 
CGCGCAGACACCGTCCCACTGGTTACCCAGACCTACGACTGGGAGCACGGCACCATGGTT 
GGTGCACTGCTCGCATCCGGTCAGACCGCAGCTTCCGCAGAAGCAAAGGTCGGCACACTC 
CGCCACGACCCAATGGCAATGCTCCCATTCATTGGCTACAACGCTGGTGAATACCTGCAG 
AAC TG GAT TGACATGGGTAACAAGGGTGGCGACAAGATGCCATC CATC TTCCTGGTCAAC 
TGGTTCCGCCGTGGCGAAGATGGACGCTTCCTGTGGCCTGGCTTCGGCGACAACTCTCGC 
GTTCTGAAGTGGGTCATCGACCGCATCGAAGGCCACGTTGGCGCAGACGAGACCGTTGTT 
GGACACACCGCTAAGGCCGAAGACCTCGACCTCGACGGCCTCGACACCCCAATTGAGGAT 
GTCAAGGAAGCACTGACCGCTCCTGCAGAGCAGTGGGCAAACGACGTTGAAGACAACGCC 
GAGTACCTCACTTTCCTCGGACCACGTGTTCCTGCAGAGGTTCACAGCCAGTTCGATGCT 
CTGAAGGCCCGCATTTCAGCAGCTCACGCT 

>RXN02 5 91 -downstream 
TAAAGTT C AC GCT TAAGAAC T GC 

>RXN02 5 96-upstream 

AAGGTATCTGGGTGTGGATATGCCCTGCTAACTGGAGAAACTTGGCCCGATCGGGTGTCT 
GAAATTTCGGCAACGCCGAATGTAAGTTAGTGTCGAATGC 

>RXN02596 

ATGACGGAATCGAAAAATTACGACTTAATCGTTGTAGGCTCCGGCCTCTTCGGGCTCACC 
GTGGCTGAGCGTGCAGCTAGCCAGCTGGGTAAGAAAGTCCTCATCGTTGAACGCCGCTCG 
CACCTCGGTGGCAAT GCT TACT CTGAAGCAGAACCAGAGACCGGCATTGAAATCCACAAA 
TACGGCGCGCACCTCTTCCACACCTCCAACACACGCGTGTGGGAATACGTCAACCAGTTC 
ACCAGTTTCACCGGCTACCAGCACCGCGTCTTCGCAATGCACAACGGCACCGCCTACCAA 
TTCCCCATGGGACTGGGCCTGATTAACCAGTTCTTCGGCAAGTACTACAGCCCAGATGAA 
GCCCGTGAGCTCATCAAGGAACAGTCTGCAGAAATCGATTCCTCCGACGCCACCAACCTC 
GAAGAAAAGGCCATTTCCCTCATTGGTCGCCCACTTTACGAGGCATTCATCCGCGACTAC 
ACCGCAAAGCAGTGGCAGACTGATCCAAAGAACCTCCCAGCCGGCAACAT CACCCGCCTG 
CCAGTTCGCTACAACTTCAACAACCGCTATTTCAACGACACCTACGAAGGCCTTCCCACA 
GACGGCTACGCGGCATGGTTGGAAAAGATGGCAGAGCATGAGCTTATCGACGTCCGCCTC 
GACACCGACTGGTTCGACGTTCGCGATGACCTCCGCGCAAGCAACCCCGACGCACCTGTG 
GTCTACACCGGCCCACTCGACCTCTACTTCAACTACGCAGAGGGCAAGCTGGGATGGCGC 
AC C C T C GAC T T T GAAAC C G AAG T AG T AGAAACC GG T G AC T T C C AAGG AAC C C C AG T GAT G 
AACTACAACGATGCGGACGTACCTTTCACCCGCATCCACGAGTTCCGTCACTTCCACCCA 
GAGCGTGAT GACAGTTACCCCAAGGATAAGACCGTCATCATGCGCGAGTTCTCCCGTTTC 
GCAGATAACGAGGATGAGCCTTATTACCCAATCAACACTCCAGACGACCGAGACATGCTG 
AAGCAGTACCGCCTTCTGGCTGCTGAAGAGGCTGCTAATAATAAGGTGCTGTTCGGCGGT 
CGACTGGGCACGTACCAGTACCTCGACATGCACATGGCTATCGGTTCTGCGCTGAGCATG 
TTTGACAACAAGCTGGTGCCGTTCTTTGAAGAAGGCACACCGCTAGAGCAGGAACGCGGA 
CAC 

>RXN02 5 96-downstream 

T AAAAGG AAG G GC AT C T C C CAC A 

>RXN02 65 4 -upstream 

TATTTTCGGAAATTTATACAGCAATCCTCGAAATCCTAATAAAGATCCCTTATCGTGGGA 
GAGGTACGGTAGTTCGTTCGAGGACAACGTCGAGAAAGGC 

>RXN02654 

ATGATTTCATTGCTAAATGATCCACGTACGCTATTCCCGAAAGTCGATCCCCCAAAGCAA 
AGCCAGCCGGAACCAGGCCTAGATATAAAACTTTCCCCCCAAGCCGATATTGGTCTCTCC 
AGCTATCAAGGAAGTGGAAGGCTTAAGGGCCGCAAGGCTCTTATTACTGGTGGCGATTCT 
GGGATTGGAGCTGCCGTAGCAATCGCTTATGCTCGCGAGGGGGCAGATGTTGCGATCGCT 
T AC T T GCC C G AAG AAC AAG C C GAT GCT GAC AG AG T G CT C CAAGC AAT C GAG GAAAC AG G T 
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CAAAAAGCTTTTTCTTTCCCTGGTGATCTCCGTGATCCAGAATACTGTCGCTCGCTGGTC 
CAAGAGACGGTGAACGCTTTAGGTGGCCTAGACATCTTGGTCAACAACGCGTCACGTCAG 
GTGTGGGCACCTGGTTTGACCGAAATTACCGACGAAAACTTCGACCAGACTTTGCAGGTT 
7\ACCTCTATGGTAGTTTTCGGGTTACC7W\GCAGCTATACCTCATCTG7\AGCCCGGATCA 
TCGATAATCTTTACATCGTCCATTCAGGCGTACCAACCTTCGGAAACCCTCTTGGATTAC 
GCCATGACTAAGGCGGCATTGAACAATTTGTCAAAGGGCTTGGCAAGTAGTCTGATAGGC 
GATGGCATTCGGGTAAATTCTGTAGCCCCAGGTCCTTTCTGGACGCCGTTGCAACCCAGC 
CATGGTCAGCCACAAGAGAAAATAGAAGGATTTGGCCAGCACGCTCCGATTGGAAGAGCG 
GGTCACCCTGTTGAGTTGGCAGGTGCGTACGTTTTTCTCGCTTCTGACGAAGCCAGCTAT 
GTGGTAGGAGAAACCCTGGGAGTCACAGGTGGGACGCCCACCCCA 

>RXN02 654 -downstream 
TAGTCG G T AC AAG C GGAAT C AC T 

>RXN02 67 4 -upstream 

ATCGACCTCTAGGGCAGCAGTGATTGATTTCATAAAAATCACAAGTTTGTAACTAAAGGT 
ACAGT T GG T GAAG T AT C C AC AAT C AAC T T TAGGAGACC T T 

>RXN02674 

GTGACTGCAACATTTGCTGGAATCGACGCCACCAAACACCTCATCGGAGGTCAGTGGGTG 
GAGGGAAACTCGGATCGAATTTCCACCAATATCAATCCTTACGACGATTCCGTAATCGCC 
GAAAGCAAACAAGCTTCCATTGCTGATGTTGATGCCGCGTATGAAGCCGCGAAGAAGGCC 
CAGGCTGAGTGGGCAGCTACGCCCGCTGCGGAACGATCTGCCAT CATCTACCGTGCGGCT 
GAACTTCTTGAAGAGCACCGGGAGGAAATCGTGGAATGGCTGATCAAGGAATCCGGCTCG 
ACGCGTTCCAAGGCTAATTTGGAAATCACTTTGGCAGGAAACATCACTAAAGAATCGGCT 
TCATTCCCTGGTCGTGTGCATGGTCGAATTTCTCCTTCGAATACTCCGGGCAAAGAAAAC 
CGTGTGTACCGCGTAGCCAAGGGCGTTGTCGGAGTGATTAGTCCATGGAATTTCCCACTG 
AACCTCTCGATCCGCTCGGTTGCTCCGGCACTAGCCGTGGGCAACGCCGTAGTGATTAAG 
CCTGCGAGTGATACCCCAGTTACTGGTGGTGTAATTCCTGCACGAATCTTTGAGGAGGCC 
GGAGTTCCTGCAGGCGTGATCAGCACGGTTGCGGGCGCAGGATCTGAAATCGGTGATCAC 
TTTGTCACCCACGCCGTGCCAAAGCTGATTTCTTTCACCGGTTCAACCCCAGTCGGTCGT 
CGTGTCGGTGAGCTGGCAATTAATGGTGGACCAATGAAAACTGTTGCACTAGAGCTCGGT 
GGCAACGCGCCGTTCGTTGTGCTTGCCGACGCCGACATCGACGCCGCTGCCCAGGCTGCC 
GCAGTTGGCGCTTTCCTACACCAGGGACAGATTTGTATGTCAATCAACCGAGTCATTGTT 
GATGCTGCAGTTCATGATGAATTCCTAGAGAAGTTCGTTGAAGCAGTGAAGAACATTCCA 
ACCGGCGATCCAAGCGCAGAAGGAACCCTTGTTGGACCTGTCATTAAT GACAGTCAGCTC 
AGTGGTTTGAAGGAAAAGATCGAGTTGGCCAAAAAGGAAGGCGCAACCGTCCAGGTTGAA 
GGGCCAATTGAAGGCCGACTGGTTCATCCGCATGTGTTCTCTGATGTCACCTCTGACATG 
GAAATCGCTCGTGAGGAAATCTTCGGACCTCTCATCAGCGTGCTGAAGGCCGATGATGAG 
GCACACGCAGCAGAGCTGGCCAATGCTTCCGACTTTGGTTTGAGCGCGGCAGTGTGGTCG 
AAGGATATTGATCGTGCAGCCCAGTTTGCTCTGCAGATTGATTCCGGCATGGTTCACATC 
AATGACCTCACCGTCAACGATGAACCACACGTGATGTTCGGTGGTTCAAAGAACTCTGGC 
CTCGGCCGCTTCAACGGCGATTGGGCGATCGAGGAGTTCACCACAGATCGATGGATCGGC 
ATCAAGCGCAGC 

>RXN02 67 4 -downstream 
TAATTGTTTTTCGACGTAACCCC 

>RXN02 67 5 -upstream 

AAGTGTTTCATTGGAACACTTGCGCTGCCAACTTTTTGGTTTACGGGCACAATGAAACTG 
TTGGATGGAATTTAGAGTGTTTGTAGCTTAAGGAGCTCAA 

>RXN02 67 5 

ATGAATGAGTTTGACCAGGACATTCTCCAGGAGATCAAGACTGAACTCGACGAGTTAATT 
CTAGAACTTGATGAGGTGACACAAACTCACAGCGAGGCCATCGGGCAGGTCTCCCCAACC 
CATTACGTTGGTGCCCGCAACCTCATGCATTACGCGCATCTTCGCACCAAAGACCTCCGT 
GGCCTGCAGCAACGCCTCTCCTCTGTGGGAGCTACCCGCTTGACTACCACCGAACCAGCA 
GTGCAGGCCCGCCTCAAGGCCGCCCGCAATGTTATCGGAGCTTTCGCAGGTGAAGGCCCA 
CTTTATCCACCCTCAGATGTCGTCGATGCCTTCGAAGATGCCGATGAGATTCTCGACGAG 
CACGCCGAAATTCTCCTTGGCGAACCCCTACCGGATACTCCATCCTGCAT CATGGTCACC 
CTGCCCACCGAAGCCGCCACCGACATTGAACTTGTCCGTGGCTTCGCCAAAAGCGGCATG 
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AATCTAGCTCGCATCAACTGTGCACACGACGATGAAACCGTCTGGAAGCAGAT GATCGAC 
AACGTCCACACCGTTGCAGAAGAAGTTGGCCGGGAAATCCGCGTCAGCATGGACCTCGCC 
GGACCAAAAGTACGCACCGGCGAAATCGCCCCAGGCGCAGAAGTAGGTCGCGCACGAGTA 
ACCCGCGACGAAACCGGAAAAGTACTGACGCCCGCAAAACTGTGGATCACCGCCCACGGC 
TCCGAACCAGTCCCAGCCCCCGAAAGCCTGCCCGGTCGCCCCGCTCTGCCGATTGAAGTC 
ACCCCAGAATGGTTCGACAAACTAGAAATCGGCAGCGTCATCAACGTCCCAGACACCCGC 
GGATCCCGCCGAGCATTCACCGTGACCAGGGTTTTTGATGGCGCGGTCCTCGCCGAAGGC 
CCAC7\AAAAGCCTACATCTCCAACGGCACCCTCCTGGAACACAACTACGACCGCTCCCGG 
GTCTACGGCATCCCCGCCGTAGTTCAGCGCATCAACCTCAAAGTCGGCGACCGCCTCATC 
C T T AC CG AC GAAGAACT CAC C T AC GAT C CAT C C C T C GG AT C CG GC C GC ACAC CAC G CAT C 
AGCTGCACCCTTCCACAAGCAGTCGATGCAATTAAAGTCGGGCACCGCGTGCTTTTCGAC 
GACGGAGCCATCGCCGCAGTCTGCATCGACAAGACCTCCACTGCCGACGGCCACAACGAC 
GTAGAATTGGAAGTCACCCACGCCCGCCCACAAGGCGTAAACCTGGCCGCATACAAGGGA 
ATCAACCTCCCAGACTCCGAACTTCCACTCCCAAGCCTCACTGAAGAAGACCTCCAACAC 
CTGCGCTTTGTCGTCAAATACGCCGACATCGCAGCCATCTCCTTCATCCGAAACGTCGCC 
GACGTGGAATACCTCCTCCAAGCACTCGCCGACATCGGAGATCCAGTAGCCGTCGAACGC 
CTTGGCCTCGTCCTTAAAATCGAGACCATCCCAGGCTACGAAGGCCTCGCCCAAATCCTC 
CTGACCGGCATGCGCCACGAAAACTTCGGCATCATGATCGCCCGCGGAGACCTCGCCGTC 
GAACTCGGCTTCGACCGCATGGCAGAAGTCCCCCAACTGATCATGGCCCTTGCCGAAGCC 
GCCCACGTCCCAACCATCTTGGCCACCCAAGTCCTGGAAAACATGGCCAAAAACGGACTC 
CCATCTCGCGCAGAAATCACCGACGCAGCAATGGCACTTCGCGCTGAATGCGTCATGCTG 
AAC7VAGGGACCACACATCAACGACGCCATCAAGGTCCTCACCGAAATGAGCCGCAAACTT 
GGTGCATCCCAACGAAAGAGTAGGCTGCTGCTGCGCAAGGTGAAGAGCTGGGAAGAG 

>RXN02 67 5-downstream 
TAACTCACAAAGGCGATTGGCGT 

>RXN02 68 8 -upstream 

GTGCGGAAGACAGCACGCCCCAAACCGACCAACTAGCTAAGCTACACAAGGCGGACGAAT 
GGGTTCGCGCAGCAAGCGAAGGAAGGAAACTTAACTAGCC 

>RXN02688 

ATGGCCGGCCGGATTATTTTGCTACGACACGGGCAGACTCACAACAACGTCAAACACCTC 
CTGGACACCCGCCCACCAGGAGCTGAACTCACCGACCTGGGCCGTAAACAAGCCCTTGAA 
GTTGGCCACGAACTAGCCACCTACTCCGGTGAGCGCCTCGCCCATGTGTACAGCTCCATC 
GTGTTGCGCGCCCAACAAACCGCCGTGCTTGCCACCTCTACCTTTGAAAAAGCTCGCGAC 
ATGCAGTCCGGTGCGATTCCACTCGACGTTGTGGAAGGCATTCAGGAAATCAACGTCGGC 
GACTTTGAAATGCGCGGCGATGAAGAAGCCCACATGAATTACTCCCGCGCACTCAACGGC 
TGGCTTCACGGGGATCCTGCCGCTGGTCTTCCCGGCGGTGAGACCTACAAAGACGTGCTG 
AACCGCTACCAGCCGACTCTTGATCGAATCATGGACAGCCACGACCTTGACGACGACCGC 
GACGTTGCCGTTGTCAGCCACGGCGCCGTCATCCGCATCGTGGCAACACACGCAACTGGT 
GTGGATCCCAACTTTGCGTTCAACACCTACCTGGGCAACTGCCGCTTCGTGGTGCTGGAG 
CCAAACGGTAAGAAATTCAGCCAATGGGATGTTGTGCGCTGGACTGACAGCCCACTGCCA 
TGGCAGGAG 

>RXN02 68 8-downstream 
TAATT GAGAC CAAAG GC T C GGAT 

>RXN02 7 65~upstream 

TCTGAACTTTTCCGCATCGACCCAGAT GAGGTTTACCCCGACGACGACGCCACCTGCGAA 
TTCAACCCATGGCCGTATCCTCGCGGATTTTAGGAGATAA 

>RXN027 65 

ATGTCTAATCAATTACCCGATCACGTCCGCGACGCCTTCCAAGTAGGTGCGGGACCTGCC 
GAACAACTCGGTCAAGCTTGGGACTTCGGATTCCGCGTCGGCAACACTGTGTTCGCCAAA 
GTGACGGCGCCGGAAGTGTCGGGCTGGTCGTCGAAAACCCGCGAAACCCTGAAACCAGAA 
GGCGTGCGCGTCGTACGACCGATCCGCTCCACCGACGGCCGATTTGTGGTTGCGGGGTGG 
CGCGCATCGGTGTTCTCTACGGGAACGATCAGCAAGCGAGTCGATGAGACGGTCGTTGCG 
GGTCTTCGTTTGGCAGATGCATTAGTGGATACGCATGCACCGGAACCTGTGGACAATGTG 
TTTAACCGTGCTGATGTGCAGGCCTGGGAAGAGCAGCCCGGTCGAATCGGTGAATTGTTG 
GAGCCGATTAATCGCGTGAACCAGGTTGGTCATGCGGATATGTTGGCGACAACGCTGTAT 
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GCGGGAACTCAGCCACCTGCAGTGACGGATTTGGTGCCAGTGCTGCGTCCGCATGGTTTC 
ACTGCGGCATTGGTGATCGTTGATGGGTTGCTGCTGGGTGCGGTTGATGAGGGAATTCTG 
CGGAGGTTTTCGCATTTGCCGGAAATTGAGCAGCTGGTTTTGAGGGCATTTTTGTTCCGT 
CGAAACTTGCAGGAGTTCTCTGAGAACAACGATCCGAATGTTATTTCGAACCTAAACAGG 
GTGGAATCGACACTCGTGTCGTATGTTTCTGACAAGATT 

>RXN027 65-downstream 
TGAGGTATGTCGGAATACAAACC 

>RXN02803 

GTCTCTGGAGAGATGCTCGCGGCAGCACTTTCAGCAGGCATGGCCAGCCAGGGTGTTGAT 
GTCATTCGTGTTGGTGTCATCCCAACCCCAGCTGTTGCATTCCTCACCGATGATTATGGC 
GCTGACATGGGCGTGATGATTTCTGCATCCCACAACCCAATGCCGGACAACGGAATCAAG 
TTCTTTTCTGCAGGTGGACACAAGCTTCCAGACCATGTGGAAGACGAGATTGAGCGTGTT 
ATGGACAGCTTGCCAGCAGAAGGCCCAACAGGGCATGGAGTTGGCCGTGTCATCGAAGAA 
GCAACCGATGCACAGGACCGTTACCTAGAGCACCTGAAGGAAGCTGTTCCTACGTCACTT 
GAAGGCATCAAGATTGTTGTGGATGCAGCCAATGGTGCGGCAAGTGTTGTAGCTCCAACG 
GCTTATGAGGCTGCGGGTGCAACTGTAATTGCTATTCATAACAAGCCAGACTCATACAAC 
ATCAACATGGACTGCGGTTCCACCCACATTGATCAGGCGCAGCCGCCAGTCTTGAAGCAC 
GGTGCTGACCTTGGACTCGCGCATGACGGTGATGCTGACCGTTGTTTGGCTGTGAACAAG 
GATGCCAACCTTGTTGATGGTGACCAAATCATGGCGCTGTTAGCCATTGCGATGAAA 

>RXN028 03-downstream 
TAAAACGGCGAGCTGCGCAAGAA 

>RXN02 8 21-upstream 

AAGTCGCCCAGATAGCGAGCGGACCACTCGGTCAACTGAATAACCCCACTAAACACTTCA 
CAGCCCGAACACACGGGCACCAGAAAGGGAACGACACCTC 

>RXN02821 

AT G AAC GAG AT CAT C C T GG C AC AGG ACG C AACC G AG T C C AC CAT C AC C G GAC TTGGCGCT 
GTCGGCTACGGCATCGCAACCATCGGACCTGGCCTCGGCATCGGCATCCTGGTTGGTAAG 
GCTCTCGAGGGTATGGCACGTCAGCCTGAGATGGCTGGACAGCTCCGTACCACCATGTTC 
CTGGGCATCGCCTTCGTTGAGGCCCTGGCACTGATCGGCCTTGTTGCTGGCTTCCTGTTC 

>RXN02821-downstream 
TAATCAGCTAACTTAACCGAAAG 

>RXN02 82 9-upstream 

TTTTTCGTTTAATCTCATATTTAAACACGTTCCTTTTAATTGGTTTTATAAATTGATAAA 
CTGAATTCGTCAGTTAAAGTGTATCGAAAGGAGACTGGAC 

>RXN0282 9 

ATGCAAAATWVTATTCTAAAAAGTGGCATCGAAATTTCTGAACTTGGGTTAGGTTGCATG 
AGTTTAGGCACAGATTATAAAAAAGCGCAACCAATTATTGAAAGTGCAATTGATAATGGT 
AT T AC GT AT T T T G AT ACT GC AGAT AT T T ACG AT C AAGGAGT T AAT GAAGAAAT T GT T GG T 
AAAGCCTTAAAAAAATATCAAAATCGTGATGACATCGTTATCGGAACTAAAGTTGGAAAT 
CG AT T AAC T G ACGAT GGACAT AT G AC GT GGG AT 

>RXN02 920-upstream 

TGCATGCAGATTATCTGTCCAACTACGCCAGCCGCGCGTAAAGCGCGGGCCTGCTGGTGG 
CGGGTGGCGTCGAAAAGCATTTTTAAAGGAGTTTAAGACG 

>RXN02920 

ATGAAGTTTGTTATGTATCCGCATTTGTGGGAGTCCACGACCGCTGTCATTGAGGGTGGC 
GGACATGAGCGGGTTGAGGATATTAAAGATGCAGACTTCATTTTCTTTAATGGTTCAGCG 
CCGGAGTTCCCGGATTTGCCGGAGAACATCAAGTTCGTGCAGGCCTCCATGGCGGGTATT 
GATGCGCTGGTCAAGCGTGGTGTCGTCAATGAGAAGGCACGTTGGGCAAACGCGGCTGGC 
CTGTACGCTGACACCGTTGCTGAGTCCACCATTGGTTTAATTCTGGCGCAGATGCACATG 
CATGCGACGACTCGTTTGGCTAAGTCGTGGAGCGTGCGGCCTGAGGTGGAAAACAACAAG 
TCATGGCTGCATGACAATAAAACTGTCGCTATTTTGGGCGCCGGTGGCATTGGCGTGCGT 
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CTGCTGGAAATGCTCAAGCCGTTCAACGTGAAGACCATTGCGGTTAATAACTCTGGTCGT 
CCGGTGGAAGGTGCAGATGAAACCTTCGCCATGGATAAGGCTGAGCACGTGTGGGCTGAG 
GCTGATGTGTTTGTGCTCATCCTGCCGCTGACTGATGCCACTTATCAGATCGTCAATGCA 
GAAACTTTGGGCAAGATGAAGCCTTCTGCCGTGGTGGTCAATGTGGGGCGTGGCCCGCTG 
ATCAACACCGATGATCTGGTGGATGCATTGAACAACGGCACCATTGCGGGTGCTGCGCTG 
GACGTTACCGATCCTGAGCCACTTCCTGACAGCCACCCGCTGTGGGAGATGGACAATGTG 
GTTATCACTCCTCATACTGCAAACACGAATGAGAGGATTCGTGCTTTGACCGGCGAACTC 
ACCTTGCGCAACATTGAGTTGTTTGAGGCAGGCGAGCAGATGGCCACCGAGGTCGATGTG 
GTGGCTGGCTAC 

>RXN02920-downstream 
TAGGCCTTTTATGGTGTGATCCG 

>RXN03014 

TACGTTGGTTTCGAAGTGCTGCTGGTGGCGTCATACGTGCTGCTCACCTTGGGTGCATCG 
CCGGCACGTGTACGTTCCGGCGTGGGTTACGTGATGGTGTCCATGGCGTCATCGATGGTG 
TTCCTGTTTGGACTCGCAATGGTTTACGCCTCAGTGGGCACGTTGAACATGGCTCACGTT 
GGCCTACGCATGGAAGATGTTCCGTCTGGAACTCGCTCCGCGATCTTCGCAGTGTTGCTC 
GTGGCATTCGGTATTAAAGCTGCCGTGTTCCCCCTAGATTCCTGGCTGCCGGACTCCTAC 
CCCACCGCGCCATCGCTGGTCACCGCGGTGTTCGCAGGTCTGTTGACCAAGGTGGGTGTG 
TATTCCATCATTCGAGCACGCTCGATTATTTTCACCGATGGATCCCTTGACACCATGCTG 
ATGTGGGTGGCACTCGCCACCATGCTCATTGGTATTTTGGGCGCGATGGCGCAAAACGAT 
AT CAAACGTTTGTTGTCATTTACTCTGGTCAGCCACATCGGCTACATGATCTTCGGCGTA 
GCCCTTGGATCTGCACAGGGTTTGTCTGGTGCGATCTTCTACGCAATCCACCACATTCTG 
GTTCAGACTTCCCTGTTCCTGGTGGTCGGTCTGGTGGAACGCCAAGCCGGATCCTCCTCG 
CTGCGACGCCTTGGATCCCTGGCATATATCTCCCCACTTCTTGCGATTTTGTACTTCATC 
CCCGCCATCAACCTGGGTGGTATCCCACCGTTCTCCGGCTTCCTGGGCAAGATCATGCTC 
ATCGAAGCCGGCGCCCGAAGATGGCAGTTGGCTGGCATGGGTCCTTATCGCAGGCGCCGT 
TGTCACCTCACTGCTCACCTTGTACACCATGGTTCTGGTCTGGTCCAAGGCCTTCTGGCG 
CGACCG 

>RXN0 30 14 -downstream 
TAAAGACGCCCCCGATGGAGCAA 

>RXN03015-upstream 

CCGGGTTTGCCTGAGGTTTTGGAGCGCAATCTGGAAAATGGTCGCCTGAACTTCACTACT 
GATTATGCGGAGGCTGCGGCTTTCGCGCAGGTGCATTTCT 

>RXN03015 

TTGGGCGTGGGTACTCCTCAGCAGAAGGGTACTTATGCGGCGGATCTGACGTATGTTCGT 
CAGGTTGTTGAGGATTTGGTGCCGCTGCTTGAGGGCGAGCACATTATTTTCGGCAAGTCT 
ACGGTTCCGGTTGGTACTGCTGAGCAGTTGCAGGAGCTTGCTGATTCTCTGGTCAAGCCT 
GGTTCGCACGTGGAGATCGCGTGGAATCCGGAGTTCTTGCGTGAGGGCTACGCGGTCAAA 
GACACCATCACTCCGGACCGCATCGTGGTGGGTGTGCGTGAA 

>RXN03015-downstream 
TAAGACA 

>RXN03030 -upstream 

GAAGATGAAGCAGAAAAGATCATTGGTGCGCCAGAGGTTTCTGCATTGGGCAACAAAGCA 
CAGCTTGATTCCGTCACCTTGCTGCGTAACAACCCCATCC 

>RXN03030 

GTGCTGCCACTGGATCCTGCAGCAAGCCTGAAGATCTACCCATTGGTTACTGGCCGTACC 
AAGATCGACGAGGTTCAACTACAGCTGGAAGCAGCCATTCGCGCAGAACTCCCAGGGGTA 
ACCTTGGTGTCTTCCGAGTCAGAAGCAGATCTTGCAATCGTGTGGGCTCGCCCTGAAATT 
GCACTGTTTGAAGATGACCTCGAAGGTGTTTCCCTCTCTGTTGACCCTCGTGCCAATGGT 
GTCGATGTGGAACGCGTTCAGGCTGTGGAAGCTGCAGTCCCAACCATCTTGGCTGTGAAC 
TTCACCAACCCTTGGGTGCTGTCTGAGATCGAGCCTGGTGCCGCTGCCGTGGTGGGCACT 
T T T GAG AT C AAG C C AG AG TTCCTTCT C AAG GC T T T G AC T G G T C AAG AG G G AGG AC C AAAG 
GGCAAGCTGCCATTGACTGTTCCTGCTTCCATGCAGGCGATTGCTGATTCCCCTCGCGAT 



Appendix A, Page 139 



Attorney Docket No.: BGI-126CP 



ATCCCAGGCAAGTTCCTCGATGAGTCTTACACCTACGTGGACTCCGCAGGGATGGCCTAC 
AAGTACGGTCACGGACTTAATTTC 

>RXN03030-downstream 
TAGATTGTAGGTAGTCTCGTGGG 

>RXN030 4 3 

GATCTCGATGGCTTCCGTCAGGAAGTTTCCCGTGAGCAGGGTGGCATTCCGTCCTACCCT 
CACCCACACGGTATGAAGGACTTCTGGGAGTTCCCAACTGTGTCCATGGGTCTTGGCCCA 
ATGGATGCCATTTACCAGGCACGTTTCAACCGCTACCTCGAAAACCGTGGCATCAAGGAC 
ACCTCTGACCAGCACGTCTGGGCCTTCCTTGGCGACGGCGAAATGGACGAGCCAGAATCA 
CGTGGTCTCATCCAGCAGGCTGCACTGT^ACAACCTGGACAACCTGACCTTCGTGGTTAAC 
TGCAACCTGCAGCGTCTCGACGGACCTGTCCGCGGTAACACCAAGATCATCCAGGAACTC 
GAGTCCTTCTTCCGTGGCGCAGGCTGGTCTGTGATCAAGGTTGTTTGGGGTCGCGAGTGG 
GAT G AAC T T C T G G AG AAG G AC C AG GAT G G T G C AC T T G T T GAG AT CAT G AAC AAC AC C T C C 
GATGGTGACTACCAGACCTTCAAGGCTAACGACGGCGCATATGTTCGTGAGCACTTCTTC 
GGACGTGACCCACGCACCGCAAAGCTCGTTGAGAACATGACCGACGAAGAAATCTGGAAG 
CTTCCACGTGGCGGCCACGATTACCGCAAGGTTTACGCAGCCTACAAGCGAGCTCTTGAG 
ACCAAGGATCGCCCAACCGTCATCCTTGCTCACACCATTAAGGGCTACGGACTCGGCCAC 
AACTTCGAAGGCCGTAACGCAACCCACCAGAT GAAGAAGCTGACGCTTGATGATCTGAAG 
TTGTTCCGCGACAAGCAGGGCATCCCAATCACCGATGAGCAGCTGGAGAAGGATCCTTAC 
CTTCCTCCTTACTACCACCCAGGTGAAGACGCTCCTGAAATCAAGTACATGAAGGAACGT 
CGCGCAGCGCTCGGTGGCTACCTGCCAGAGCGTCGTGAGAACTACGATCCAATTCAGGTT 
CCACCACTGGATAAGCTTCGCTCTGTCCGTAAGGGCTCCGGCAAGCAGCAGATCGCTACC 
ACCATGGCGACTGTTCGTACCTTCAAGGAACTGATGCGCGATAAGGGCTTGGCTGATCGC 
CTTGTCCCAATCATTCCTGATGAGGCACGTACCTTCGGTCTTGACTCTTGGTTCCCAACC 
TTGAAGATCTACAACCCGCACGGTCAGAACTACGTGCCTGTTGACCACGACCTGATGCTC 
T C C T ACC G T G AGG C AC C T G AAG GAC AG AT C CT G C ACGAAG G CAT C AAC GAG GC T GG T T C C 
GTGGCATCGTTCATCGCTGCGGGTACCTCCTACGCCACCCACGGCAAGGCCATGATTCCG 
CTGTACATCTTCTACTCGATGTTCGGGATTCCAGCGCACCGG 

>RXN030 4 3-downstream 
TGACTCCATCTGGGCAGCAGCCG 

>RXN0 304 4 -upstream 

TACGCCACCCACGGCAAGGCCATGATTCCGCTGTACATCTTCTACTCGATGTTCGGGATT 
C C AG C GC ACC GG T GAC T C CAT C T G GGC AG C AGC C GAT C AG 

>RXN03044 

ATGGCACGTGGCTTCCTCTTGGGCGCTACCGCAGGTCGCACCACCCTGACCGGTGAAGGC 
CTCCAGCACATGGATGGACACTCCCCTGTCTTGGCTTCCACCAACGAGGGTGTCGAGACC 
TACGACCCATCCTTTGCGTACGAGATCGCACACCTGGTTCACCGTGGCATCGACCGCATG 
TACGGCCCAGGCAAGGGTGAAGATGTTATCTACTACATCACCATCTACAACGAGCCAACC 
CCACAGCCAGCTGAGCCAGAAGGACTGGACGTAGAAGGCCTGCACAAGGGCATCTACCTC 
TACTCCCGCGGTGAAGGCACCGGCCATGAGGCAAACATCTTGGCTTCCGGTGTTGGTATG 
CAGTGGGCTCTCAAGGCTGCATCCATCCTTGAGGCTGACTACGGAGTTCGTGCCAACATT 
TACTCCGCTACTTCTTGGGTTAACTTGGCTCGCGATGGCGCTGCTCGTAACAAGGCACAG 
CTGCGCAACCCAGGTGCAGATGCTGGCGAGGCATTCGTAACCACCCAGCTGAAGCAGACC 
TCCGGCCCATACGTTGCAGTGTCTGACTTCTCCACTGATCTGCCAAACCAGATCCGTGAA 
TGGGTCCCAGGCGACTACACCGTTCTCGGTGCAGATGGCTTCGGTTTCTCTGATACCCGC 
CCAGCTGCTCGTCGCTTCTTCAACATCGACGCTGAGTCCATTGTTGTTGCAGTGCTGAAC 
TCCCTGGCACGCGAAGGCAAGATCGACGTCTCCGTTGCTGCTCAGGCTGCTGAGAAGTTC 
AAGTTGGATGATCCTACGAGTGTTTCCGTAGATCCAAACGCTCCTGAGGAA 

>RXN030 4 4 -downstream 
TAAAT C AC C T C AAG G GACAGATA 

>RXN030 5 6-upstream 

TTACTATCACTGGTTTTGCAGATGAGATCGCACATGATCTCGACGAACAGATTTCCTTAC 
T T AAT AAAC T G AAG AAC AG C T C GC G G AAG C T AAAG C C AAA 
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>RXN03056 

TTGGATGCCGCAGGAATTTCACTTTCAGCCGTTGGATCCGACTTCGGCAAGATCAACATC 
ACCGATCCTTTTGAAGATCACTTGGAGCGCGCACGCCACGGTGTTGAGGTCGCTAAGCTC 
TTCGGCGCGAAATACATCCGCATGTTCTCCTTCTTTATTGCAGAAGGCGACAACCCTGAA 
AGCTTCCGCAAAGAAGTACTCTCCCGCACCCACGCAATGGTCGAACTCGCAGAAGCCGGC 
GGCATCACCCTCCTCCACGAAAATGAAAAGGGAATCTATGGCGACTCCCCGCAGCGCGTG 
AAGGATTTAATCACCAGCATCGACTCCCCTAACTACCGCGCAATCTACGACGCAGCTAAC 
TACGTGCAAACCGGATTCAAGCCTTTTGATGAGGCATGGCCGATCGTTAAGGACTACGTC 
G AC T ACG T C C AC AT C AAGG ACG CG ACC AT T CC AGAT GC AGAGC ACC CC ATC GGAAT CATC 
AAGCCAGCAGGACAAGGCGACGGCCAATACCCAGAGCTCCTTGCCGCGCTAAACGCCGAC 
GGTTACAACGGATTCGTCTCCATCGAGCCTCACCTGGGTGACTTCGATGAATTCGGCGGA 
CTCTGCGGACCTGACCTGTGGACCAGCGCATGCGACGCTCTCGCAGGAATCCTGAACAAC 
ATCAACGCCGAGTACAAC 

>RXN0305 6-downstream 
TAAGGACAACTGATAATGACAAA 

>RXN03057-upstream 

CAT C AAC G C C GAG T ACAAC T AAG GAC AAC T G AT AAT G AC AAAT G C T GC AAT TG T C G GAT G 
AGGAGACGTCGCAACCGTTCATACAGAAGCGCTGGAAGCT 

>RXN03057 

TTGGCTTCCGATCTTGGTATTAAGTTCGTCGCAGTGGTGGATAAAGATCTAGAGACTGCT 
GAGAAATTTGCGACGGGACTTGGAGCTGCTGGCGATTCTTCAGAAAGCAGCGTCAAGGCC 
CACGGCAGCCTGCCGGCTTTGTTCTCCAAAAAGAAGATCGATGTTCTACACATCACCACC 
CCCCACGACCAACACATTGGTTTGGCTCTCGAAGCGCTACACCACGGTGTAAATGTCATC 
CTGGAAAAGCCGTTGGCTAATGAGTTGGACCAGGCGCAGCGTCTCATCGACTACTTGGAT 
GAAAACCCCGATGGTCCAAAGATTGCAGTGTGCTAT CAGAACCGTTACAACGTTTCCTCC 
CAGGAACTGCGTCGTCTGCTCGATTCAGGTGACCTCGGTGCCATCAATGGTGCATATTCC 
TCTGTGGTGTGGACCCGCACCCCAGGCTACTACACCCAGAAACCTTGGCGTGGCCAGCAA 
GCACACTCCGGTGGTGGCCTGCTGATGAACCAAGCAATTCACACCCTGGATCTGCTGCAG 
TGGTTCCTTGGAAAGGCAACAGAAGTCAAGGGCACTGTCTCCACCGATAAGTATGCCGAT 
GTCATCGATGTTGAAGACACCGCACACGCATACATCGGTCACGAGTCCGGAGTCCACACC 
AGTGAAGTGAGT 

>RXN030 57-downstream 

T G AAC CAT GCTATTGGT GAT AC A 

>RXN030 61 -upstream 

CTGCCACCACTGGTCATTGCAGAGGACACTCTCCGTGATGGTCTTCAGGTGTTAGTCGCA 
GCCCTAGAGCGCGAAACCGCGCACCAGAAGGTGGGCTAAA 

>RXN03061 

GTGTCTTTGACCTTCCCAGTAATCAACCCCAGCGATGGCTCCACCATCACCGAGCTAGAA 
AACCACGATTCCACCCAGTGGATGTCCGCGCTCTCTGATGCAGTTGCAGCTGGTCCTTCA 
TGGGCTGCGAAAACTCCCCGCGAAAGATCCGTGGTACTCACCGCAATCTTCGAAGCACTG 
ACCGAACGCGCCCAAGAACTTGCAGAGATCATCCACCTGGAAGCTGGAAAATCCGATGCA 
GAAGCTCTTGGTGAAGTCGCTTATGGTGCAGAATACTTCCGTTGGTTTGCGGAAGAAGCA 
GTGCGCCTGCCCGGCCGCTACGGACAGTCA 



>RXN0 307 6-upst ream 

AATACCTTTCTGTTTTGTCCGCAGGCGTATCAGGAAAACCTGCAGCGCGGTAGAGTCGAG 
TCTAATAGTGATCCCACGAAAACAAAGGATCGGGGTGTTC 

>RXN0307 6 

ATGGACGAGTCTCGTCAGCTTAGTTTCGGCACAGCAGGGTTGCGTGCACCAGTTGGCCCG 
GCGCGCCATCAGATGAATGTTTTGCAGGTAACCAGAACTACAGCAGGTGTTGCTAGTTGG 
TTGGCAGAACGTGCGGCACTAAATCCAGTGCCGCATTTGGTTCCTGAGGATGAAACAGGA 
ATCGGCAGGGCGTTGTATCCCCAAGATGGTCCGTTGCGGGTCGTTGTGGGGTATGACGCT 
CGCTATGGTTCGCATACTTTTGCTGCAACCACTGCGGAGGTGTTCGCGGGTGCTGGTTTT 
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GAGGTGACGTTGCTCCCCACGCCTAGCCCTACGCCGTTGATTCCGTGGTTGGTGAACAAG 
CATGGGTTGGATGCGGGCGTTCAGATCACGGCTTCGCATAATGGTGCGGCGGACAATGGC 
TACAAGGTGTTTTTGTCTAATGGTCGCCAGCTTTATTCTGAACTGGAGCCTGAGCTTGAG 
GCGCATATCAATGCTGTGGAAGATCCGATTCGGGTTCCTCGGGTGACGGTGCGCCCCACT 
GCTGATCAGCTGCGTCGATATGTTGATGAGATGGTGTCGTTGGTGACTCCTGATCAGGCT 
GATTTGTTGCGGGTGAATTCTGAGCGGGGCAATCTTCGCGTGGTGTATACCGCTCTGCAT 
GGTGTGGGTGGCCGCGCGATGGCCAATGCTTTCCAATTTGCTGGTTTTCCCCATACTCAT 
GGCGTGAAGGCTCAGCAGTATCCTGATCCCACCTTCCCCACTGTGGCGTTCCCCAATCCG 
GAAGAGCCTTCTGCGATTGAGTTGTTGTTGGAACGCGCAAAGGAAAAGAACGCTGACATT 
TTGTTTGCGCTTGATCCTGATGCCGATCGTTGTGCTGTGGGTATTCGTACCGCTGATGGC 
GGCCACCGAATGCTCTCTGGCGAT GAGGTGGGCACACTTTTGGCTACTCGTTTGGTTCCG 
GAGTATTCCGGTGAAGGCCCACGTCCCGTGGTTGCCACCACGGTGGTGTCTTCGCAGCTT 
CTGGGTAT CATCGCCGAGGATAAAGGGTGGGATTATTCCGAGACACTGACGGGATTCAAA 
AATCTGTCGAGGGCTGCCGATGGTCTCGACGGACCGCTTGCTTTCGCTTATGAGGAAGCT 
GTGGGCACCTGCCCGGTTCCAGATGTCGTGCCGGATAAGGACGGCATCTCTACAGCGTTG 
TTCATGGCGTCGTGGGCTGCCGAACTGAAGGCTCAGGGCGCAAGCCTGCAGCAAAAACTC 
AATGAGTTGTATCGCCGATATGGGTATTTTGCGTCCTCGCAAATTGCTGTGCGCACGAGC 
AGTCCACGCGAGTTAGTTGATCACTGGATTGCGCATCCTCAGCAAGAACTCATTGGAGTG 
TCTGTCACCCCACATATTCTTCCTGAAAAACAGGGCATTGCTTTGCATGGCCAGGTGGGG 
CATGTGCATATCCGTGCTATTGGTCGAGTCTCTGGAACTGAGGCGAAAGCCAAGCTCTAT 
TTGGAAGTTGGTCAGGCCAGCTCCCATGATGAAGCAGCTCAGTTGTTGCATCAGCTGGAG 
GATGAAGTCCAAAGCTGGTTGAGCAAGCTT 

>RXN0 307 6-downstr earn 
TAGTTTCCTGGCTGCTCCCGGTT 

>RXN030 8 3-upstream 

ATTCAGCAGTAATCATTTAGACTTGGAACCGCTTACCAGTGGTTTCAACAATGCATTCAC 
CCAGCTCACACGTGTGGAGGTGCCTTA 

>RXN03083 

ATGGCAAAGAGGATCGTAATTATCGGCGGTGGACCTGCAGGCTATGAAGCCGCACTCGCA 
GGCGCTAAATACGGTGCAGAAGTTACCGTTATTGAAGATGTCGGAGTTGGCGGATCCGCA 
GTCACCATGGACTGTGTACCTTCAAAGTCCTTCATCGCTGGTACCGGTAT CAAAACCGAC 
CTCCGACGTGCTGATGACATGGGACTTAACCGTGGGCTTGGAAAAGCACACCTAGAAATC 
GATGCACTGAACATCCGTGTGAAGGACCTTGCGAAAGCACAGTCCGAAGATATCTTGGGC 
CAGCTGCAGCGCTCAGATGTCCGCATGATTAACGGTGTGGGCCGCTTTGATGAT TACAAC 
ACCAAGCAAACCACCCACTACATTAAAGTCACCCACAGCGATGGCTCCGAAGAAACCGTT 
GAGTGCGATCTGGTGCTGGTTGCAACTGGTGCAACCCCCCGCATTCTTAAAGGTGCAGAG 
CCAGACGGCGAGCGCATCTTGACCTGGCGTCAGGTCTACGACATTGAAGAACTCCCCACC 
CACCTTATCGTGGTTGGTTCCGGTGTGACCGGTGCGGAATTTGTCTCTGCGTTTGCTGAA 
CTCGGCGTCAAAGTCACCATGGTGGCATCCCGTGACCGCATTTTGCCTCACGATGACGCA 
GATGCCGCAGACGTGCTGGAAACCGTTCTGGCTGAGCGCGGAGTATCCCTGGAAAAGCAT 
GCCCGCGTGGAGTCTGTCACCCGCACCGAAGACGGTGGCGTGTGTGTTCGCACTGCTGAC 
GGACGAGAAATCTACGGTTCTCACGCGTTGATGACTGTTGGTTCCATTCCAAACACGGCA 
GATCTTGGCCTGGAGAACATCGGTGTTGAGCTGGCACCATCCGGCCATATCAAGGTTGAC 
CGGTCTCCCGCACCAACATCCCCGGTGTGTACGCAGCAGGTGACTGTACTGACCTATTCC 
CACTGGCGTCCGTTGCAGCGATGCAGGGCCGTATCGCCATGTATCACGCACTCGGTGAAG 
GCG 

>RXN03 083-downstream 
TGAGCCCCATCCGTTTGAAGACT 

>RXN0308 6~upstream 

TTCGTGCACTTCGGCGTGTCACAATTAGGTACGACCAAGAATGGGACCGGGAAACCGGGA 
C G T AT AAAC G AAAT AAAAC AT T C C AAC AG GAG G T G T GG AA 

>RXN0308 6 

ATGGCCGATCAAGCAAAACTTGGTGGCAAGCCCTCGGATGACTCTAACTTCGCGATGATC 
C G C G AT G G C G T G G CAT C T TAT T T G AAC G AC T C AG AT C C G G AGG AG AC C AAC GAG T G GAT G 
GATTCACTCGACGGATTACTCCAGGAGTCTTCTCCAGAACGTGCTCGTTACCTCATGCTT 
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CGTTTGCTTGAGCGTGCATCTGCAAAGCGCGTATCTCTTCCCCCAATGACGTCAACCGAC 
TACGTCAACACCATTCCAACCTCTATGGAACCTGAATTCCCAGGCGATGAGGAAATGGAG 
AAGCGTTACCGTCGTTGGATTCGCTGGAACGCAGCCATCATGGTTCACCGCGCTCAGCGA 
CCAGGCATCGGCGTCGGCGGACACATTTCCACTTACGCAGGCGCAGCC 

>RXN03087 -upstream 

GTTGCCGCCAGCCGTTCCAGGGCGCTTGAGCTGGTCAGCGACATCGCAATGATCAACCAG 
G AAT AC C T G GAAAAG AG C T GAT AT T GAT AG GG T T TAAG T C 

>RXN03087 

ATGAAGATCTACGCACCTTTTGCTGGAATCGTCCACTATTTTGTCGATGAAGGCGATCCC 
GTGGAAACCGGCATGCAACTGGGAACGGTAGAAACCATCAAACTCGAGGCACCAATCATG 
GCACCGGGACCTGGCATCGTAGCTAAGGTTTCTTTTGATGATTTCTCCGACGTCACCGGC 
GGCGATGAACTCCTCGAATTGGAGGCAAAGAAC 

>RXN030 87 -downstream 
TAATGGGTCAAACCCGCATCATT 

>RXN03096-upstream 

AAGATCATGCTCATCGAAGCCGGCGCCCGAAGATGGCAGTTGGCTGGCATGGGTCCTTAT 
CGCAGGCGCCGTTGTCACCTCACTGCTCACCTTGTACACC 

>RXN03096 

ATGGTTCTGGTCTGGTCCAAGGCCTTCTGGCGCGACCGTAAAGACGCCCCCGATGGAGCA 
ACCGCACTAGCAAGACCCGCACCTTTGGTAGATATCCAAGACGAAGTCGCCGTTAAAGAC 
CGCAACGATGTCGGACGGATGCCTTGGGGCATGGTCTTCTCCACTGCCCTGTTGGTTTCC 
GCATCCCTTGCTGTATCCGTGCTCGCAGGACCACTGTCATCTATTACTGGACGCGCCGCC 
GAATCCGCACAAGATGTCAACATCTACCGCGCCGCAGTACTCGGCCCAACTACCTCGACC 
CATCACGCACACTCGAGATGGAGCGTTACGACGCCAACCGCGATGACATCAACCACCGCG 
T C GAC AC CAAT GG AAC GG AGGACC AACC AT GAT C AG T GG AT T 

>RXN03101 

ATCCTTGCAGACGAAGACGACACCGTCGACGTCGGCGCAGTCATCGCCCGCATCGGTGAC 
GC AAACG CAG C T G C AGC AC C T GC C G AAG AG G AAG CAGC T CC T GC C G AAG AGG AAG AAC C A 
GTTAAGGAAGAGCCAAAGAAGGAGGCAGCTCCTGAAGCTCCAGCAGCAACTGGCGCCGCA 
AC CG AT G T GGAAAT GC C AGAAC T CGGCG AAT CCGTC AC CGAAGGC AC C ATT AC CC AG TGG 
CTCAAGGCTGTCGGCGACACCGTCGAAGTAGACGAACCACTTCTTGAGGTCTCCACCGAC 
AAGGTCGACACCGAAATCCCATCCCCAGTAGCAGGCACCATCGTGGAGATCCTTGCAGAC 
GAAGACGACACCGTCGACGTCGGCGCAGTCATCGCCCGCATCGGTGACGCAAACGCAGCT 
G CAG C AC C T G C C G AAG AG G AAG CAG CTCCTGCC G AAG AGG AGG AAC CAG T T AAGG AAG AG 
C C AAAG AAG G AAG AG C C C AAG AAG G AAG AG C C C AAG AAG G AAG CAG C T AC T AC AC C T G C T 
GCGGCATCCGCAACTGTGTCCGCTTCTGGCGACAACGTTCCA 

>RXN03112-upstream 

GTGAGCACGCAATTTCTTTGCTGCTGTCTACTGCTCGCCAGATCCTGCTGCTGATGCGAC 
GCTGCGTGAGGGCGAGTGGAAGCGGTCTTCTTTCAACGGT 

>RXN03112 

GTGGAAATTTTCGGAAAAACTGTCGGTATCGTCGGTTTTGGCCACATTGGTCAGTTGTTT 
GCTCAGCGTCTTGCTGCGTTTGAGACCACCATTGTTGCTTACGATCCTTACGCTAACCCT 
GCTCGTGCGGCTCAGCTGAACGTTGAGTTGGTTGAGTTGGATGAGCTGATGAGCCGTTCT 
GACTTTGTCACCATTCACCTTCCTAAGACCAAGGAAACTGCTGGCATGTTTGATGCGCAC 
CTCCTTGCTAAGTCCAAGAAGGGCCAGATCATCATCAACGCTGCTCGTGGTGGCCTTGTT 
GATGAGCAGGCTTTGGCTGATGCGATTGAGTCCGGTCACATTCGTGGCGCTGGTTTCGAT 
GTGTACTCCACCGAGCCTTGCACTGATTCTCCTTTGTTCAAGTTGCCTCAGGTTGTTGTG 
ACTCCTCACTTGGGTGCTTCTACTGAAGAGGCTCAAGATCGTGCGGGTACTGACATTGCT 
GATTCTGTGCTCAAGGCGCTGGCT 

>RXN0 31 17 -upstream 

T GT GC AAC AT T AGT T CGT T AAGAAG AGT C AC AT T CC AG C C 
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>RXN03117 

ATGATTACCCACGAAGTGCGCACCCACCGTTCTGCGGAAGAGTTCCCGTACAAGAAGCAC 
CTGGCTCACAAGATGGCTCGCGTTGCAGCCGACCCAGTTGAGGTTGCTGCGGACACTCAG 
GAAATGATCATCACCCGCATCATCGACAATGCATCGGTGCAGGCAGCTTCCGTGTTGCGT 
CGACCAGTTAGCTCTGCCCGTGCGATGGCACAGGTCAGGCCAGTTACCGATGGTCGGGGT 
GCATCTGTTTTCGGTCTGCCAGGACGTTATGCCGCGGAATGGGCTGCGCTTGCTAACGGC 
ACTGCGGTGCGTGAGCTTGATTTCCATGACACGTTCCTCGCTGCGGAATACTCCCACCCA 
G G AG AT AAC AT T C C T C C GAT TTTGGCTG C AG C AC AG C AGG C T G G AAAAGG T GG C AAG GAT 
CTGATCCGTGGCATCGCTACTGGGTATGAGATTCAGGTTAACTTGGTGCGTGGAATGTGC 
CTGCATGAGCACAAGATTGATCACGTTGCTCATCTTGGACCATCAGCGGCTGCTGGTATC 
GGAACCTTGCTAGACCTAGATGTGGACACCATCTACCAGGCAATTGGTCAGGCATTGCAC 
ACCACCACGGCGACGAGGCAGTCCCGTAAAGGTGCGATTTCTTCATGGAAGGCATTTGCT 
CCTGCGTTTGCGGGCAAGATGTCCATCGAGGCAGTAGATCGCGCAATGCGTGGCGAGGGC 
GCACCGTCACCAATCTGGGAAGGCGAAGACGGCGTAATCGCGTGGCTGCTGTCCGGTCTT 
GAT C AC AT C T AC AC CAT TCCTTTGCCT GC AGAAG G T G AAG C C AAAC G AG C AAT C T T GG AT 
ACCTACACCAAGGAACACTCGGCGGAATACCAGTCACAGGCACCGATCGACTTGGCGCGC 
AGCATGGGGGAGAAGCTGGCAGCACAGGGCTTGGACCTGCGTGATGTGGACTCCATCGTT 
TTGCACACCTCCCACCACACTCACTACGTGATCGGCACCGGATCTAAT GATCCACAGAAG 
TTCGATCCAGATGCATCGCGAGAAACCCTTGATCACTCCATCATGTACATTTTCGCTGTC 
GCGCTGAAGGATCGCGCGTGGCACCACGAGCGTTCCTATGCTCCTGAGCGAGCCCACCGC 
C G AG AGAC CAT C GAG C T G T G G AACAAG AT T T C CAC G G T G GAGG AT C C T G AAT G G AC C AGG 
CGTTACCACTCCGTTGATCCTGCAGAAAAGGCCTTCGGCGCACGCGCAGTGATCACCTTC 
AAGGATGGAACCGTCGTGGAAGATGAACTGGCTGTGGCGAATGCGCATCCTCTGGGAGCA 
CGGCCTTTCGCTAGGGAGCAGTACATTCAGAAATTCCGCACCTTGGCTGAAGGTGTTGTG 
TCCGAAAAGGAACAGGATCGCTTCTTGGATGCGGCACAGCGTACGCACGAGCTTGAGGAT 
CTTTCAGAACTCAACATTGAATTGGATGCCGATATTTTGGCCAAGGCTCCTGTGATTCCG 
GAAGGACTGTTC 

>RXN0 31 17 -downstream 
TGATGGCGGGTTTGTTTTCCTCT 

>RXN03144 

ACCACGACGGCTACCAGGCAGTCGCGAAAAGGTGAGATTTCCAGCTGGAAGGCGTTCGCG 
CCAGCGTTTGCGGGAAAGATGGCCATTGAGGCGATGGATCGTGCGATGCGTGGGGAGGGT 
TCGCCCGCACCGATTTGGGAGGGCGAAGACGGGGTCATCGCGTGGCTGTTATCGGGCAAA 
GATCATGTTTAT CATGTGCCATTGCCGGAACACGGCGAGCCCAAGCTGGGGATTCTAGAG 
ACTTACACAAAGGAACATTCAGCGGAATATCAATCGCAGGCACCGATTGATCTGGCGCGC 
AGGATGAAGCCACTGGTTGACGCGGCTGGCGGAACGGAACACATTGCAGAGATTGTGCTG 
CGCACCAGTCACCACACGCATTATGTGATTGGCACTGGGGCGAACGATCCGCAGAAGATG 
GATCCGCAGGCCTCGCGTGAAACCCTGGATCATTCCATCATGTACATTTTCGCCGTCGCG 
CTTCAAGATGGCGTGTGGCACCACGAGTTTTCCTACACCCGCAAGCGTTCCACCCGCCCG 
GAAACTGTGGAGCTGTGGCACAAGATTCGCACCGTGGAGGATCCTGAATGGACGCGCCGA 
TACCATTCTGATGATCCTGCAAAAAAGGCCTTTGGTGCGAAAGCAGTGATCACAATGGCT 
GATGGCACCGTGATTGAGGATGAATTGGCTGTCGCGGATGCCCACCCGCTGGGTGCTCGG 
CCGTTTGCGCGGGAGAATTACATTGAAAAATTCCGCACACTCGCGCAGGGGATTGTCATT 
GATTCAGAACAGGAACGCTTCTTGCATGCCGTGCAAAGCCTGCCTGACCTGGATGATCTT 
GATCAGCTCAACATCGAAGTCGACATAAGCAACCAGGCCGCGACGAAAGCGGGGCTGTTA 

>RXN03 14 4 -downstream 
TGAATCTCTTTTCGAATGGTGTT 

>RXN031 50 -upstream 

TTTAACAGAGTGCGTTTCAATGCCTGTAGTGTTCCGGCAATTTTGAATGTCGTTACGGTT 
ACCCAAGGCTGAATTCCTGAGCTCACCTTGTACAAGATCA 

>RXN03150 

GTGGAAGCCCAGTTCACCTCTCCCCTGCTCAACAATGGGCAAACCTGTTTCCTTGGTACC 
CGAATCCTTGCTCCAAAATCACGTTACGCGGAAGTAGTCGATGCATTCACCGCTTTCGCT 
GGCAGCCTGCAGGTTGGAGTCACGTCCTCCCCTGACACTCAGATCGGACCGATGGCGACT 
GCCCGGCAGCGTGAGCGCGTGGAATCCTACATTTCCCAAGGCAAAAATGCTGGAGCCCGC 
ATCACTGTCGGTGGCAGCCGTCCACGAGATCTTGACGCCGGATTCTTCGTTGAGCCAACA 
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GTGTTCGCCGATGTAGACAATCGCGCAGCCATTGCCCAAGATGAAATCTTCGGACCGGTG 
CCCTCTGTTGTTTCCTACCAAGACGATGAACACGCCATCCAACTAGCCAACGATTCCGAA 
TTCGGTCTCGGCGGAACTGTCTGGACGAGCGATCCCGAGCGCGGCGCTGCATTGGCCCGC 
CGAGTTCACACAGGAACCATTGGCATCAACCGCTATATCCCTGATCCCGCCGCACCATTT 
GGAGGTGTGAAAAACAGTGGCCTTGGCAGAGAACTCGGCCCCGAAGGTCTTGCTTCCTAC 
CAAGAAAC C CAAAC CAT T T AT C T C 

>RXN03150-downstream 
TAAT CCAAACT GC ACC TAT AT AT 

>RXN03179 

GCTCGTGAGGCATGGCGCATTTTCATGTCCCACTGGGATCTCTACGCAGGAACCGCAACT 
GGCTACTGGGTGGAGCAGGAATTTGAGCACGTTTTCGGCATCAACGCGGAGCGCCTGAAT 
GTTGGCACCCCAGAACATGCTGACGCCATCTTTGATGAGCTGACCGATATTCTTGCCAAG 
CCAGATTTCCGACCACGCGCACTGGCTGAGCAGTTCAACTTGGAAGTTCTAGCCACCACC 
GACGATCCGCTCGATGACCTGGCAGATCACAAGGCACTGGCAGATGATCCAACCTTCTCC 
CCTCGTGTGCTCCCTACCTTCCGCCCAGACGCATACACCAAGATGTACAACGCTGGTTGG 
GCAGAAAAAACCACCAAGCTTATCGATACCGCAGGTGACGGCAAGGCAGGCTGGGAGGGT 
TACCTTCAGGCAATGCGCAACCGCCGCCAGTACTTCATCAATCACGGTGCAACCTCCGCG 
G AC C AC G G T C T C C AC G AC AC C G AC AC C AC C C C AC T GAG C C AC AAAG AT G C C C AG AAG AT C 
TTGGACAAGGGTCTCGCTGGCACAGCAACCTTGGCTGAAATGCATGCCTTCGAAGCCAAC 
ACCACCTACCGTTCGCGGAAATGTCCAAGAAGACGGCTGGTCATGACCATCCACCAGGTG 
TGTACC 

>RXN03180 

TTCGGTGAGAACAAAGATCTCATCTCTGACAGCAGTTTCAACCGCTGGCTGCGTACGGTT 
TCCCTCGGATCGACCCAGGATGCCGATATGGCTGCAGCTTCCAACTTGGCAGCCAATTCT 
AAAATGGCCCGCCAGAACACCCGCGATATCCTCGACGCAGTCTCTGATGGTGGCGTCATG 
CTCGGCCGAAACGGTGCCCTAGTGTTGGGACCTGTGGTTGGAACTCTCCACATTAAATTC 
ATTGCGCCTTTGAACAAGCGTGTGGAAAGAGTCATGTACAAAACTGGACTCTCAGAAGCT 
GCTGCAGCTGAGCAATGTGCTTTGGAGGATCGTCTCCGCGAAGAGATGGCCCACGCTTTG 
TAT CAATGGAATCCGGGACGCGATGAAAACTAT GACCTCGTGATCAACACCGGTTCGATG 
ACATACGAACAAATCGTTGATCTAGTTGTGGAAACTTACGCCAGGAAGTATCCGCTCCAC 
G T G AG AAT CAT T C C G AAC G G AAAAGAC C AA 

>RXN0318 0-downstream 
TAAACATACAGTCCCCGTGATGT 

>RXN0318 6-upstream 

TTCGTGCACTTCGGCGTGTCACAATTAGGTACGACCAAGAATGGGACCGGGAAACCGGGA 
CGTATAAACGAAATAAAACATTCCAACAGGAGGTGTGGAA 

>RXN03186 

ATGGCCGATCAAGCAAAACTTGGTGGCAAGCCCTCGGATGACTCTAACTTCGCGATGATC 
CGCGATGGCGTGGCATCTTATTTGAACGACTCAGATCCGGAGGAGACCAACGAGTGGATG 
GATTCACTCGACGGATTACTCCAGGAGTCTTCTCCAGAACGTGCTCGTTACCTCATGCTT 
CGTTTGCTTGAGCGTGCATCTGCAAAGCGC 

>RXN03187 

GTTGCAGTGTCTGACTTCTCCACTGATCTGCCAAACCAGATCCGTGAATGGGTCCCAGGC 
GAC TACACCGTTCTCGGTGCAGATGGCTTCGGTTTCTCTGATACCCGCCCAGCTGCTCGT 
CGCTTCTTCAACATCGACGCTGAGTCCATTGTTGTTGCAGTGCTGAACTCCCTGGCACGC 
GAAGGCAAGATCGACGTCTCCGTTGCTGCTCAGGCTGCTGAGAAGTTCAAGTTGGATGAT 
CCTACGAGTGTTTCCGTAGATCCAAACGCTCCTGAGGAA 

>RXN03187-downstream 
TAAATCACCTCAAGGGACAGATA 

>RXS00584 - 5' -Region 

TAGTTGTGCCACCTAAAACGCGAACAGAACCGGAGTCGAGCAGCACCTCCCCGCAAGGGTAGAGGGGCT 
GCTTTTTTGTTTCCTAAATTCACCCCATCCC 
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>RXS00584 - coding Region 

ATGCATAGCCCTGAAAGGCAAGAAAAAATGAGTTCTCCAGTCTCACTCGAA7\ACGCGGCGTCAACCAGC 
AACAAGCGCGTCGTGGCTTTCCACGAGCTGCCTAGCCCTACAGATCTCATCGCCGCAAACCCACTGACA 
CCAAAGCAGGCTTCCAAGGTGGAGCAGGATCGCCAGGACATCGCTGATATCTTCGCTGGCGACGATGAC 
CGCCTCGTTGTCGTTGTGGGACCTTGCTCAGTTCACGATCCTGAAGCAGCCATCGATTACGCAAACCGC 
CTGGCTCCGCTGGCAAAGCGCCTTGATCAGGACCTCAAGATTGTCATGCGCGTGTACTTCGAGAAGCCT 
CGCACCATCGTCGGATGGAAGGGATTGATCAATGATCCTCACCTCAACGAAACCTACGACATCCCAGAG 
GGCTTGCGCATTGCGCGCAAAGTGCTTATCGACGTTGTGAACCTTGATCTCCCAGTCGGCTGCGAATTC 
CTCGAACCAAACAGCCCTCAGTACTACGCCGACACTGTCGCATGGGGAGCAATCGGCGCTCGTACCACC 
GAATCTCAGGTGCACCGCCAGCTGGCTTCTGGGATGTCTATGCCAATTGGTTTCAAGAACGGAACTGAC 
GGAAACATCCAGGTTGCAGTCGACGCGGTACAGGCTGCCCAGAACCCACACTTCTTCTTCGGAACCTCC 
GACGACGGCGCGCTGAGCGTCGTGGAGACCGCAGGCAACAGCAACTCCCACATCATTTTGCGCGGCGGT 
ACCTCCGGCCCGAATCATGATGCAGCTTCGGTGGAGGCCGTCGTCGAGAAGCTTGGTGAAAACGCTCGT 
CTCATGATCGATGCTTCCCATGCTAACTCCGGCAAGGATCATATCCGACAGGTTGAGGTTGTTCGTGAA 
ATCGCAGAGCAGATTTCTGGCGGTTCTGAAGCTGTGGCTGGAATCATGATTGAGTCCTTCCTCGTTGGT 
GGCGCACAGAACCTTGATCCTGCGAAATTGCGCATCAATGGCGGTGAAGGCCTGGTGTACGGACAGTCT 
GTGACCGATAAGTGCATCGATATTGACACCACCATCGATTTGCTCGCTGAGCTGGCCGCAGCAGTAAGG 
G AAC G C C G AG C AG C AG C C AAG 

>RXS00584 - 3' -Region 
TAATTAAGGGCGCTAGACTGTTA 



>RXS01260 - 5' -Region 

CTAAACGTGGGCTGCATTCCTTCCAAAGTCTCTGATCAAAAACGCTGAAGTTGCCCATACCTTTACCCA 
T GAG AAG AAG AC C T T C G G CAT C AAT G G C G AA 

>RXS01260 - coding Region 

GTGACCTTCAACTAT GAGGATGCTCACAAGCGTTCCCGTGGCGTTTCCGACAAGATCGTTGGAGGCGTT 
CAT T AC T T GAT G AAGAAGAAC AAG AT CAT C G AAAT T CAT G G T C T T GG AAAC T T CAAG GAT GC T AAGAC T 
CTTGAGGTCACCGACGGTAAGGATGCTGGCAAGACCATCACCTTTGATGACTGCATCATCGCAACCGGT 
TCGGTAGTCAACACCCTCCGTGGCGTTGACTTCTCAGAGAACGTTGTGTCTTTTGAAGAGCAGATTCTT 
AACCCTGTTGCGCCAAAGAAGATGGTCATTGTTGGTGCAGGCGCAATTGGAATGGAATTCGCCTACGTT 
CTTGGTAACTACGGTGTAGATGTAACCGTCATCGAGTTCATGGATCGTGTGCTTCCAAATGAAGATGCT 
GAAGTCTCCAAGGTTATTGCAAAGGCCTACAAGAAGATGGGCGTTAAGCTTCTTCCTGGCCATGCAACC 
AC T G C T GT T C GG G ACAACG G T G AC T T T G T C GAG G T T GAT T AC C AGAAGAAG G G C T C T GAC AAG AC AGAG 
ACTCTTACTGTTGATCGAGTCATGGTTTCCGTTGGTTTCCGTCCACGCGTTGAGGGATTTGGTCTTGAA 
AACACTGGCGTTAAGCTCACCGAGCGTGGCGCAATCGAGATCGATGATTACATGCGTACCAACGTCGAT 
GGCATTTACGCCATCGGTGACGTGACCGCCAAGCTTCAGCTTGCTCACGTCGCAGAAGCACAGGGCATT 
GTTGCCGCAGAGACTATTGCTGGTGCAGAAACTCAGACTCTTGGTGATTACATGATGATGCCACGTGCA 
ACCTTCTGCAACCCACAGGTTTCTTCCTTTGGTTACACCGAAGAGCAGGCCAAGGAGAAGTGGCCAGAT 
CGTGAGATCAAGGTTGCTTCCTTCCCATTCTCTGCAAACGGTAAAGCAGTTGGCCTGGCAGAAACTGAT 
GGTTTCGCAAAGATCGTTGCTGATGCAGAATTCGGTGAGCTGCTCGGTGCACACCTGGTTGGAGCAAAT 
GCATCAGAGCTCATCAATGAATTGGTGCTTGCTCAGAACTGGGATCTCACCACTGAAGAGATCTCTCGT 
AGCGTCCATATTCACCCAACGCTATCTGAGGCAGTTAAGGAAGCTGCACACGGTATCTCTGGACACATG 
ATCAACTTC 

>RXS012 60 - 3' -Region 
TAGAATCCACCTCGTTGGCCCTG 



>RXS01261 - 5' -Region 

GTGGGTGTTTTTCATTTTCTTCCACTCTAAAATTAAGTATGGAAAACCAACCGCACCCGGATGCACGAC 
AAT G ACC C AC T AAAC AC GTATCCTT G AAT GC 

>RXS01261 - coding Region 

GTGACTGAACATTATGACGTAGTAGTACTCGGAGCCGGCCCCGGTGGCTATGTCTCCGCCATCCGTGCA 
GCGCAGCTTGGCAAGAAGGTTGCTGTAATTGAGAAGCAGTACTGGGGTGGTGTTTGCCTAAACGTGGGC 
TGCATTCCTTCCAAAGTCTCTGATCAAAAACGC 



Appendix A, Page 146 



Attorney Docket No.: BGI-126CP 



>RXS01261 - 3' -Region 
TGAAGTTGCCCATACCTTTACCC 

>RXS01758 - 5' -Region 

CCCCCTTATTCAGAGTGATGGTCTACCGGAGAAGTACCCAGACCAATAGCATCGACCAACGATAGCGCG 
C T CAGAAGT T CT T TAGTGAAAGCAGAAC C AA 

>RXS01758 - coding Region 

ATGCCCAAATACATTGCCATGCAGGTATCCGAATCCGGTGCACCGTTAGCCGCGAATCTCGTGCAACCT 
GCTCCGTTGAAATCGAGGGAAGTCCGCGTGGAAATCGCTGCTAGTGGTGTGTGCCATGCAGATATTGGC 
ACGGCAGCAGCATCGGGGAAGCACACTGTTTTTCCTGTTACCCCTGGTCATGAGATTGCAGGAACCATC 
GCGGAAATTGGTGAAAACGTATCTCGGTGGACGGTTGGTGATCGCGTTGCAATCGGTTGGTTTGGTGGC 
AATTGCGGTGACTGCGCTTTTTGTCGTGCAGGTGATCCTGTGCATTGCAGAGAGCGGAAGATTCCTGGC 
GTTTCTTATGCGGGTGGTTGGGCACAGAATATTGTTGTTCCAGCGGAGGCTCTTGCTGCGATTCCAGAT 
GGCATGGACTTTTACGAGCCCGCCCCGATGGGCTGCGCAGGTGTGACAACATTCAATGCGTTGCGAAAC 
CTGAAGCTGGATCCCGGTGCGGCTGTCGCGGTCTTTGGAATCGGCGGTTTAGTGCGCCTAGCTATTCAG 
TTTGCTGCGAAAATGGGTTATCGAACCATCACCATCGCCCGCGGTTTAGAGCGTGAGGAGCTAGCTAGG 
CAACTTGGCGCCAACCACTACATCGATAGCAATGATCTGCACCCTGGCCAGGCGTTATTTGAACTTGGC 
GGGGCTGACTTGATCTTGTCTACTGCGTCCACCACGGAGCCTCTTTCGGAGTTGTCTACCGGTCTTTCT 
ATTGGCGGGCAGCTAACCATTATCGGAGTTGATGGGGGAGATATCACCGTTTCGGCAGCCCAATTGATG 
AT G AAC C G T C AG AT CAT C AC AG G T C AC C T C AC T G G AAG T G C G AAT G AC AC G GAAC AG AC TAT G AAAT T T 
GCTCATCTCCATGGCGTGAAACCGCTTATTGAACGGATGCCTCTCGATCAAGCCAACGAGGCTATTGCA 
CGTATTTCAGCTGGTAAACCACGTTTCCGTATTGTCTTGGAGCCGAATTCA 

>RXS01758 - 3' -Region 
TAATGCCAACAGCAAGCCCAATT 



>RXS02574 - 5' -Region 

TGTGCTCCTTGCGGGCTGCGCAGAAGAGCCGGAACAGCAAAAAGCAATAAGCCGCTTATCGACGTCCCC 
CTCCACCCCTCCCGCACCGACCGCGGAGGAT 

>RXS02574 - coding Region 

TTGGCGCGCGCGCAAATCCCTGAACAGCAACGCGACCAAGTCGCGTCGCTGATGATGGTTGGAGTTGCG 
AATTATGATCAGGCATTGGATGCGCTCAATCAGGGGGTGGGTGGCATCTTTATTGGTTCCTGGACAGAT 
GAAAATCTGCTCACGGAACCTGGCCGTAATATTGAGGCGCTCCGCGAAGCCGTCGGCAGGGATTTCTCC 
GTCAGCATCGACTTCGAAGGCGGCCGCGTCCAGCGTGCCACCAATATTCTTGGTGATTTCCCCTCACCG 
CGCGTGATGGCGCAAACCATGACGCCGGAACAAG TAGAAGATCTCGCAGAAATCCTAGGCACTGGTTTA 
GCTGCACATGGTGTGACAGTTAACTTTGCACCTGTTGTAGATGTAGATGCTTGGGGTCTCCCCGTCGTT 
GGCGATCGTTCCTTTTCCAACGACCCAGCCGTAGCAGCTACTTATGCCACAGCTTTTGCAAAGGGCTTA 
AGCAAAGTAGGAAT TACCCCAGTATTCAAACATTTCCCAGGTCACGGTCGTGCAAGTGGCGATTCGCAC 
ACCCAAGATGTGGTGACCCCCGCACTTGATGAGCTTAAAACTTACGACCTCATCCCTTATGGTCAAGCA 
CTTTCTGAAACTGACGGAGCCGTCATGGTGGGCCACATGATTGTTCCAGGTCTTGGCACCGACGGAGTT 
CCATCCTCTATCGACCCCGCCACCTATCAACTGCTCCGCAGTGGCGATTACCCAGGTGGCGTGCCTTTC 
GATGGCGTGATCTACACCGACGATCTCTCTGGAATGAGTGCCATTTCCGCCACCCATTCACCCGCAGAA 
GCAGTGCTTGCCTCCCTCAAAGCAGGCGCAGACCAAGCACTATGGATCGACTATGGGTCGTTGGGCTCC 
GCGATTGATCGCGTTGATGCTGCCGTTAGCAGCGGTGAATACCCTCAAGAACAAATGCTGGCATCTGCG 
T T AAGAG T C C AAT T G C T C T AC AT C AC AC G T C T C G AAC AAAAG 

>RXS02574 - 3' -Region 
TGAAGTTACCAGTCCGTAACCCC 



>RXS02735 - 5' -Region 

GAGGAGCTTCGCCACATGGATCCAGATTTGGGCTACCAGCACGCACTATCCGGCTTGTCCAGCGTCAAG 
C T G GAAAC C GT C T AAGG AGAAAT AC AAC AC T 

>RXS02735 - coding Region 

ATGGTTGATGTAGTACGCGCACGCGATACTGAAGATTTGGTTGCACAGGCTGCCTCCAAATTCATTGAG 
GTTGTTGAAGCAGCAACTGCCAATAATGGCACCGCACAGGTAGTGCTCACCGGTGGTGGCGCCGGCATC 
AAGTTGCTGGAAAAGCTCAGCGTTGATGCGGCTGACCTTGCCTGGGATCGCATTCATGTGTTCTTCGGC 
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GATGAGCGCAATGTCCCTGTCAGTGATTCTGAGTCCAATGAGGGCCAGGCTCGTGAGGCACTGTTGTCC 
AAGGTTTCTATCCCTGAAGCCAACATTCACGGATATGGTCTCGGCGACGTAGATCTTGCAGAGGCAGCC 
CGCGCTTACGAAGCTGTGTTGGATGAATTCGCACCAAACGGCTTTGATCTTCACCTGCTCGGCATGGGT 
GGCGAAGGCCATATCAACTCCCTGTTCCCTCACACCGATGCAGTCAAGGAATCCTCCGCAAAGGTCATC 
GCGGTGTTTGATTCCCCTAAGCCTCCTTCAGAGCGTGCAACTCTAACCCTTCCTGCGGTTCACTCCGCA 
AAGCGCGTGTGGTTGCTGGTTTCTGGTGCGGAGAAGGCTGAGGCAGCTGCGGCGATCGTCAACGGTGAG 
CCTGCTGTTGAGTGGCCTGCTGCTGGAGCTACCGGATCTGAGGAAACGGTATTGTTCTTGGCTGATGAT 
GCTGCAGGAAATCTC 

>RXS02735 - 3' -Region 
TAAGCAGCGCCAGCTCTAACAAG 



>RXS03215 - coding Region 

ATCGATGTTGTCAGCGTCGTGGTGGCTAACTTCCTGCACCGCGAAATCGTGGAAGCACTTCTGGCATCC 

GGCAAGCATGTGCTGTGCGAGAAGCCACTGTCAGACACCATCGAAGATGCAGAAGCCATGATTGAGGCA 

GCCGGCCGTGCAGCAACAAATGGCACCATCGCCCGCATCGGACTGACCTACCGCCGTTCCCCAGGCGTG 

GCACACATCCGTGATCTCGTGCAGTCCGGCGAGCTTGGCAAGGTTCTACACGTCACCGGCCACTACTGG 

ACCGACTACGGATCCAATGCACAGGCACCAAT CAGCTGGCGTTACAAGGGGCCAAACGGCTCCGGCGCA 

CTGGCAGATGTGGGAAGCCACCTCACCTACCTGGCAGAATTCGTTGCAGGATCTGACTTCGCCGCCGTC 

CGTGGTGGCCAGTTGTCCACCGTGATCACCGAGCGCCCCT^AGCCACTCGGCGCGATTGTCGGCCACGAA 

GGCGGCGCAGTTTCCGATGAATACGAAGCAGTGGAAAATGATGACATTGCATCATTCTCCGGATCCTTC 

ATCGGTGGCGGAACCGCAACCCTCCAGGTCAGCCGCATTTCCCAGGGACACCCAAACACCCTAGGTTTT 

GAAGTGTTCTGTGAAAAGGGCTCCGTGCTCTTTGATTTCCGCAACTCAGGCGAATTCAAAATCTTCACC 

CCAGCAACCTCCGGTGACATCAGCCAAGAAGCCGGCTACCGCACCATCACCATCGGACCAAAGCACCCA 

TACTGGCGCGGCGGCCTTGCAATGGATGCACCAGGCGTGGGAATTGGCCAAAACGAAGGCTTCGTTTTC 

CAGGCGCGCGCATTCCTCGAAGAAATCGCAGGAATCTCCGAAGCTGAAAGCCTGCCACGCTGCGCAACT 

TTGGAAGAAGGGCTACACAATATGCAGCTCATTGATGCTGTATCACAGTCAGCTGCAGCAGGTGGCGAA 

ACCGTTGCGGTCCCAGCGGCTGCTCTGATCCCTGCAAACAAC 

RXS03215 - 3' -Region 

T AG AAAC TAT T CAGAAAG C AT C AC CAT GAA 



>RXS03224 - 5' -Region 

ACGATTGTGCTGTCGTTTGCGTTGGTGAATAGTTCTGGACCGGGTATTTTGCGGCGCACATGGAACTCA 
TTGAACGCCGCGCCCGGCTAAGGTGGGAGGC 

>RXS03224 - coding Region 

ATGAGTTTTGCTGAACATGCGATCATCTGGCACGTCTACCCCCTGGGCGCTTTGGGTGCTCCCATCCGG 
CCTGAAGCCCCCGCACCTGTCACACATCGGCTCCCCAATCTAATTGGGTGGCTGGATTATGTTGTCGAA 
CTAGGCTGCAACGCCCTCATGCTGGGACCGGTATTCGAGTCCGTCAGCCACGGCTACGACACCCTCGAT 
TTCTACCGCATCGACCCGCGCCTCGGCACCGAGGAAGACATGGACGCGCTGCTGGAGGCTGCGAATCAG 
CGGGGCATTGGAGTGCTTTTCGACGGCGTCTTCAAT CATGTTTCCAGTTCCTCTAAATATCTCGACCTG 
ACCACCGGGGCGTCATTTGAAGGCCACGACATCCTGGCGGAACTCGACCACACGAATCCCGCCGTAGTG 
GATCTGGTTGTCGATGTCATGAACCACTGGCTCGACCGCGGAATCGCAGGCTGGCGACTCGACGCTGTC 
TACGCCATCGCCCCTGAATTTTGGGAAAAAGTCCTGCCAGAAGTGCGACGAAAACACCCACACGCATGG 
ATCGTGGGGGAGATGATCCATGGAGATTACTCCGACTACGTGAAAAGCTCCGGCATTGATTCCGTTACC 
GAATACGAACTGTGGAAAGCCATTTGGAGCAGCATCAAAGAGCGCAATTTCTTTGAACTCGAATGGACT 
TTGAGTCGCCACAATGAATTCCTCGATACTTTCGTACCGCAGACATTCATTGGTAACCATGACGTCACC 
CGCATTGCCACCCGAATCGGTCAATCAAATGCGATCCTGGCCGCAGCGATCCTCTTCACGGTCGGAGGA 
ACCCCAAGCATTTACTACGGCGAT GAGCAGGGCTTTACGGGATTGAAAGAGGATAACGTTTTCGGTGAC 
GATGCCATTAGGCCACCTCTTCCTGCCGAGTTTTCTCCACTGGGCACCTGGATTGAAAACATTTATAAG 
GCTCTGATCGCGCTGCGCAGGCAACACCCGTGGTTGTATCAGGCGCACACCGAAGTCCTTGAGATTGCT 
AATGAAGCGATGACCTATAAGTCCGTCGGTCTTGGAGGTGAAGAGCTGACAGTGCATCTTGATTTGGAA 
GAGGTGTCTGTTCGGATCCTTGATGGCGAGAAGGTGCTGTTTCAGTACAGCGCT 

>RXS03224 - 3' -Region 
TAGTTGTCGGTTCAAGGGTAGGGGAACAAA 

>RXC00233 - 5' -Region 
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CGCCTCCAGCAGTTGAGGGAGAAGTTCCAACACTTGCACCAACTGAGGAAGCAACTGTGCAATAGCGCT 
T T AG AC ACAGAC T C AT G AC AGAAT AGAAGAC 

>RXC00233 - coding Region 

ATGAGTGTGAATGAAGCAGATCTGAACGCTGTCGAAGAGCAATTGGGAAGGGCCCCACGAGGTGTCCTC 
GATATTTCTTACCGCAGCCCTGATGGAGTACCCGGTGTGGTGATGACCGCACCAAAACTGGATGACGGA 
ACCCCATTCCCAACCCTGTACTACTTGACAGATCCACGCCTGACCACCGAGGCATCCCGCCTCGAGGTC 
GCATTGGTAATGAAGTGGATGACTGATCGCCTTTCCACCGACGAAGAGCTTCGTGCCGACTACCAGCGC 
GCCCACGAGCACTTCCTGGCAAAGCGCAACGCAATTGAAGATCTCGGCACGGATTTTTCCGGCGGTGGC 
ATGCCTGACCGAGTGAAGTGCCTTCACGTCCTCATTGACTATGCACTGGCAGAAGGCCCACACCATTTC 
CTT 

>RXC00236 - 5' -Region 

AATGCGAGAGTTCTAAAACGAGCCGGTAACATCGACCCCCATGAGTTCAGGGGTTAGAAAAGCAATGGG 
ATTTGGATGCGGTTCGGTTTTGGCCGTCATC 

>RXC00236 - coding Region 

ATGGTGATCTCATTTGTTGGATGGGCGCTCAGCTTCATGGATGGAACGGCACCTATTCGCCAACTCCAG 
CAAATCCCTGAAGATGTTCCGCCGGCGCGTGGTGTAGAAGTTCCGCAAATTGATACAGAGGCAGATGGA 
CGCACATCCAACCATTTGCGTTTTTGGGCGGAACCAATTGCTCAAGATACTGGTGTGTCCGCTCAAGCG 
ATTGCGGCTTATGGAAACGCAGAGCTCATCGCGAGTACTGCGTGGCCTGGCTGCAATCTGGGGTGGAAT 
ACCTTGGCAGGTATCGGCCAGGTGGAAACCCGTCACGGTACCTACAACGGCAAAATGTTCGGGGGCAGT 
TCCCTGGATGAAAATGGAGTTGCAACCCCTCCAATCATCGGCGTTCCACTTGATGGTTCACCGGGGTTT 
GCGGAAATTCCCGACACTGATGGTGGGGAATTAGATGGCGATACTGAATATGATCGCGCGGTAGGTCCC 
ATGCAGTTCATTCCGGAAACGTGGCGACTTATGGGATTGGATGCAAACGGTGATGGGGTAGCGGACCCC 
AACCAAATTGATGACGCAGCATTGAGTGCCGCAAACCTGTTGTGTTCCAACGATCGTGACTTGTCCACT 
CCTGAAGGATGGACCGCAGCTGTTCATTCTTACAACATGTCTAATCAGTATTTGATGGACGTTCGAGAT 
GCTGCCGCGTCCTACGCTTTACGACAGCCGGCGATC 

>RXC00236 - 3' -Region 
TAAAACTTAACAAGCGCAACCCC 

>RXC00271 - 5' -Region 

TAGTTTAAATCATGAGACATTTCACATATGGTTCTTTATCCGAGACATGTGTTGACGCTGTCTGCCCCT 
T T T T G AAAAT AACAC T T T AAGG AG AT G TGCC 

>RXC00271 - coding Region 

ATGTTTTCTTCCCGTTCGAAGGTACTCGCAAGCATCTTTACTGTTGGCGCCTTGGCGTTGGCTTCGTGC 
TCAAGCGATTCCAGTGACAGCTCCACCTCCACTGATGCTGCAGGTGGCGACTCTTACCGAGTTGGCATC 
AACCAGCTTGTTCAGCACCCTGCACTTGATGCAGCGAC CACTGGTTTCAAGGAAGCTTTTGAAGAGGCA 
GGCGTTGACGTCACCTTTGATGAGCAAAACGCTAACGGCGAGCAGGGCACTGCACTGACTATTTCTCAG 
CAGTTCGCTTCTGACAATTTGGATCTCGTGTTGGCTGTTGCAACTCCAGCAGCACAGGCAACTGCGCAG 
AATATCACTGATATCCCAGTCCTGTTCACCGCAGTTACCGATGCAGTGTCGGCAGAGCTGGTGGATTCT 
AATGAAGCACCTGGCGGAAACGTCACCGGTACTTCTGATATCGCACCGATTGAGCAGCAGTTGGAGCTT 
TTGCAGCAGCTGGTTCCTGACGCAAAGTCCATCGGCATCGTCTACGCGTCTGGTGAGGTCAACTCTCAG 
GTGCAGGTCGATGAGGTCACCAAGGCTGCTGAGCCACTGGGGCTGTCCGTT7\ATACTCAGACTGTCACT 
ACCGTGAACGAGATTCAGCAGGCTGTTGAAGCTCTCGGCGATGTTGATGTCATCTACGTTCCAACTGAC 
AACATGGTTGTTTCCGGTATTTCTTCTCTGGTTCAGGTTGCTGAGCAGAAGCAGATCCCTGTGATCGGC 
GCTGAGTCCGGCACTGTTGAGGGTGGCGCACTGGCAACCCTGGGTATCGATTACACCGAGCTTGGCCGC 
CAGACTGGTGAGATGGCTCTGCGTATTCTGCAGGACGGCGAAGACCCAGCAACCATGCCTGTGGAGACT 
G C AAC T GAG T T C AC C T AC G T GAT C AAC G AAG AT G C AG C AG AG C G C C AG GG C G T GG AG AT C C C T C AAG AG 
ATTTTGGATAAGGCCGAACGCGTA 

>RXC00271 - 3' -Region 
TGATCGGCGCTTTTGAGTTCGGA 

>RXC00338 - 5' -Region 

TCTTAGAAGGCGTAGTCACACCAT TAACCTTGCCAGAATTTTTCAAGGCTTGGCTAGACTTGGGAAACG 
AACATGCGGTACCAACCAGGGGAGTTAATGC 

>RXC00338 - coding Region 
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GTGAGTGATGTAACCGTTGGCGATATTCGCCGCATTTTGGATGAGGCTTATCCGCCGGCGTTGGCGGAA 
AGCTGGGACAAAGTGGGGCTGATCTGCGGTGATCCAACAGAGTCGGTGAAGCGTGTCGGTTTAGCACTC 
GATTGCACCCAGGCAGTGGCCGACAAGGCTGTGGACATGGGTTTGGACATGCTGATCATTCACCACCCA 
TTGCTGCTGCGTGGGGTGACGTCTGTTGCTGCGGATGAGCCAAAAGGCAAGGTCATTCACACCCT7\ATT 
CGCGGCGGGGTGGCACTGTTTTCCGCGCACACTAATGCGGATTCCGCGCGCCCAGGTGTC7\ACGATAAA 
CTCGCCGAGCTCGTCGGCATCACGGCCGGGCGACCCATCGCGACACGGCTTTTAGGCGGCATGGACAAA 
TGGGGCGTGCACGTTCTGCCCAAGGATGCAGCGTACCTAAAGAAGATGCTTTTCGACGCAGGTGCCGGT 
GCGATCGGCGACTACCGAGAGTGTGCCTTTGAGATCGAAGGAACCGGGCAGTTTAGGCCCGTGGAGGGG 
GCGAATCCGGCAGAGGGGGACGTCGATAAGCTTTTTAAATCCCTTGAGCTGCGCATCGAGTTTGTTGCA 
CCGCGCAACCTGCGCGCCCGGCTCACGTCGGTGCTGCGGGAGGCTCATCCGTATGAGGAGCCTGCCTTC 
GATATTGTTGAAATGCACAGCGCTGAGAGTTTAGAAAATGCGACCGGATTGGGTCGTGTGGGTGAATTG 
CCGGAGCCGATGCGCCTCGCGGATTTCGTGCAACAAGTGGCCAACAACCTGCCTGTCACCGAATGGGGC 
GTGCGCGCTACCGGCGATCCTGAACAAATGGTGTCCCGTGTGGCGGTTTCATCAGGGTCGGGTGACAGT 
TTCTTAAACGATGTGATTAAGCTCGGAGTGGACGTTTATGTCACTTCTGATCTGCGCCACCATCCAGTT 
GATGAATATCTCCGAGAAGGTGGCCCTGCAGTAATCGATACTGCACACTGGGCCAGCGAATTTCCATGG 
ACTTCCCAAGCCCAAGAAATTTTGCAGGACAAAGCCCCACAGGTTGAAGTTGATGTGATTTCGATCCGC 
ACAGACCCCTGGACCATGTCTGCGCGAGCAGTGAAC 

>RXC00338 - 3' -Region 
TAAAT T C T T G AGAAC T AAAAAAG 

>RXC00362 - 5' -Region 

CACTTTTTGGGTGAAAATTCCACGAAGTTAATGCCGCTTTAAGTCAATTC7VATCACATGTAACATGCTA 
CGGTTTTTTCGGTCACTTAAAGGAGGCGCTT 

>RXC00362 - coding Region 

ATGGGAAT CATTGCTCTGCTCGTTTTTATCGCAATTGCCGTGATATTGAATGTGTTTTTGAAACGAGAT 
ATTTCAGAAGCATTGCTAGTTGGATTAGTAGGAACTGCGCTTGTCGGCGGTGTAAATGCACCGACATTA 
CTGATTGATGCTGTAGTGGATGCTGCTCAGTCGGAAGTTACTTTCGCAGGTATGGCCTTTGTTTTCATG 
GGCATCGTTGTGCAATCAACTGGATTGATTGATCGATTAATCGCAATCCTTAACTCGATTTTTGGTCGG 
CTTCGAGGTGGCGCAGGTTATGTTTCCACTCTTGGATCTGCGCTCATTGGACTCATCGCTGGATCAACG 
GCTGGAAACTCCGCGACGGTTGGCTCAGTGACGATCCCTTGGATGAAAAAGACGGGATGGACTGCTGAA 
AGGTCCGCAACGTTAGTCGCGGGCAACTCTGGCCTTGGTGTTGCGTTGCCTCCCAATTCAACAATGTTC 
ATCATTTTGGCATTGCCAGCTGCAGCAGCTTCTTCGGCCTCTCAGGTGTACATTGCTTTGGCTTGTGGT 
GGTGCGTATGCAGTGCTCTACCGCTTAGCGGTCGTCTTTTACTGGACACGTAAAGATAAAATTCCTGCC 
ACCCCTGATGATCAACGGGTGTCATTCGGTGAGGCAATGAAGACTGGATGGCGTTCACCGTTGATCTTC 
CTTGGAATTTTGATCCCCGTAATCCTCACAATCGGCCCATTGTCTGAATGGTTAAAGACACATGGAGTT 
GGGGAGTCTGGTGTTAAATCGATGTCGATCATCGTGTGGGTGCCAATTCTGATTACGGCAATTGCTCTG 
AT T G AAG G G C GT AAAC GAAT T G C T AAC AAC AT GG CAC AC T T T AGG G T T C AGAT C T C CAAG G AC T T G C C A 
CAATTTGCCACCGTAGGAATTTCGTTGTTTTCTGCGCTTGCAGCAGCGAACATCATGGAAGAACTGGGT 
GTTGGCCCGCAGTTGTCTAACTGGCTTGATTCCATGGACCTACCTAAGTCTGTCATGGTGATCATTGTC 
TGCATCATGTGCATTGTGGTGGCAACGCCACTGTCGTCAACAGCAACCGCGGCTGCGATTGGTGCTCCC 
GCTGTCGCTGCGTTGGCTGCGGTAGGTATTGATCCAACTGTGGCGATCGTAGTGATCTTGCTGTGCACT 
TCCACTGAAGGTGCATCCCCGCCGGTGGGCGCGCCGATTTACCTTTCTGCTGCGATCGCCGATGCAAAC 
CCAACGAAAATGTTCGTACCACTGATTACGTACTTTGTTGTCCCCATGATTCTGCTTGCTTGGCTAGTT 
GGAATGGGATTCTTACCAGTGATTGTTCCTACGGGT 

>RXC00362 - 3' -Region 
TAAAGGGGTAAAAATGAACTCAA 

>RXC00412 - 5' -Region 

CTTTTGACGAACACCACGTCGCGTACGCTTCCTCGGGGCGTTAAACTATTTGTCTTCCAGCTTTTGTCC 
CCCGACTTTTGTACGAATCGAGGACACCGTC 

>RXC00412 - coding Region 

GTGTCACACACCGCGTCCACACCGACGCCAGAGGAATACTCCGCGCAGCAACCCAGCACCCAGGGCACT 
CGCGTTGAGTTCCGCGGCATAACCAAAGTCTTTAGCAACAATAAATCTGCTAAAACCACCGCGCTTGAT 
AATGTCACTCTCACCGTAGAACCCGGTGAGGTAATCGGCATCATCGGTTACTCTGGCGCCGGCAAGTCC 
ACTCTTGTCCGCCTCATCAATGGCCTTGACTCCCCCACGAGCGGTTCGTTGCTGCTCAACGGCACCGAC 
ATCGTCGGAATGCCCGAGTCTAAGCTGCGTAAACTGCGCAGTAATATCGGCAT GATTTTCCAGCAGTTC 
AACCTGTTCCAGTCGCGTACTGCGGCTGGAAATGTGGAGTACCCGCTGGAAGTTGCCAAGATGGACAAG 
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GCAGCTCGTAAAGCTCGCGTGCAAGAAATGCTCGAGTTCGTCGGCCTGGGCGACAAAGGCAAAAACTAC 
CCCGAGCAGCTGTCGGGCGGCCAGAAGCAGCGCGTCGGCATTGCCCGTGCACTGGCCACCAATCCAACG 
CTTTTGCTTGCCGACGAAGCCACCTCCGCTTTGGACCCAGAAACCACCCATGAAGTTCTGGAGCTGCTG 
CGCAAGGTAAACCGCGAACTGGGCATCACCATCGTTGTGATCACCCACGAAATGGAAGTTGTGCGTTCC 
ATCGCAGACAAGGTTGCTGTGATGGAATCCGGCAAAGTTGTGGAATACGGCAGCGTCTACGAGGTGTTC 
TCCAATCCACAAACACAGGTTGCTCAAAAGTTCGTGGCCACCGCGCTGCGTAACACCCCAGACCAAGTG 
GAATCGGAAGATCTGCTTAGCCAT GAGGGACGTCTGTTCACCATTGATCTGACTGAAACGTCCGGCTTC 
TTTGCAGCAACCGCTCGTGCTGCCGAACAAGGTGCTTTTGTCAACATCGTTCACGGTGGCGTGACCACC 
TTGCAACGCCAATCATTTGGCAAAATGACTGTTCGACTCACCGGCAACACCGCTGCGATTGAAGAGTTC 
TAT CAAAC CTT G AC CAAGAC C AC GAC C AT CAAG GAGAT CACCCGA 

>RXC00412 - 3' -Region 
T G AAC GAGAT G AT C C T C G C AG C T 

>RXC00526 - 5' -Region 

GGTGGAGCAGGCGGCGGCTCCTTTTAGTCCTGCGGCCCCTTTTGACCCTGCAGCCCCTGCCGTTTCTGC 
CAAGCAAACCGTGGGCCAGGTGATTTAGCCT 

>RXC0052 6 - coding Region 

ATGAGCCTCATCGAAATGCGAAATATTGTCAAGACCTACAACATTGGATCTGAAGGTGAACTCACCGTG 
TTGCACGGTGTGGATTTCCATGTGGACCGTGGCGAATTCGTGTCGGTTGTGGGTACGTCCGGCTCAGGT 
AAATCAACGATGATGAACATCATTGGGTTGTTGGATAAGCCAACTGATGGCACGTACACCTTGGATGGC 
GTGGATGTGTTGGATATCAGCGATGATGCTTTGGCGAGCCACCGCGCTAAATCGATTGGTTTTGTGTTT 
CAGAACTTCAATCTGATTGGCCGGATCGATGCGTTGAAGAATGTGGAAATGCCCATGATGTATGCGGGC 
ATTCCGGCTAAGCAGCGGAGAAGTCGTGCGGTTGAATTATTGGAAATGGTCGGGATGGGTGAGCGTCTC 
AACCATGAGCCCAATGAGCTTTCGGGTGGTCAGAAGCAGCGCGTGGCCATTGCTCGCGCGTTGGCGAAC 
GATCCTGAGATCATTCTTGCTGATGAACCAACTGGTGCGTTGGATTCTGCAACGGGCCGGATGGTGATG 
GATATTTTCCACCAGCTCAACAAGGAGCAGGGCAAAACCATCGTGTTTATTACTCACAACCCTGAGCTT 
GCTGATGAATCTGATCGGGTGGTCACCATGGTTGACGGGCGCATCATTGGGTCTGAGGTGAAACACTCA 

>RXC00526 - 3' -Region 
TGAGCCTTGCAGAATCAATTCTT 

>RXC01004 - 5' -Region 

CCGGACGCTGGATCGCACGAGTAACGGTCATGGAAGATCGACGCATCGACAAAGCCGTTCTCACCCCCA 
TCACCCATGAAGAAGCAAAGGAGTACGAAAA 

>RXC01004 - coding Region 

GTGAGTATTTGGGCAACTGTCCTTCTAATTATCGTCCTTCTTTCCGCCAACGCCTTCTTCGTGGCCGCG 
GAGTTCGCACTGATTTCCTCGCGCCGGGACCGCCTGGATTCCCTGGTATCCCAGGGTAAAAAGGGAGCT 
GAAAAGGTTCTCTACGCAACCGAGCACCTCTCCATCATGTTGGCGGGCGCTCAGTTCGGTATTACGGTC 
TGTTCTCTGATTCTGGGTAAAGTCGCAGAACCTGCGATCGCCCACTTCATTGAGGTGCCTTTCACCTCC 
TGGGGTGTTCCAAATGATTTGATCCACCCAATTTCCTTCGTCATCGCACTGGCGATCATCACCTGGTTG 
CACATTCTCTTTGGTGAAATGGTGCCAAAGAACATCGCTATTGCTGGCCCTGAAACCTTAGGCATGTGG 
CTTGCTCCAGTGCTCATTGCGTTTGTGAAGAT TACCCGCCCGTTGATCGAGTTCATGAACTGGATCGCC 
CGTCTGACCCTTCGCGCCTTTGGTGTGGAGCAAAAAAACGAGCTGGATTCCACCGTGGACCCAGAGCAG 
CTGGCATCAATGATTTCCGAGTCCCGTTCCGAAGGCCTCCTTGATGCTGAAGAGCACGCCCGCCTGTCC 
AAGGCGCTGCGCTCTGAGCAGCGTTCCATCAAGGAACTGGTGATTAAGGATGAGGACGTGCGCACGCTG 
GCGTTCGGTAAATCTGGCCCGACCTTGCACCAGTTGGAGGAAGCAGTCCGCGAGACCGGTTTCTCCCGC 
TTCCCTGTCACCGGCCGCGATGGATCCTACTTGGGTTATATCCACATCAAGGATATTTTGCCTCGTCTG 
GCTGATCCTGAGATGGATCCCTCCGAGACCATTCCGCGTTCTGCACTGCGCCCTTTGAGCAATGTGGAT 
GCCGACGGCCTCATGGATGACGTCTTGGATTTTATGCACTACCGCTCCGCGCACATGGCTCAGGTTCGC 
CTCAAAGGTGAGCTTCTCGGCGTGATTACGCTGGAGGATCTCATCGAAGAATACGTGGGCACCGTCAAC 
GATTGGACTCACGAAAGCTCCGACGAC 

>RXC01004 - 3' -Region 
T AG AAAT AGT AAC T G T G T T G GAC 

>RXC01017 - 5' -Region 

GAAATTTGAGGGGGCGCTACCCTTAGAAGGTGCGCAAT GACACCACGATAGTTCGCGCCTAGTGTGGAT 
TGCTAGAAAACTTTAAGAAAGAGGAAATAAT 
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>RXC01017 - coding Region 

ATGGCTCAAAAAGTAACCTTCTGGTTCGATACCACCTGCCCATTCTGCTGGGTCACCTCCCGCTGGATT 
AAGGAAGTCGAACAAGTCCGCGATATTGAAATCCAGTGGGTTCCAATGAGCCTCGCTGTCCTAAACGAA 
GGCCGTGATCTCCCAGAGGATTACAAGGAGCGCATGAAGGCTGCATGGGGACCAGCACGCGTTTTCGCA 
GCTGTCGCCACCGACCATGCTGACAAGCTCGGCGACCTGTACACCGCAATGGGTACCCGCATCCACAAC 
GACGGTCGCGGACCAATCG7VAGGTTCCTTCAATGATGTCATCGCAGAGGCACTTGAAGAGGTCGGCCTA 
GACGCTGCACTTGGTGAAGTTGCAGACACCACCGAATGGGACGACGCACTTCGCGCATTCCACCAGACC 
GCAATGGACGAGGTCGGCAACGATGTCGGAACCCCAGTGGTCAAGCTCGGCGACACCGCTTTCTTCGGC 
CCAGTGCTCACCCGCATCCCACGCGGCGAGGAAGCAGGAGAGATCTTCGACGCTTCCTTCAAGCTCGCA 
AGCTATCCCCACTTCTTTGAAATCAAGCGCAGCCGCACTGAGAACCCACAGTTCGAC 

>RXC01017 - 3' -Region 
TAATTAACGCTGTCTCTGCTTAT 



>RXC01021 - 5' -Region 

CGAGAGGCTTTTTTGGCTCTAAGCCTTTTAGTCGTGCGAACGAAATCTTAAGCAGCCTCGGTGCCACCG 
AGATCGATTGGTCGCTGTAAGGTATCTGATT 

>RXC01021 - coding Region 

ATGTCCAGTTCCGAAAGCTCGCGTTCCGAAGGCTCGCAGCCAGCACCGTCTGTACAGCCTGAACGCCGT 
GCTGATTCAACGGGGGCTCCTGCGGCAGCTTCCAAGGAAGCTTCCCAACAAATGGACGCTGCCGGAGTT 
CTTGAGTGGGCCAGGACCGCTGTCGAGCAGCTTTCTGAACGTCGTGCAGAGATCAATGCACTGAATGTC 
TTTCCTGTTC C AGAT G C AG AC AC T G GAT CAAAC AT G AC C T AC AC CAT GAC AG CTGCGTTG GAT GAAG C G 
CTGAAACTGGGGGAGTTGGGTGATGTCGCAAGGATTACTGAGGCTTTGGCTGTTGGTTCTGTGCGTGGA 
GCCCGAGGAAATTCTGGAGTAGTCCTTAGTCAGGTCCTTCGCGCTATTGCTCAGGCAGCTGCTGACGGG 
GTTATTGATGGCCACACAATCCAAGAAGCGCTATCCATTGCTCGCTCCCTAGTTGATCGCGCAATTACA 
GATCCTGTGGAGGGCACTGTTGTCACTGTGTTGCGTTCT 

>RXC01212 - 5' -Region 

TTTAGAAGCCACATGACATATGTCATGAAAATTATGTGCAAAGTGCAGTAATACTCCTGACATATGGCT 
C T AC C AG C G C CAAT G C GAAG TAGGAAGAAT T 

>RXC01212 - coding Region 

ATGCCTATGACAACGACACCAGCAATCGACGTAACAGACCTCGTGAGAACCTACGGCGACTACACCGCA 
GTCAAGGGCCTGAATTTCCATGTACAGCGCGGTGAAGTATTTGGTCTGCTCGGCACCAACGGGGCCGGC 
AAAACCTCCACCTTGGAAGTCATCGAAGGACTTTCCGCACCCAGCTCCGGCACCGTGCGCATCTCCGGG 
CTTGACCCCGTTGCCGACCGCGCGATCCTGCGCCCCGAGCTCGGCATCATGCTGCAATCAGGCGGCCTG 
CCATCACAGCTCACCGTCGCCGAAACCATGGACATGTGGCACGGCACCTGCACGTATCCGCGCGCCATT 
AAAGATGTGCTTGCCGACGTCGACCTCCTACACCGCGAAAACGTCAAGGTCGGCGCGCTTTCCGGAGGC 
GAACAACGACGCCTTGATTTGGCCTGCGCACTGCTTGGCGACCCCTCAATTTTGTTCCTCGACGAACCC 
ACCACCGGCCTCGACCCAGAATCTAGGCGCCACACCTGGCAACTCCTGCTGGACCTGAAACAGCGCGGC 
GTCACCAT GATGCTGACCACCCACTACCTGGAGGAAGCCGAATTCCTCTGCGACCGGATTGCCATCATG 
AACGCCGGTGAGATCGCAGTGGAAGGCACCTTGGATGAACTGGTGGCCCGCGAGAAGTCGATCATCAGT 
TTCGTGCTGCGTGGCGGGCAGGTGGAGTTGCCGGTCTTGAGTGGGGCTGAAATCATCCGCGACAACAAC 
CACGTCCGCATCGCCACCACCACCCTGCAGCAGCACACCTTAGAAATACTTACCTGGGCTGCAGAGACC 
GGGATCGCGCTGGAAGGCTTCGCTGCAAAACCCGCCACCTTGGAATCCGTATTCATGGACATCGCCTCA 
CTCGAGAACACCTCGCTGCAAACCGCC 

>RXC01212 - 3' -Region 
TAGAATC T T T AAGGAGAC C ACAA 

>RXC01306 - 5' -Region 

TGTTTTAGAGGTAGAGCGAAACGTGCCTGTAAAACTGGCGCTCGCTGTGCTCGAAGACCACCCAGACAA 
TCACCCCGCTCCGAAGGAGAATCGCTAAGCC 

>RXC01306 - coding Region 

ATGACTGAATGGTATGTCGTTTTACCCGCCACTATTCTACTCATCGCGCTGTCTGCGTTTTTCGTCATC 
ATTGAGTTCGCTTTGCTTGCAGCTAGGCGGAACCGGTTAGAGGAGACTGTGGAAACCTCGCGGTCTTCC 
CGCGCTGCGTTGCGAAGCCTCAAT GAACTTACTCTCATGCTCGCGGGCGCGCAGTTGGGAATCACCATG 
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GTGACTTTCGCGTTGGGTGCTATCACGAAGCCGTGGGTTCATTATGCTTTGATGCCGCTCTTCGAATGG 

GCGCGTATACCGCTGGTTATGGCAGATGTCATTGCGTTTATTTTGTCGCTGTTTATCGTAACGTTTCTG 

CACTTGGTCATCGGCGAAATGGCTCCGAAATCCTGGGCAATCGCGCATCCGGAGACGGCACTTCG7\ACT 

ATCGCGATTCCCGCACGGGGCTTCATTAACCTGTTTCGTCCATTGCTGCAGTGGATCAACAAAATGGCG 

AACGATTTGGTCCGCAAAGTTGGTGAAACTCCCGTTGATCGAGCTGCAGCTGGTGGCTATGACACCGAT 

ACCCTCCATGCCCTCATTGAGCATTCCCGAGAAACTGGCGCTCTGGATCAGC7VATCCGCCGCCCAAATC 

AGCGGAATTATCAAGCTGGATAAAATCACGGTCGGTCAAACCCTGACCGCATCTCCATTTACGCACAGC 

GCCAGCGCCACGGTTGCTGAGGTGCAAGCCGCAGCTCAGCGCAGTGGCAGCTTGCGTGTGCTTATCGAC 

GCCCCCTCCCACCTTTTCCCACACGTCATTCATGTGCGAGACACCCTTGGTGCCTCGCCAGACGAGAAG 

GCTTCGAAGTGGTCTCGCCCAATCCTCACCGTTGCTGAGACCGACACGTTACACCAAGCGCTGGAATAC 

ATGCGGGAGCATAACGAGCAGATCAGTGCGGTGCTTTCCGCTGATGGGAAAACGGTGCTTGGTGTAATA 

ACTTGGGATCACATCTTGAAATACCTGTGGCCTGCATCGGTG 

RXC01306 - 3' -Region 

TAGCTAATTTGAGGTGCGCTGAA 

>RXC01366 - 5' -Region 

ATGCATGAAAACAAATTCTATGTGTGTTGAGCTGCCAAAAGGGGTTGGCGCGCCGATGAT GACTGTCCA 
AACCTAAACCAAAGGTCTAAACTTTGGCTTC 

>RXC01366 - coding Region 

GTGAGTCAGTTTCGTCGTTGTTCCCGCCCTGGTTGTGGCAAGCCTGCCGTCGCAACCCTCACCTACGCA 
TATTCGGATTCCACTGCGGTGGTTGGTCCTTTGGCGCCTGCAGCAGAGCCCCATAGTTGGGATCTGTGT 
GAGCATCATGCCGAGCGTATTACTGCGCCCCTTGGTTGGGAGATGCTGCGGGTGAACGACATCAAAGTC 
GATGACGATGAGGATCTGACGGCTCTTGCTCAGGCTGTTCGTGAGGCTGGACGCACTGTGAGTGGTCTG 
GTTCCTGAAGACGAAGTGGGCGGCAACCATCCGGTGAACCGGAGTGCGCGGATCGCGGAACAGAAGGTT 
CACCGCAGGGGTCATCTCTATGTTGTGCCTGATCAGGACGAATCA 

>RXC01366 - 3' -Region 
TAAGGTTTGCTATTCGGATTGGA 

>RXC01372 - coding Region 

CAGGACACCTTCGTCCTTCCCACCTTGCCCACGGCCGCAGGCTTGTCGCCTGCCCGCATCGTGGCGTCG 
ATAAGCACTCTTTTAGATCTTTTAGAAGCAGACCCCAGCATTATTTCCGACCGCTTGGAACACCTCGCC 
GACTGCATTGATGAGGAAGTGGAATCGCTATCGCCGGAACGTGACGAACTAGTCAATCCCGGCCGAAAA 
CTGCGCGCATACGTAGATCACGCACGGATCGTGCATACCGGCCGAACTGATGTGGGACTCGCGATTGCC 
AACGTTATCGCCCCAATCTGGACCCGACGAGGCCTGGTATCAGCCGTGCTGGATTTTCCCGAGCTCATG 
GAATCATTGCCGGAACTCCGCGGACCCGAGCCAATTACCGACGATATATTCCATGACCCATTCATAGAT 
GACGAACCCGGGGTGGTACCGTTTAGGGCTGTTGTCTGGGCCGAAGAGGAACCCGGAATCCCCGATGCC 
ATGGCGCAAAGCTGCGACGGACCTAGCAAAGGGGCGCTGACACAAGCACTGCGTTTGCTGGTGCGCGGA 
C AG T C AG C C ACG ACC TATTC CAT T GAAGAAAAG G AC T T G 

>RXC01372 - 3' -Region 
TAAATGGAGCTATTGGAAGGCTC 

>RXC01659 - 5' -Region 

TTGATGCGCGCCGCGGTGAGCAGCCTGCCGATCCAGAGCGTGAAGAATCTGATGATTTAGTCGAGATTG 
ATACCGTCTCTGGATTCCGCCTGCTCAGTAC 

>RXC01659 - coding Region 

GTGGCGGGGGTTGCGCAGCGTTTTGTCGACGAGCGCATTCACGTCGGTTTGGATTCCATGCCAGAAGCT 
GTGACTGCTGTGTGGATGGAATCTGATTGGGTGTTGGCGGAAACCATCAAGGGTTCCACGCCTTCCGAT 
TGGGAAGAGATTTTGCGGCCGTTGGCGCTGCTCACGGACGCGTCTTTCACGTTGCCACCTCGTTCCACG 
CGTGCGCAAACCTTGGATTTGAAGCATTTGGAACCAAGCCGTCTGAAGCCGGAGCAGCCAGA7^AAGCCA 
GCGTTTACTCCCAATGCTTCGGAAGAAGATTTGTCTCAGCCGTTGGTGATCCGCCCCGAGGAGCCGTTG 
CAGATGCCGGTTCGCGGTGTGCAGGAAAGCCGCGGAGTGGTCGAGCCACGGTCATTGGGTGCGGATGAT 
GTGGAGTCGATTGCGGAGGGCGATCCAGAGCGTCCGAGCGATCTTTATGGCACGCGTGTGCTGCGTGAT 
C T C AAT G G T C AGT C C AG TAT T T T C C AAG AT T C C AC C G AC G C G GAT GAG C C AC C AAAAAAG T G G 

>RXC01659 - 3' -Region 
TAGAAAACTGGTGTTTTTCGGCC 
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>RXC01663 - 5' -Region 

TATTTTGCTGGTTGGTCACAGTGGAGCGCTAACCCCGAGAATCCTATCGAGGCCTAAAATCGTGGCTTG 
AGTACGCACTGCCAGTAAGGTGTGTGATGTG 

>RXC01663 - coding Region 

ATGGAAATT^GTGTCTTGATCATCGCCGCACTGATCTTGGTGGCAGGCATCGTACTGTGGCGCGCGGAC 
TCGTCTAAACAGGCAGCTAAAAAGGCTGAATCACCTGTGGGCTCAGTCGCACCTGCGCCCGTGCTGGTT 
GAAGAAGAGCCGGACCCTGAGTTTGAGCCAGAACTGGACCCTGAACCAGAAGCGCAACCAGAACCAGAG 
CTGGAAGTTGCGCCTAGATTTGCGCCAGAACCAGTTCAAGATCTTGAGCCGGAT CAGGCTGAGGACATT 
TATTTTGAT GATTCCCCTGAACTCGATGCTGATGTTGAAAATGCCTTGGCTGAGCTTACTGAGGTAGAA 
GACTACCCGGAAGAGCCAGTGCAGTCTGAGCAACCTCAAGCCCCTGCCACGGCGGAGGTAGCTGCGGAC 
GAGGAGCAACGGGGCGTCGATAAGCATTCGTTTTTGAGCTCTTTGCCTGGTTCGCAGCGCCGGGAGCGC 
CGAAACTGGGCGGCGAAGCACCACTTCGATTTCATCAAGGAAGATGCCTTTTTGACCGATGAATGGTCA 
AGGGGTGCGGCATCGACTGGTGCCGTTGCACGTGATGTGGTCAGTGGCATGGCTGAAGGATATGAAACG 
CATCTGGTGGATTTGGCGGGCGTGCCCGTGATGGCGATGCGCCGTGGAAT TACCTCTGACGTGGTCATT 
GATGCGCGCCGCGGTGAGCAGCCTGCCGATCCAGAGCGTGAAGAATCTGATGATTTAGTCGAGATTGAT 
ACCGTCTCTGGATTCCGCCTGCTCAGTACGTGGCGGGGGTTGCGCAGCGTTTTGTCGACGAGCGCATTC 
ACGTCGGTTTGGATTCCATGCCAGAAGCTG 

>RXC01663 - 3' -Region 
TGACTGCTGTGTGGATGGAATCT 

>RXC01693 - 5' -Region 

AGGAGACTGGCTGGATTATTGGCTGGTTTTCTTGGGAAATCGTCATGGGCATTAATCCTAGTCCCAACA 
ATTGCCAGAACCCGAACACTAGGCTTGAACC 

>RXC01693 - coding Region 

ATGAATACTGCACCTTTCAAACTCGAAGCTGACTTCGCATCAGCCCTGCCCACCATGGCAGCCCCCTGG 
CAAGGTGAGGAAGCCCCCAACCCTGAGCTCGTGATTTTAAATGACGACCTCGCCTACAGCCTCGGGCTT 
GATCCGACATGGCTTCGCACACCTGAGGGCGTTCAATTTCTTCTCGGACTCAACCCCGAGCCCTTAACA 
AAAGCAGTTGCGCAGGCCTATTCCGGCCACCAATTCGGACAGTTTGTGGCAAGCCTTGGTGATGGCCGA 
GCGCTTCTTCTCGGCGAAGCCCGCTCAGCTGACGGCGTACTGCATGATATCCACCTCAAAGGATCTGGA 
CGAACCCAATTCTCCCGAGGAGCCGATGGACGCGCCGTCCTTGGCCCCGTCTTACGCGAATACATCATC 
TCCGAAGCGATGCATGCACTTGGTGTTCCCACCACCAGGTCACTTGCAGTAATTAGCACCGGTAGGAAA 
ATCCAACGAGGAAGCGTAGCCCCAGGCGCAGTCCTTGTTCGAGTAGCAACCAGCCTCATTCGAGTCGGA 
TCCTTCCAATACTCCAACATCTCTGGTGGCATCGAACTATCTCAACACCTGGCGAACTATACGATCACC 
AGGCATTTCCCTTCGTTGGTAGCTGAACTATCCGCACCAACCCCCGCAACTTATGTATCACTGTTTAAA 
GCGATTCTTCAGCGCCAAGCAGACACCGTTGGAAAATGGACCAGGCTGGGTTTCGTTCACGGAGCCCTC 
AACACAGACAACACGTTGATATCCGGAGAAACTGTTGACTACGGCCCATGCGCTTTCATGGAGCGCTAC 
CGTGGCGACGCGAAATTTAGCTCCATCGACACTTATGGTCGCTACAAATTTGAAAACCAACCTATGATC 
CTCGGATGGAACATGGCCCGCCTCGTAGAAACCCTCCTCCCACTCCTGGGCGCCACACCAGACGAAGGC 
ATGACAGCAGCCCAAGAAGCTCTCGTAGAATTCGAT GACCTCTGCGAACAAGCAATCCGAAAAGAATTC 
GCCACTGCACTGGGCCTTGACGAGTCAGACACCGGCACGGTAGAGCAGTTCCGTGAACTGCTCTACCTC 
CATAACCCCGACATCACCACGCTGCTGCGCGCACTCACCGACAACACCGCACCACCGAGTGGCTTTGAA 
GCATTCGTTCACGACTGGAAAACCCAAGACCCAGATATCGAAGCAATGCGAGCAGTAAATCCACTTTTC 
ATTCCACGCAAT CACCTCGTGGAAGCTGCTCTCGCAGACGCAGTTGAAGGGAATCTAGAAAAGTTCCAC 
GAACTCCTCGCTGCTGTCACCAATCCTTTTGATCCAACTGCGGGCCCCGATGAACTACGCCTGCCAAGC 
G AAG AAG GAT T T G AAG AAG AC T AC AT G AC CTTCTGCGG T AC C 

>RXC01693 - 3' -Region 
TAGGACAGATGGTGGGGCAGACG 

>RXC01703 - 5' -Region 

GTTAGACAAATGGGTAAACAGAGCTGACCTAGCGGAATCCGCCATCAACGAAAGGCATTCCGCGAGGGT 
TTGGGGTCTGCCTCGAACAAATCTTGGGTTT 

>RXC017 03 - coding Region 

GTGGCATGGCCATCCAACGCCAAAGAAAAACTGTTTATCCACTGGCACTACTGGTGGCAAGCGCATTAT 
CTAGACTGCCTGGTGGATGCTGCTCGTCGACGCACCACAAAGGCCCGTCGCGACCGCATCAGGGACACC 
ATCCGCGGCATTTCGGTGCGCAATGTGGGCAAGCTGACCTCGAATCGTTATTACGACGACAAAGCTTGG 
CTGGCCCTTGCTCTTGGGCGTGCCGGAAAAGTGCGAAAGGTGCGCACACCAAAATCATTGCCCTCGTTG 
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GAACAAAACATCGTCGATGGCATTGATTCCCTTACTGGTGTGCTGCCGTGGCGTTCCGGCGAAACCTTC 
TACAACGTTCCCTCCAACGGTCCTGCTGCGAT CATGATGGCCCGCACCGACCGTTTGGACGAGGCTATG 
AAAATCACCGATTGGATTTTTGACAACCTGATCGATGGCGACGGCCTTGTGATGGACGGATTGCGCATG 
CGCATGCACGGACCTGAGCTTGTCCGTTCCATCCACCCGTATTGCCAAGGTGTCGCCATTGGTGCGTGT 
TTGGAAATTGCTCTCAAACTGCGTGAGCGCGCAGGCTTGACCACTACTGTGGTGGATCACTGGTCGGAT 
GCCGATAAGGCAGAAGACTCCCTCAAATACTTTGCACACATCCACGCTGTGGTTCAGGCTGTGTCGCGG 
AAGATGACCAACTTCCACGGCGTTATTGATTGGGACACCGGTGACGGCGACGGCGGTTTGTTCAAGGGC 
ATTTTGGTCCGCTATTTAGCTGATGTGGCCATCCGCCTGCCTGACGATTCACCAACCAACCGGGAAACC 
AAAAAGATTGCAGCACGCCTGGTACTGGAATCGGCGGAAAGCGTATGGAACCACCGATTGGAAGTTGAT 
GGCCTTCCGGTATTCGCCACAGACTGGACAACGGATGCACGCCTGCCACAAAACTTTGGTTTGAGTTCC 
TCTAGTTTGAGCGATCTGGTGAGTGTTGTGCGCGTGGATGAACGTGATCTGTCCGTGCAATTGTCCGGT 
TGGATGCTCATGGAAGCAGCAGCGAAAGTGGCCGAAGAACTGGAAAACAACGGCAATAGTTACACCGGT 
CGCTCCCGA 

>RXC01703 - 3' -Region 
TAGCCCCGATAGTGTATGTGCTG 

>RXC02254 - coding Region 

ATCGCCGTTGCCGAAGAAGGCGGATTGTGGGAAAACCTCCTGCAGCACCGCTTCGGTGGACATGGTGCG 
CTAGCTGGTCACGCCTTGGGAAACCTCGTGATCGCGGCGTTGACCGACATTTTGGGCACCTCCCAGCAT 
GCGCTTGATCAAATCGCTCAACTCGCTGGAGCCAAAGGACGCATCATCCCGGTATGTGCTGAACCTTTG 
GATCTTGAAGCGGAAGTATCAGGTCTAGACTCTGATGCTCGAGTCATGCGTCAAGTTCGTGGTCAAGTG 
GCGGTAGCTGCAACCCCCGGGCAGGTGCGACGCGTTCGAATCATTCCGGACAATCCAGAACCGAACCCC 
GCTGCCATCGAGGCCATTCTCGATGCAGATTTGGTCACCCTTGGCCCAGGTTCCTGGTTCTCCTCTGTG 
ATTCCACACATTTTGGTCCCAGGGATCGTTGATGCCTTGGCGCAGACAAAAGCAACCAAAACCGTGGTG 
TTAAACCTGACGTCCGAGCCAGGGGAGACCGCGGGATTCTCTGCAGAACGACACATCCATGTGCTCCGC 
CAGCATGCTCGAAACCTTCAGGTTGACCAAGTCATTGTCGATGCCAAGACACTGTCCTCACAAACCGAA 
CGCAATCATGTAGAACGAGCTGCTCGCACCCTTGGTGCAGAAGTCTCCTTCCATGATGTCCAGGCTGAA 
GATGGCCGTGGTCGATTCACCAGTATTCACGATCCAGCAAAGCTGTGTGCAGCGTTGCTGGCAAGTTTT 
GCTGGAGCACGAAAGCGT 

RXC02254 - 3' -Region 
TAAGGAGTAGGCGTGTCACTGAC 

RXC02255 - 5' -Region 

GTGTGCAGCGTTGCTGGCAAGTTTT GCTGGAGCACGAAAGCGT TAAGGAGTAGGCGTGTCACTGAC GAG 
T GAT AT C AAAC AAG AAT T G G C G C AG G T C CAT 

RXC02255 - coding Region 

GTGGCCAAAAACAGTGTTCGTGCTGCGGAAGTGTCTGCAATTTTAAGGTTTGCTGGTGAGATGCAAGCT 
GTCGGCGGCAAGCTGGTCATCGAAGCAAATTTGGACAGCATGCAAGTCGGTATGAGGCTTCAGGAGTTT 
ATCCAAGGTTTGTACAACTCTCGAGTCGATGTGCACACCGTGAACCCGACTGTGAGCAGGAAAACGCCA 
CGGTATTTGGTGCGCATCATTGACAATGCCGAT GAAATTGCGCGACGCACCGGACTGGTCACCAGGTCT 
GGACATGTGGTTAAAGGTCTAGCGCCTTCTGTGGTCAGCGGAACAATCAGTGACGCTGAAGCTGCATGG 
CGCGGTGCGTTTCTAGCCAATGGATCTTTAAGTGATCCAGGTCGTTCCTCTTCGTTGGAGGTGTTGTGT 
CCTGGTCAAGAAT CAGCATTGGCACTGGTTGGATGTGCGCGAAGAATTGGGATCGCGGCGAAAACGAAA 
GATTCTCGAGGATTTGATCGCGTCAATGTTCGTGATGCGGAAGCAATTGGGGCACTGCTCACTCGAATG 
GGTGCCCAGAAAACTCGCATGTTGTGGGAAGAAAAACGCATCAAGCGGGAAAGTCGAACTCCGCAAACC 
GGGTTGGCCAACTTCGACGATGCCAATCTGCGCAGGTCAGCCCGAGCAGCAGTTGCCGCTGCAGCGAGG 
GTAGAACGCGCCATGAAGATTCTTGGTGATGATGTTCCTGAGCATTTGGCTGAGGCTGGACAGCTGCGT 
GTGCAGCACCGTCAGGCATCGTTGGAGGAGTTGGGCCGGTTGGCTGATCCTCAAATGACCAAGGATGCT 
GTGGCCGGTCGTATTCGTCGTCTTTTGACGATGGCAGATAAGCGCGCCGAAGATCTGAAGATTCCTGAT 
AC AAAT TCTGTTGT G AC GG AAG AT T T G T T G G AAG AAA T T 

RXC02255 - 3' -Region 
TAG AT GAT T GAAG C C TAAAAAC G 

RXC02435 - 5' -Region 

TCATGAATGTAGAACGGATTTATCGACAAGCGCCAGCAAGTACGTTGATCTCTTTAGCCATCATCGCTG 
TGTACGCAGTGCGGCCATTCAATCGAGATCA 
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RXC02435 - coding Region 

GTGACAGACAACCTGGGTTCAACCAGTATCGGTGACGCGTGGATTCTGTACGCACCGCTGATGGATGAT 
GGTGGCTTTGGTCCACTGCGTGCCATCGGAGGAATGTTCCTGCACATTGGCCCCGGGCACATGCTGTTG 
AACCTTGTGTTGTTGTGGTTGCTGGGAAGAG7VAATTGAACGAGACTTCGGTTCTGCGCTTTTCACTGCG 
ATGTACTTTGTGGGCGGTATTGGTGCGTCTGCAGCTGTCATCTGGATGGATCCCTATTCACCGACAGCA 
GGTGCTTCCGGCGCCATTTACGCCATGATGGCTATTTTGGTGGGGCTTTTTGTGTTAAGAAGCGCGGAT 
ATCCGAGCACCCTTGATCCTTATCGCCATCAACATCGCCTATACCTTGATGTCCACCAATGTTTCTCTG 
TGGGGACACCTTGGAGGTTTGATCACTGGAGCTTTAATTACTTGGCCAATGGTTAAAGCGAAAACTCAA 
AGAACACGGTGGATTATCGTGCTCATTGGTTTTGCTGTAGTTGTGGCTGCTGTCATTCTAGGAATTGAC 
CGGGTG 

RXC02435 - 3' -Region 
TAGACACATTCCGCCCATTGCCC 

RXC03216 - 5' -Region 

GCTGTATCACAGTCAGCTGCAGCAGGTGGCGAAACCGTTGCGGTCCCAGCGGCTGCTCTGATCCCTGCA 
AAC AAC T AGAAAC T AT T C AG AAAG C AT C AC C 

RXC03216 - coding Region 

ATGAAACTCGGTCTCTACAACGCGATCTTCCACGACCGCACCCTGCCAGAAGCGCTCGCAGCCATCAAA 
GCTGCAGGTCTCACCGGAATTGAACTCAACACCGGCGGATTTTTGCCTGCAACCCACATCCCGACCATC 
GATGACATCCTGGTCAGCGATGATGCCCGCGATGAATTCCTCGGGATTTTCGAAGGCACCGGCGTCGAC 
ATCTACGGCCTTAACTGCAACGGCAACCCGCTTCACCCCAACAAGGCGATCGGGGACAAGCATGCCGAA 
GACATTCGACGTTCCATCCGCCTCGCAGAGCGCCTCGGCCAAAACCGTGTGGTCACCATGTCTGGTCTT 
CCTGGTGGCGAACCAGGCGCGAAGTACACCAACTGGGTTGTCAACGCGTGGAACTCCGCAGCCTTGGAT 
GTCCTTGATTACCAATGGGATATCGCAGCTGAATTCTGGCGCGAGACCGACCGCTTCGCCGCAGATCAC 
GGCGTGAAAGTGGCTCTTGAGCTGCACCCACAGAACATCGTGTTCAACTCCGCTGACGTGCATAAGCTC 
ATCGATCTCACCGGCGCCACCCACGTGGGCGTCGAACTGGATGCATCACACCTGTTCTGGCAGCAGATG 
GACCCAATCGCTGTGATTGATCACCTCGGCGAGCTCATCTTCCACGCCGCCGCCAAAGACGTGCGAGTT 
AATAAGGAATGGGCTCAGCTCAACGGTGTGCTGGACAACAGCTTCCGACGCCTTGACCCATCCGAAAAC 
CGCACCAACTTGGGCGGCGACGAGTGGGCGAATGAATGGCCAAAGAACTCTGCTTGGGATTTCGTTGCT 
CTGGGCCGCGGTCATGACGTTGCTTACTGGACCGAATTCCTCCGCGCACTTCACCGCGTCGATCCAAAC 
ATGCTGGTCAACATCGAACACGAGGATGTTTCACTCGGTCGCGAAGAAGGCGTCAACGAAGCCGCTAAG 
GTGCTGATCGAGGCCAACAAGGCACTCGAAGAGTCCCTGGTTTCT 

RXC03216 - 3' -Region 
TAAAAAAACTACGCCTGCCCCGCAACGCTT 
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APPENDIX B: AMINO ACID SEQUENCES 



> RXA00013 '{1-873, translated) 291 residues 

MEGMTNPEQT HPAASLEDMI KTITKTFVIA HDQDSDEHLA QALVYNAGRL AWRMRENGVD 

TDYKTSVSDV VTDADRAAEA FVAGVLEALR PEDGVLGEEG ADRASKSGKT WVIDPVDGTY 

NFTQGSDYWC SALALVEGDP SAPSRVLFGA VHRPAMGYTW FGGPGIRTTL DGKELDLLVD 

APLNQISLAT YIHPSR1AEP DIQKAWMSVA THPATLRMFG AGSIDLANIA DGSMGAWVQH 

SVADWDWLPG RALIEGVGGA CIKVTAGGVE WSVAGNAEAV SEISETLSAL D 

> RXA00014 (1-780, translated) 260 residues 

MSKYADDLAL ALELAELADS ITLDRFEASD LEVSSKPDMT PVSDADLATE EALREKIATA 
RPADSILGEE FGGDVEFSGR QWIIDPIDGT KNYVRGVPVW ATLIALLDNG KPVAGVISAP 
ALARRWWASE GAGAWRTFNG SSPRKLSVSQ VSKLDDASLS FSSLSGWAER DLRDQFVSLT 
DTTWRLRGYG DFFSYCLVAE GAVDIAAEPE VSLWDLAPLS ILVTEAGGKF TSLAGVDGPH 
GGDAVATNGI LHDETLDRLK 



> RXA00030 (1-390, translated) 130 residues 

MRIEITSVFV DDQAKALDFY TTKLGFELKH DVTAGDYRWL TVVDPENPDG VQLLLEPNQH 
PDAATYQAGI KRDGIPATQF YVDDVQEEYD SLKDKGVDFI MEPTDVGPSV IAILDDTVGN 
LIQIVQLKQN 

> RXA00032 (1-1509, translated) 503 residues 

MNTPLQLNTE NLQEIASTSG VQIPAFNRAD VAPGIVHFGV GGFHRAHQAM YLNELMNEGK 
ALDWGI IGMG VMPSDVRMRD ALASQDHLYT LTTKAPDGTL DQKIIGS1ID YVFAPEDPAR 
AVATLAQDSI RIVSLTVTEG GYN1DPATED FDHTNPRIVA DREALQAGDT STLQTFFGLI 
TAALISRKES GSTPFTIMSC DNIQGNGDLA KRFFLAFAHS VSSELGEWVE NNVAFPNSMV 
DRITPETTDG DRDDIKEIGY IDAWPVVSED FTQWVLEDAF TQGRPAYEEV GVQVVSDVEP 
YELMKLRLLN ASHQGLCYFG HLAGHHMVHD VMADTRFQDF LLAYMEREAT PTLKELPGVD 
LDAYRRQLIA RFGNAAVKDT VPRLCAESSD RIPKWLLPVV RENLAAGRDV TLSAAIVASW 
ARYAEGTDEQ GNPIKIVDRL SERVQENASG NRTDILSFIR DRGI FGDLVD AEPFTKAYSE 
TLSSLHDRGA EAT1DALLTQ VTV 

> RXA00038 (1-1158, translated) 386 residues 

MSFAEHAIIW HVYPLGALGA PIRPEAPAPV THRLPNLIGW LDYVVELGCN ALMLGPVFES 
VSHGYDTLDF YRIDPRLGTE EDMDALLEAA NQRGIGVLFD GVFNHVSSSS KYLDLTTGAS 
FEGHDILAEL DHTNPAVVDL VVDVMNHWLD RGIAGWRLDA VYAIAPEFWE KVLPEVRRKH 
PHAWIVGEMI HGDYSDYVKS SGIDSVTEYE LWKAIWSSIK ERNFFELEWT LSRHNEFLDT 
FVPQTFIGNH DVTRIATRIG QSNAILAAAI LFTVGGTPSI YYGDEQGFTG LKEDNVFGDD 
AIRPPLPAEF SPLGTWIENI YKALIALRRQ HPWLYQAHTE VLEIANEAMT YKSVGLGGEE 
LTVHLDLEEV SVRILDGEKV LFQYSA 

> RXA00041 (1-1242, translated) 414 residues 

MHTELSSLRP AYHVTPPQGR LNDPNGMYVD GDTLHVYYQH DPGFPFAPKR TGWAHTTTPL 
TGPQRLQWTH LP DALY PDAS YDLDGCYSGG AVFTDGTLKL FYTGNLKIDG KRRATQNLVE 
VEDPTGLMGG IHRRSPKNPL IDGPASGFTP HYRDPMI SPD GDGWKMVLGA QRENLTGAAV 
LYRSTDLENW EFSGEITFDL SDAQPGSAPD LVPGGYMWEC PNLFTLRDEE TGEDLDVLIF 
CPQGLDRIHD EVTHYASSDQ CGYWGKLEG TTFRVLRGFS ELDFGHEFYA PQVAVNGSDA 
WLVGWMGLPA QDDHPTVARE GWVHCLTVPR KLHLRNHAIY QELLLPEGES GVIRSVLGSE 
PVRVDIRGNI SLEWDGVRLS VDRGGDRRVA EVKPGELVIA DDNTAIEITA GDGQ 

> RXA00042 (1-759, translated) 253 residues 

MDIIICKDEQ EVGKAAAALI APFATKGGTL GLATGSSPLS TYQELIRMYE AGEVSFKNCK 

AFLLDEYVGL TRDDENSYFK TIRKEFTDHI D1VDEEVYSP DGANPDPYEA AAEYEAKIAA 

ESVDVQILGI GGNGHIAFNE PSSSLSGLTK VQALHPKTVE DNARFFNTIE EVPTHALTQG 

LGTLSRAQNI VLVATGEGKA DAIRGTVEGP LTAMCPGSIL QMHNNATIIV DEAAASKLEN 

ADHYRLMEQL KLR 

> RXA00043 (1-1164, translated) 388 residues 
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MAEVVHYQEN AGQAVKKIEG 

IVPSFIDLHN HGGNGGAFPT 

IPLCEEGLLC GIHLEGPFIN 

DNLTELLDLC AAHHIIASFG 

GSVGALLAAA RAGDAYVELI 

LNVTVTDGVA RLRDGGAIAG 

IVKSNPVNFV VFDSNGQLQQ 



RIVTPHGVID GFLQLENGII 
GTQDQARNAA QYHREHGTTV 
ACRCGAQNPD FIFPGNPTDL 
HTDADFDTTT SAIALAKEKN 
ADGVHLADGT VDLARSNNAF 
GTSTLASQFV HHVRRGMTLI 
VHLDHQVI 



TELSGEPAPK NAGFHPELPT 
MLASMVSAPA DALAAQVENL 
AQVIHAGKGW IKSITVAPET 
VTVTATHLFN AMPPLHHRDP 
FITDAMEAAG MPDGEYILGV 
DATLHTSTVA AKILGLSDHE 



> RXA00055 (1-138, translated) 46 residues 
VDVVDIARWQ FGITTVYHFI FVPLTIGLAP LVAIMQTFWQ VTGKEH 

> RXA00098 (1-1620, translated) 540 residues 

MADISTTQVW QDLTDHYSNF QATTLRELFK EENRAEKYTF SAAGLHVDLS KNLLDDATLT 

KLLALTEESG LRERIDAMFA GEHLNNTEDR AVLHTALRLP AEADLSVDGQ DVAADVHEVL 

GRMRD FATAL RSGNWLGHTG HTIKKIVNIG IGGSDLGPAM ATKALRAYAT AGISAE FVSN 

VDPADLVSVL EDLDAESTLF VIASKTFTTQ ETLSNARAAR AWLVEKLGEE AVAKH FVAVS 

TNAEKVAEFG IDTDNMFGFW DWVGGRYSVD SAVGLSLMAV IGPRDFMRFL GGFHAMDEHF 

RTTKFEENVP ILMALLGVWY SDFYGAETHA VLPYSEDLSR FAAYLQQLTM ESNGKSVHRD 

GSPVSTGTGE I YWGEPGTNG QHAFFQLIHQ GTRLVPADFI GFARPKQDLP AGERTMHDLL 

MSNFFAQTKV LAFGKNAEEI AAEGVAPELV NHKVMPGNRP TTTILAEELT PSILGAL1AL 

YEHIVMVQGV IWDINSFDQW GVELGKQQAN DLAPAVSGEE DVDSGDSSTD SLIKWYRANR 



> RXA00148 (1-1998, t: 
MTSIPNFSDI PLTAETRASE 
PGQKPFMRGP YPTMYTNQPW 
YDSDNERVVG DVGMAGVAID 
QGVGPEQLAG TIQNDILKEF 
IQEAGATADL ELAYTLADGI 
RLLWSELVAK FDPKNAKSQS 
TNAL DEALAL PTDFSARIAR 
DEVEEAGGMA QATAQGIPKL 
NTKVRAEQLA KLAQLKAERN 
ATIGEISDAL EVVFGRHEAE 
IFIAKMGQDG HDRGQKVVAS 
GHLTLL 



ranslated) 666 residue, 
SHNVDAGKVW NTPEGIDVKR 
TIRQYAGFST AAESNAFYRR 
SILDMRQLFD GIDLSSVSVS 
MVRNTYI YPP KPSMRIISNI 
EYIRAGKEVG LDVDKFAPRL 
LRTHSQTSGW SLTAQDVYNN 
NTQLLLQQES GTVRPVDPWA 
RIEESAARTQ ARIDSGRQAL 
DAEVKAALDA LTAAARNEHK 
IRTLSGVYKD EVGKEGTVSN 
AYADLGMDVD VGPLFQTPAE 



VFTQADRDEA QAAGHPVDSL 
NLAAGQKGLS VAFDLATHRG 
MTMNGAVLPI LAFY I VAAEE 
FEYTSLKMPR FNSISISGYH 
SFFWGISMYT FMEIAKLRAG 
VARTAIEAMA ATQGHTQSLH 
GSYYVEWLTN ELANRARKHI 
IGVNRYVAEE DEEIEVLKVD 
EPGDLDQNLL KLAVDAARAK 
VERAIALADA FEAEEGRRPR 
AARAAVDADV HVVGMSSLAA 



RXA00149 (1-1848, translated) 616 residues 

LTDLTKTAVP EELSENLETW YKAVAGVFAR TQKKDIGDIA VDVWKKLIVT TPDGVDINPL 
YTRADESQRK FTEVPGEFPF TRGTTVDGER VGWGVTETFG HDSPKNINAA VLNALNSGTT 
TLGFEFSEEF TAADLKVALE GVYLNMAPLL IHAGGSTSEV AAALYTLAEE AGT FFAALTL 
GSRPLTAQVD GSHSDTIEEA VQLAVNASKR ANVRAILVDG SSFSNQGASD AQEIGLSIAA 
GVDYVRRLVD AGLSTEAALK QVAFRFAVTD EQFAQISKLR VARRLWARVC EVLGFPELAV 
APQHAVTARA MFSQRDPWVN MLRSTVAAFA AGVGGATDVE VRTFDDAIPD GVPGVSRNFA 
HRIARNTNLL LLEESHLGHV VDPAGGSYFV ESFTDDLAEK AWAVFSGIEA EGGYSAACAS 
GTVTAMLDQT WEQTRADVAS RKKKLTGINE FPNLAESPLP ADRRVE PAG V RRWAADFEAL 
RNRSDAFLEK NGARPQITMI PLGPLSKHNI RTGFTSNLLA SGGIEAINPG QLVPGTDAFA 
EAAQAAGIVV VCGTDQEYAE TGEGAVEKLR EAGVERILLA GAPKSFEGSA HAPDGYLNMT 
IDAAATLADL LDALGA 



> RXA00195 (1-561, translated) 187 residues 

VTKKILILGS TGSIGTQALD VIADNSDKFE VVGIAAGGSQ PDLVISQAQQ LGLAADKVAV 

ADAQAAAVIS KALGGEI I SG TDAAKILVET TKADTVLNAL VGSLGLAATL ATLESGAHLA 

LANKESLVAG GEFVTSKAKL GQIIPVDSEH SAMAQCLRSG TRDEVARIVL TASGGPFRAG 
PGRRCGR 



> RXA00196 (1-615, translated) 205 residues 

MWEVTPEQAA AHPTWAMGQM NTLNSATLIN KGLELIEATL LFETDADLID VTVHPQSIIH 
SMITFTDGAT IAQASPPSMK LPIALAL DWP HRVPKAQPAL DFTAAHTWAF EPVDDAAFPA 
VQLARHVAKQ KGTYPAVYNA ANEEAAEAFL RGRIKFPQIV DVVDEVLQGA SQFAGVASHV 
DDILATESEA RARANALINR LATNL 
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> RXA00202 (1-942, translated) 314 residues 

MYARKLIALS ASVVLAFSLS ACNRESSGTS ADGGSADGSI TLALSTQTNP FFVQLRDGAQ 

EKADELGVTL NVQDASDDAA TQANQLNNAV TTGAGVVIVN PTDSDAVVPS VEALNQADIP 

VVAVDRSSNG GEVASFVASD NVAGGAQAAA ALAEAIGGEG EILMLQGIAG SSASRDRGQG 

FEEEIAKHEG ISIVAKQTAN FDRGEGLDVA TNLLQAHPNV KAIFAENDEM ALGAIEALGA 

RAGEDVIVVG FDGTNDGLAA VEDGRMLATV AQQPEELGAK AVEEAAKLLR GEDAETEVPV 
EVVTVKLDNV ADFK 



> RXA00206 (1-1038, translated) 346 residues 

MEDMRIATLT SGGDCPGLNA VIRGIVRTAS NEFGSTVVGY QDGWEGLLGD RRVQLYDDED 
IDRILLRGGT ILGTGRLHPD " KFKAGIDQIK ANLE DAG I DA LIPIGGEGTL KGAKWLSDNG 
IPVVGVPKTI DNDVNGTDFT FGFDTAVAVA TDAVDRLHTT AESHNRVMIV EVMGRHVGWI 
ALHAGMAGGA HYTVIPEVPF DIAEICKAME RRFQMGEKYG IIVVAEGALP REGTMELREG 
HIDQFGHKTF TGIGQQIADE IHVRLGHDVR TTVLGHIQRG GTPTAFDRVL ATRYGVRAAR 
ACHEGSFDKV VALKGESIEM ITFEEAVGTL KEVPFERWVT AQAMFG 



> RXA00224 (1-951, translated) 317 residues 

MSISYVLVEQ LDGRPEPVTL ELITAARALG DVVAVVVGEP GAGVNLAAEL GNWGAAQVVS 

AEISGASNRL ILPAVDALHI LAANNPGPIV IAATASGNEI AGRLAARLAS GVLTDVVGIN 

ADRTAQQSIF GDTIQVSAAV GGASPLYTLR PGALDGVAVP ATGELATIEI PGAT AKDVT I 

TSFTPSTQSD RPELPQAKVV IAGGRGVGSE ENFRS IVEPL ADALGGAVGA TRDAVDLGYY 

PGEYQVGQTG VTVSPDLYIG LGISGAIQHT SGMQTAKKVI VINNDEDAPI FQIADLGVVG 

DLFDIAPALI EEINKRK 



> RXA00225 (1-786, translated) 262 residues 

MSTIVVLVKN VPDTWSKRTL EADFTLDREG VDRVLDEINE FALEQALRLR ESNPDAGYRV 
VALSAGPAGG EEALRKALSM GADEAIQLSD DALAGSDLLG TAWALNNAIN TIAGVALIVT 
GSASSDGSMG ALPGVLAEYR QVPALTNLSA LKVEGAS1TA TRIDNHGTYE LQAALPAVVS 
ISDKADKPRF PNFKGIMAAK KAEIKKLSLA EIGVAPEQVG LSHAATAVTA AADRPERSQG 
DVIGASGAAE KIAEYLASEN LI 



> RXA00235 (1-1275, translated) 425 residues 

VAE I MH V FAR EILDSRGNPT VEAEVFLDDG SHGVAGVPSG ASTGVHEAHE LRDGGDRYLG 

KGVLKAVENV NEEIGDELAG LEADDQRLID EAMIKLDGTA NKSRLGANAI L G V S MAVAKA 

AADSAGLPLF RYIGGPNAHV LPVPMMNIIT GGAHADSGVD VQEFMIAPIG AETFSEALRN 

GAEVYHALKS VIKEKGLSTG LGDEGGFAPS VGSTREALDL IVEAIEKAGF TPGKDIALAL 

DVASSEFFKD GTYHFEGGQH SAAEMANVYA ELVDAYPIVS IEDPLQEDDW EGYTNLTATI 

GDKVQIVGDD FFVTNPERLK EGIAKKAANS ILVKVNQIGT LTETFDAVDM AHRAGYTSMM 

SHRSGETEDT TIADLAVALN CGQIKTGAPA RSDRVAKYNQ LLRIEQLLGD AGVYAGRSAF 
PRFQG 



> RXA00246 (1-1035, translated) 345 residues 

MTTAAPQEFT AAVVEKFGHD VTVKDIDLPK PGPHQALVKV LTSGICHTDL HALEGDWPVK 
PEPPFVPGHE GVGEVVELGP GEHDVKVGDI VGNAWLWSAC GTCEYCITGR ETQCNEAEYG 
GYTQNGSFGQ YMLVDTRYAA RIPDGVDYLE AAPILCAGVT VYKALKVSET RPGQFMVISG 
VGGLGHIAVQ YAAAMGMRVI AVDIADDKLE LARKHGAEFT VNARNEDSGE AVQKYTNGGA 
HGVLVTAVHE AAFGQALDMA RRAGTIVFNG LPPGEFPASV FNIVFKGLTI RGSLVGTRQD 
LAEALDFFAR GLIKPTVSEC SLDEVNGVLD RMRNGKIDGR VAIRF 



> RXA00251 (1-708, translated) 236 residues 

MKKKIAVVTG ATGGMGIEIV KDLSRDHIVY ALGRNPEHLA ALAEIEGVEP IESDIVKEVL 

EEGGVDKLKN LDHVDTLVHA AAVARDTTIE AGSVAEWHAH LDLNVIVPAE LSRQLLPALR 

AASGCVIYIN SGAGNGPHPG NTI YAASKHA LRGLADAFRK EEANNGIRVS TVSPGPTNTP 

MLQGLMDSQG TNFRPEI YIE PKEIANAIRF VIDAGETTQI TNVDVRPRIE LADRKD 



> RXA00268 (1-831, translated) 277 residues 

MARG FFLGAT AGRTTLTGEG LQHMDGHSPV LASTNEGVET YDPSFAYEIA HLVHRGIDRM 
YGPGKGEDVI YYITI YNEPT PQPAEPEGLD VEGLHKGIYL YSRGEGTGHE ANILASGVGM 
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QWALKAASIL EADYGVRANI YSATSWVNLA RDGAARNKAQ LRNPGADAGE AFVTTQLKQT 
SGPYVAVSDF STDLPNQIRE WVPGDYTVLG ADGFGFSDTR PAARRFFNID AESIVVAVLN 
SLAREGKIDV SVAAQAAEKF KLDDPTSVSV DPNAPEE 



> RXA00288 (1-1011, translated) 337 residues 

MSAQMDTPDP TMSAVAMLDS IPSDQPDFLI DVEVDRPTPG PHDLLVHIEA VSINPVDTKV 

RMRAGKQKHP KILGFDAAGE VVAVGSQVTL FNVGDKVFYA GSNQRPGSNA EYQVVDERLV 

GHAPQSLGAH DAAALPLVAL TAWESLFDRL GVTQSTTGTL LVLGGSGGVP SALIQLARAL 

TGLKVVATAS RPESQEWVTK LGAHEVIDHS KDLSEQISDV DFVFSSWTTG REVELATLMK 

PQSHLVLIDD PVDPNLGAFK QKAIALHWEF MFTRAMFNTP DMGEQGKILN KIADMVDRGQ 

FESVTATVLD GLNAANIMEG HRLVEQGKTS GKIVVRV 



> RXA00290 (1-963, translated) 321 residues 

MTIDLQRSTQ NLTHEEIFEA HEGGKLSISS TRPLRDMRDL SLAYTPGVAQ VCEAIKEDPE 
VARTHTGIGN TVAVISDGTA VLGLGDIGPQ ASLPVMEGKA QLFSSFAGLK AIPIVLDVHD 
VDALVETIAA IAPSFGAINL EDISAPRCFE VERRLIERLD IPVMHDDQHG TAVVILAALR 
NSLKLLDRKI EDLKIVISGA GAAGVAAVDM LTNAGATDIV VLDSRGI IHD SREDLSPVKA 
ALAEKTNPRG ISGGINEAFT GADLFIGVSG GNIGEDALKL MAPEPILFTL ANPTPEIDPE 
LSQKYGAIVA TGPVLTCLTR S 



> RXA002 93 
MKIFVGFGDY 
LNAYFTAGQI 
TRWLDGATVA 
ADHVVLCVPL 
DVTDPEPLPD 
HKGY 



(1-912, translated) 304 residues 

PLTTKALKEA GAEIVDSLEK AEGFVFTQTP GTEFPLLPDG VRWVQFPNAG 
DDKRRWSNAS GVYGQQVAEA AMALLLGLIH MHPTMVRADS WAPSTQIDQQ 
IVGAGGIGKH LAAMLKPFGA KSLAVSRTGT PTQDFDATEP 1SNLHQVLAD 
TADTYHLIGK AELKAMQSTA ILINVARGEV VDTEALVDAL DAQEISGAGL 
DHPLWGRSNV I ITPHVANTL TSMDRMLAPV VAENYRRFLA GEKMLTEVDI 



> RXA00296 (1-2835, t: 
TIKFNRLDPE VFSQHSRAKL 
VARGWSVVGR GGGSSVAGNA 
AAEFGLTYGP DPSTHSRCTI 
DGCDDAEINQ KLTDLASKNQ 
TRLTVKLVPT PKVKALAVLA 
EAGQNLPGNR IGIEAGGWLY 
RIRESSAGIV TRLADGGEAW 
CVHVRISFDF STKEGLKKFE 
ALFEEFKLIF DPQRIFNPGV 
RCVGVSACRS ESDAMCPSFQ 
CLSCKACASE CPVNVDMSTY 
IDATMQSALT APVVRKVGGL 
PAHAAIKTLE ALGYNVVIPD 
GLEPSCTVML QDEATELSDN 
VHCHERSLGD PQQSALVLEA 
VRKAEGHVIA DGFSCRTQIE 



■anslated) 945 residue; 

RTDMTTRAAY SSDAGIFRRV 

IGEGLI IDTS RYFNRILDID 

GGMVANNACG SHSVAFGTAA 

DLISKELGRF PRQVSGYGLH 

FDTVFDAARA AAKLRLPGVA 

CETGSDTLQA AVQAAEEVAT 

PNWEDSAVPP ENLADYLRDL 

AFMNE AS T L V ASYGGSLSGE 

LVWADPVMQG LRMDPGQRAL 

ITGDEVHSTR GRARLLSEMF 

KAEFLDKHYA GRLRPMAHYV 

ADRPLISFAH RSLRKYKPKK 

GFVCCGLTWH STGQLSMTKK 

PDLARLAALT KPFAEVIAPK 

LGVKDEQIAT GCCGLAGNWG 

QGTGKQATHL AEVVLSILEQ 



PAAVAE PENV EQIRDAIAVA 
PVAQTAVVEP GVVCDALRDA 
ENLVDVTLML SDGREVTVTK 
YLAHDMAKAM AGTEGTIGI I 
TIEGMGGDLL AALRSKQGQS 
AVDTIDYVVV SEPSEMRELW 
YALMDKFDYQ GIPFGHFGEG 
HGDGRARSSF LDRMYSAEMR 
DITPVHKFSK DKGSMINAVN 
RGESIADGYR SEEVNEALDL 
MGWLPLLGHV AHKIPLLPTL 
NSGETVVLWP DSFNTNLDTG 
VLEQTAKVMK PYLDQGLTVV 
ITELVESGSL QLTESTALTQ 
FEKDHAEMSF ALGERELFPK 
NNMAQ 



> RXA00309 (1-312, translated) 104 residues 

MGQCTVALYR EHSYYTATPW RGTWAADGGG VLMTQAIHYI DLLYWLLGEP VEVFGYTNSF 
KHGDNIEVED SAVATVRFES GALATI SATT AAE PALGAQV QVMG 



> RXA00310 (1-435, translated) 145 residues 

MSDKIWKVGI IGCGAISRNH IEAVQAIPGA EVSAVCDVDG AKASETAAKY GISPSFTSVD 

EILASGVDIV AVCTPHPTHE TVVLAAAAAG VHVLCEKPIA IELDSAQRMI DACESAGVQL 

GVLFQRRFWP AAQKMKKEPS WANAR 



> RXA00317 (1-339, translated) 113 residues 

VTTPSKKTLL FDLDGTLVDS FPGIRTSFLH TLHEKNWEIP SEERISQVPG PPMEWTFQDL 
GMTPEQAQDA LQTYLEHYGQ VGWDLSEAFP GMRDLLI PLI YEGFRLCTAT FQG 
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> RXA00327 (1-384, translated) 128 residues 

MIQAALWIVL FLFADRLSNP LVFVSAIMFA ISFSSPVANF GFDTICEKLD RRVMVAGTGM 

ANMS A Y I CAM LATQIIGFLL DWNADGHAYT WSNFQVAWLG L GAVWLAGM I GLAVCLLLQR 
RKNIAFRR 



> RXA00328 (1-492, translated) 164 residues 

VGVERGKVSA KALVVWLTAM CVYIVAIAGR TSFGVAGVHA IDRFDIDASR LAVFTSVQVG 

VYVLAQI PMG MLVDRFDARK LLLAGAL I LA AGQLILGFTD SYMIAI FARV LISVGDSSAF 

LSVMRLLPNW FPMSWTPVLQ QLTGAFGFVG QFSPRCRFCT YSTP 

> RXA00329 (1-1224, translated) 408 residues 

MAAITSRTSF GVAGVEAIDR FQVDATRIAV FTSVQVGVYA FAQIPMGILI DKFGPRKLLA 
IGALVMGIGQ LILGFTDSYS IAIIARVFIG AGDASI FLSV MRILPFWFPL KHTPI FTQ-LT 
TCLGQLGQFF SAVPFMALLG AQGWPVAFVS LGSVVALIAI AALVAVRDTP DPQPKPVESA 
QEADKPSLRA SLKLIVRNPI TWQGFFIHYV LMVWQTVFSM MWGVPLMTLG MGLSATTAGL 
VLS1NTLCMV VSAPIIGIIS ARLGYRRDVV AIALSFVQSA VWLVFLASDA PRGLMAIILV 
NIVMGLTTAA SGYGFDTIRE RLDRKI LAAG TGLANMGGFL SSMVAAQVMG FLLDHSAHGS 
TYTWVDFRFG FLA I L VT WAV GVTGFVVARL KGGPGRRLLA QIRSTKDF 



> RXA00340 (1-1146, translated) 382 residues 

VKLVIEADGG SRGNPGVAGS GTVVYSDNKA EVLKEIAYVV GTKATNNVAE YRGLLEGLKA 

ARELGATSVD VYMDSKLVVE QMSGRWKIKH PDMKVLAIEA KEIASEIGSV SYTWI PREKN 

KRADALSNVA MDAAAAGKPV GVVGDSASVS SASSVAGSEK EDLNCTETKP TNWNGATTDP 

TRFLLLRHGQ TAMSVARLYS GRSNPELSEL GEKQAAAAAR RLAQTGGIDA IVSSPLTRTM 

QTAEAAAAAL GMKVRVIDDL IETDFGLWDG KSFSEAHEQD PELHTKWLTD SSVAPPGGES 

LQTVNRRVKK ARESLQREYG AANVLVVSHV TPIKAIMRQA LDAGPSFFQK AHLDLASLSI 
AEFYEDGPTC VRLFNDTSHL EA 

> RXA00379 (1-207, translated) 69 residues 

MSEIVVAQSI GQQFADVAAS GPLFLGILAA ALAGLVS FAS PCVVPLVPGY I SYLAG VVGG 
EVEYSAHAT 



> RXA00381 (1-606, translated) 202 residues 

MTQTIVHLVR HGEVHNPEKI LYGRMPGYRL SSRGRSQAAR TAASFEGHDV TY1AASPLQR 
VQETSEPFIK VTGLELITDE DLLEAGNRFE GLRTKGWRSQ LWNPVRWPLM YNPTLPSWGE 
HYTDILERMM AAVE RARVAA EGHEAILVTH QLPIVCVQRH ARGQSLSHNP ATRQCDLASV 
TSLVFQDDQI VGVHYNEPAQ EI 



> RXA00385 (1-339, translated) 113 residues 

LGGVFALGWT PCLGPTLAAI ISISAGTEGM TAARGVILIV GYCLGLGLPF LLIALGSSKA 

LTGVEWLRKH SRTLQI IGGV FLILVGVALL SGSWAIFINW VRQWTVEYGA TLL 

> RXA00386 (1-510, translated) 170 residues 

MLPVNQTYAQ FSDTAFVSAY IIYVLALILS LVYYVKQQGI IDARREQTRV SELVGAGGSA 

DVDTDLPDDI ADGVLADEDL AKREETARKL ANMTQSLMWL GVMVHLVSVV MRALSASRFP 

FGNLYEYILM VTLFAMIGAV LILQRPQFRV VWPWILTPMA GTWFSTVAPS 

> RXA00388 (1-303, translated) 101 residues 

TLDNLAYKTA IWTVPIFGLG I ILGAIWAEA AWGRFWGWDP KETVSFITWV LYAGYLHARA 

TAGWRNTNAA WINILALVTM IFNLFFINMV VSGLHSYAGL N 



> RXA00406 (1-975, translated) 325 residues 

DPVEVAADTQ EMIITRI I DN ASVQAASVLR RPVSSARAMA QVRPVTDGRG ASVFGLPGRY 

AAEWAALANG TAVRELDFHD TFLAAEYSHP GDNIPPILAA AQQAGKGGKD LIRGIATGYE 

IQVNLVRGMC LHEHKIDHVA HLGPSAAAGI GTLLDLDVDT IYQAIGQALH TTTATRQSRK 

GAISSWKAFA PAFAGKMSIE AVDRAMRGEG APSPIWEGED GVIAWLLSGL DHIYTIPLPA 

EGEAKRAILD TYTKEHSAEY QSQAPIDLAR SMGEKLAAQG LDLRDVDSIV LHTSHHTHYV 

IGTGSNDPQK FDPDASRETL DHSIM 



> RXA00427 (1-432, translated) 144 residues 
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LLPGIASLFN GALISAYAME RIGVPDYRLF IRGDEVEYHR RLVRSGLPFG TCLTTAYLHP 
DGSDEFKPIL GGRMHTQYPD NDFKRFFTYR NRGYLMSQPG MRKLLPQEYA RFAWFFLVQK 
RDVKGFREWL RLHKLGRDEK FNRP 



> RXA00483 
VLVTGATGYI 
FKDVDVVYYL 
SKHMRSREKV 
EPLAIRDVLH 
PMDKLSGLWI 
LAAEFDRGVP 
GGVNGWYSAP 
AEMKVDGGAW 
LKAARKLT 



(1-1464, t 
GGRLITELLA 
VHSMGGKNVD 
AQILLAGQTP 
YLISAADLKD 
SLVTPVPFQL 
TSWDRSWTVQ 
LLWRLRGIAD 
LILEVADKEN 



ranslated) 4 
AGFQVRATSR 
FEEQEQRTAE 
ALILRAATI I 
PVNRSCDIGC 
SFPLAQSMAE 
QPWAGQPTDP 
RLIGGPGLGG 
GGCTYTQRAI 



88 residues 

KKTSLQRFDW 

NVIQAADQAG 

GSGSASFEII 

GKSYEFADLL 

DAVTEEHSIK 

EWAGKAVYED 

RRDPRHLKLG 

FEPKGLPGYL 



YEDVEAVEAD 
IKQIVYLSGL 
RHLTERLPRM 
RIYADVRGLK 
DIISDPPDGF 
VRTEDTDLRA 
DRIDWWRVTE 
YWWVVSPFHA 



LTDATELDTL 
HPRNRKIEEL 
IAPQWITNQI 
RHVNSVPLNL 
I EYRE AVE LA 
AQVWPIIEGL 

idpphrlVlt 

IIFPYMRSNI 



> RXA00511 (1-513, translated) 171 residues 

ELRKNTLVGT VMSNLGLKIA MDEAGITLRT TKVGDRYVLE DLNAGGFSLG GEQSGHIVLP 
DHGTTGDGTL TGLSIMARMA ETGKSLGELA QAMTVLPQVL INVPVSDKST IVSHPSVVAA 
IAEAEAELGA TGRVLLRASG TEELFRVMVE AGDKEQARRI AGRLAAVVAE V 



> RXA00512 (1-618, translated) 206 residues 

MSSATTTDVR KGLYGVIADY TAVSKVMPET NSLTYRGYAV EDLVENCSFE EVFYLLWHGE 

LPTAQQLAEF NERGRSYRSL DAGLISL1HS LPKEAH PMDV MRTAVSYMGT KDSEYFTTDS 

EHIRKVGHTL LAQLPMVLAM DIRRRKGLDI IAPDSSKSVA ENLLSMVFGT GPESPASNPA 

DVRDFEKSLI LYAEHSFNAS TFTARV 



> RXA00514 (1-408, translated) 136 residues 

HERSYAPERA LRRETIELWN KISTVEDPEW TRRYHSVDPA EKAFGARAVI TFKDGTVVED 
E LA VAN AH P L GAR P FARE QY IQKFRTLAEG VVSEKEQDRF LDAAQRTHEL EDLSELNIEL 
DAD I LAKAP V IPEGLF 



> RXA00517 (1-1041, translated) 347 residues 

MPEVTVNAQQ LTVLCTDILT KTGVPAADAH LVGDSLVQAD LWGHPSHGVL RLPWYVRRLH 
SGAMTTHAHV EVLNDLGAVL ALDGHNGIGQ VLADHARKEA VTRAMMFGIG AVSVRNSNHF 
GTAMYYTRKA AAQGCVSILT TNAS PAMAPW GGREKRIGTN PWSIAAPFGE TATVVDIANT 
AVARGKI YHA RQTNMPIPET WAITS EGAPT TDPAEAINGV VLPMAGHKGY AISFMMDVLS 
GVLTGSQHST KVHGPYDPTP PGGAGHLFIA LDVAAFRDPQ DFDDALSDLV GEVKSTPKAQ 
NTEEIFYPGE SEDRAHRKNS AHGISLPEKT WMELQELAIE NHVVTHR 

> RXA00518 (1-297, translated) 99 residues 

VLPVLAARHD GEKWVAMYEN MRDAMDARTG IKPNLDFPAG PAYHLLGFPV DFFTPLFVIA 
RVAGWTAH I V EQYENNSLIR PLSEYNGEEQ REVAPIEKR 



> RXA00521 (1-1059, translated) 353 residues 

LDAADEVQIK HIAADGTETI LKDSLKLLEG EVLDGTVLSA KALDAFLLEQ VARAKAEGIL 

FSAHLKATMM KVSDPIIFGH V VRAY FAD V F AQYGEQLLAA GLNGENGLAA ILSGLESLDN 

GEEIKAAFEK GLEDGPDLAM VNSARGITNL HVPSDVIVDA SMPAMIRTSG HMWNKDDQEQ 

DTLAIIPDSS YAGVYQTVIE DCRKNGAFDP TTMGTVPNVG LMAQKAEEYG SHDKTFRIEA 

DGVVQVVSSN GDVLIEHDVE ANDIWRACQV KDAPIQDWVK LAVTRSRLSG MPAVFWLDPE 

RAHDRNLASL VEKYLADHDT EGLDIQILYP VEATQLSIDR IRRGEDTISV TGN 



> RXA00606 (1-1749, translated) 583 residues 

MASVPPLLGF VSKEGMITAF MDAPIGNSYV VLLLVGAAIG AVLTFTYSAK LVLGAFVDGP 
RDMSHVKEAP VSLWLPAALP GLMSLPLVLV LSLFDAPVSA AATSAAGEAA HMHLALWHGI 
NTPLLISLGV LVAGILGVLF RKELWKIAET SPFPIATGND ILSMLVYRAN LLGKFFGRMA 
DSMSPRRHLV SLIVLLWALA AFATIHPSVQ LAPKQPGIDR WIDLIPLAII ALSVFGLLTT 
RNRLSAAVLV GTVGVGVSFQ MLLLGAPDVA LTQFLVEGLV WIIMMVVRH QPANFKRIKP 
SRRRSTVLVA VLAAFAAFMA VWGLLGRHER SELAMWYLNQ GPEITSGANV VNTILVEFRA 
LDTLGELSVL GMAAVVIGAM VASMPRHPFA KGTHPRPFGQ SQLNSIPLRM LLKVLVPALC 
FLSFMVFMRG HNDPGGGFIA ALIAGGALML LYLSKAKDGR IFRPNVPFIL TGAGILMAVF 
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SGVLGLTHGS FLYAIHFNFV GQHWTTSMIF DLGVYLAVLG MVSMAINGLG GYLRPGTDNA 
DLDYARRSGP LPATPTVEPE PEGDEDWPEP INPAGDNKEE ANR 



> RXA00608 (1-765, translated) 255 residues 

MAMDVLLPIF VAVPLAASAI AVLLPWRLIR DILHIIVPFA GIFAGIWLFA HTAEHGPIAH 

NVGLYVGGVA IPFAADTFSA IMLITTSIVA VAANW FAT I V GETRARFYPA LTLMLITGVN 

GALLTADLFN FFVFIEVMLL PSYGLIAMTG TWARLASGRI FVLVNLSAST LLVAGVGIVY 

GVIGSVNIAA LQDVVEGNPL VASAMGIVVI AIAVKAGVFP VHTWLPRTYP GTSAAVMGLF 

SGLHTKVAVY MLYRI 



> RXA00 635 
GTDFPYSDFL 
RMLKAHERKL 
IENPEGTRDF 
QLPLKAVVFN 
QLAEALAYPG 
IRNIPTP 



(1-921, translated) 307 residues 



PKDNVAQVDI 
SSVVETYTHN 
VGSFRHGTMA 
NSSLGMVKLE 
PVLIDIVTDP 



NGAHIGRRTT 
VEKHVPIHPE 
NALPHAIGAQ 
MLVEGQPEFG 
NALSIPPTIT 



VKYPVTGDVA 
YVASILNELA 
SVDRNRQVIA 
TDHEEVN FAE 
WEQVMGFSKA 



ATIENILPHV 
DKDAVFTVDT 
MCGDGGLGML 
IAAAAGIKSV 
ATRTVFGGGV 



KEKTDRSFLD 
GMCNVWHARY 
LGELLTVKLH 
RITDPKKVRE 
GAMIDLARSN 



> RXA00679 (1-1266, translated) 422 residues 

MNTSAETGIL IIGANQSGVQ LAISLRATGF TES1TLLGEE DHRPYQRPAL SKEFLQDKID 

KERLIFRSNE YWEENNIRLV KGVRIERIEK NDDGSGVAYG AGQEFAFRRL ALAVGARPRH 

LDLPGATLEG VTYLRNADDA LALKAMIGSV TDAVVVGGGF IGLEAACSLH DLGKNVTVLE 

YGPRLIGRAV GEETAAFFLE QHRSRGVNIV LDARMKQFVG KDGKLSGIEL EDGTVIPAQL 

VIVGIGVIPN TELAAVLGLD INNG1VVDKH AVASDGTTIA IGDVANIPNP IPGSPADERI 

RLESVNNAIE HAKIAAYSLV GQPEAYAGIP WFWSNQGDLK LQIAGLTLGY DSTVIRQDPE 

KKKFSVLYYR GDNI IAADCV NAPLDFMAVR SALSRNQN1P ADLAADISQP LKKLAVDLEV 
TR 



> RXA00680 (1-318, translated) 106 residues 

MSTIHFIDHA GKTRTIEATV GDSVMETAVR NGVPGIVAEC GGSLSCATCH VFVDPAQYDA 
LPPMEEMEDE MLWGAAVDRE DCSRLSCQIK VTEGMDLSLT TPETQV 



> RXA00682 (1-1899, translated) 633 residues 

MANKSFPKPS DLPVPKGAEG WEDLYPYYLV FQDKLMDQEN EKFWFCDSQH WPTVFKPFET 

IGGEFAVKCL GQYNARHLMI PNANGIEFRV HLGYLYMSPI PVPEDQIAER VPMFQERITH 

YFQNWEPMLA NWKERVLGTI NELESLEFKP LPDYVPIDDI VSGKAKDGTE VLMENFDRLI 

QLAYQNWQYH FEFLNLGYIA YLDFFNFCKE VFPDIPDQSI SMMVQGVDME LFRPDDELKI 

LAQLAVDLGL QTHFANPDDP QATLAAIAKA EGGATWIARW EEAQDPWFNF TVGNGFYGHD 

KYWIEHLELP LGYIADYIRR LDEGQTISRP KDELIAEKER VVEEYRDLLD GEQLAQFDAK 

CGLAATAYPY VENHNFYIEH WTMSVFWRKV RELSRTLQGY GFWENEDDML YLNRTEVRDV 

LFDLATAWGV GAPGGPIGTI IWPEEIERRK AIVTALKTAR PAPALNTPPE SITEPFTRML 

WGITTEQVQS WLGNDEDAEE GTLKGMAASP GVVEGYARVI LSADDLSEIQ QDEILVAPVT 

APSWGPIFGK IKATVTDIGG MMSHAAIVCR EYGLPAVTGT GAASTTIKTG DYLKVDGTKG 

KVVIVDPDAP RIEGPGAHSH AHSVAAHGVD THA 



> RXA00683 (1-1092, translated} 364 residues 

MTNSLNIPFV QRFDEGLDPV LEVLGGKGAS LVTMTDAGMP VPPGFVVTTA SFDEFIREAG 

VAEHI DKFLN DLDAEDVKEV DRVSAI IRDE LCSLDVPENA RFAVHQAYRD LMERCGGDVP 

VAVRSSATAE DLPDASFAGQ QDTYLWQVGL SAVTEHIRKC WASLFTSRAI IYRLKNNIPN 

EGLSMAVVVQ KMVNSRVAGV AITMNPSNGD RSKITIDSSW GVGEMVVSGE VTPDNILLDK 

ITLQVVSEHI GSKHAELIPD ATSGSLVEKP VDEERANRRS LTDEEMLAVA QMAKRAEKHY 

KCPQDIEWAL DADLPDGENL LLLQSRPETI HSNGVKKETP TPQAAKTIGT FDFSSITVAM 
TGTK 



> RXA00686 (1-804, translated) 268 residues 

MAGGNREPGR TVTSKVIAVL GAFEHTMRPL GVTEIAELAD LPPSTTHRLV SELTEGGLLS 
KKSDGRYQLG LRIWELAQNT GRQLRDTARP FIQELYSLTS ETAQLVVRDK DEALLIDRAY 
GTKKIPRSAR VGGRLPLNST AVGKILLAFD EPWVKQSYLK LPLNASTPKT IVNPDVLAAQ 
LKQIHSQGFA ITHDEQRIGG AS1AVPVWHT GKLGAALGLV VPTAQAANLE RYLPILQATS 
QRITKATALI PLDTLLASHK NAERKGDT 
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> RXA00700 (1-804, translated) 268 residues 

MINAITLKPK TFLTLSFLAV LSIVIFFWPL IVNPESFLSD KAQAPLYIAI VIPLVLAAVI 
AEISENGFDV KAVAMLGVLT AMVAVVRPFG AGAAGFEAVF FVLILGGRAF GPGFGFILGN 
TGLFASALLT AGIGPWLPYQ MLAAAWVSFG AGLLPQVRGK KEMLIIVLYA IVSSLGYGTM 
MNMSFWPYAI GVTSGLSFTP GAPVLENLHT FMLFCLTTSM GWDLGRAFFT SVLLLLTAKP 
VLGALRRASR RAAFGVERDF GEAGVPRV 



> RXA00703 {1-2286, t: 
MTTPPTEISN VNPTANEFDD 
IDCPGCAWPE PSTANLGVVE 
KRGRITEPMF YDRSSGDDHY 
QLLARRLGTN NLPDCGNMCH 
PRALTAFKEL KENGGKILAL 
AFFQALNKEL IRRDALDHAF 
VEKSDTVVVS WTLGVTQHKN 
GIWEKMPEAF LAALENEFGF 
VVEKGMESNE LTVHLSTKPN 
HASTGKRTAN KDLNLKSECD 
RRIDNPGGFL LPNGPRERIF 
GLDDRYRGVR NGRRVVFVNP 
CVTTYFPEAN VLVPLDSVAE 



-anslated) 762 residue: 
PDVGRRITSA AGVPGVLHAL 
FCENGAKAVA EETTPDRAGK 
RPISWDRAFA I IASKLREIE 
ESTGTALGET LGLGKGSVVM 
NPMPETGLMK FREPQSVKGA 
LDKFCSGVDE TIEHLKSLDD 
AVYTIREMVN FLLLTGNIGK 
DVPRKHGFDT VNSLRAMREG 
GSQAWPGEQS LILPVIARTD 
I IGTIGKQTF GDAFWQ-PMID 
NTSNGKAQLT VNETNVIELP 
QDCKQRGLKD GDIVDIVSVF 
KSNTPVSKSV VVRLEATGRT 



QHAVPNRALL PLLTMNKPGG 
EFWAEHSIYD LREKTDHWLG 
PDEAVFYTSG RAPNEPAYML 
EDFYNTDLLI SVGQNPGTNH 
LSISDKLADE YLQIRLDGDR 
EVLLKGCGLT AAE I NKAADM 
PGAGTAPLRG HSNVQGDRTM 
KTKFFLSLGG NLVRVSSDTS 
KDVQKSGVQR VTVEDSAGAV 
NYDVVRDHIE ATIPGFHDFN 
KDYLLMNTVR SHDQYNSTIY 
DDGERRAPNF RVVEYDTARD 
AS 



> RXA00705 (1-885, translated) 295 residues 

PRVVSTDEQV FVNTRPDTVA VEEPLEIRVN GTALTTTMRT PGHDIELVHG LLLSEGLITD 

ASEVFTARYC AGAVGPDNQN TYNVLELDVI PKDN PARDPV QNPSHNPEGS QHEALHIPTF 

QPVRELNLVA AQRNVLTTSA CGVCGTTSIE QLMNKKGWPI TPITPDPRMI VSLPDKLKSK 

QKIFDKTGGV HAAGLATLDG EMLIIREDVG RHNAADKVIG NMLMAGKLPL ENTILVMSSR 

ASFELVQKAA MAGISGVIAV GAATSLAIEA AQDSGIFLAG FVRGNKFNHY AGELG 



> RXA00782 (1-882, translated) 294 residues 
MSIFLNSDSR IIIQGITGSE GSEHARRILA SGAKLVGGTN 
VKEAMEETGA DVTVIFVPPA FAKAAI IEAI DAHIPLCVII 
HTRIIGPNCP GIITPGESLA GITPANIAGS GPIGLISKSG 
IGGDPI IGTT HIDALEAFEA DPETKAI VMI GEIGGDAEER 
TAPEGKTMGH AGAIVTGSEG TARAKKHALE AVGVRVGTTP 



PRKAGQTILI NDTELPVFGT 
TEGI PVRDAS EAWAYAKKVG 
TLTYQMMYEL SDIGISTAIG 
AADFISKHVT KPVVGY VAG F 
SETAKLMREV VAAL 



> RXA00783 (1-1272, translated) 424 residues 

LKHLLLREDF VKDAEGSKHG PEMELAVDLF EYQARDLFET HGVPVLKGIV ASTPEAARKA 
AEEIGGLTVV KAQVKVGGRG KAGGVRVAPT SAQAFDAADA ILGMDIKGHT VNQVMVAQGA 
DIAEEYYFSI LLDRANRSYL AMCSVEGGME IEILAKEKPE ALAKVEVDPL TGIDEDKARE 
IVTAAGFETE VAEKVIPVLI KIWQVYYEEE ATLVEVNPLV LTDDGDVIAL DGKITLDDNA 
DFRHDNRGAL AESAGGLDIL ELKAKKNDLN YVKLDGSVGI IGNGAGLVMS TLDIVAAAGE 
RHGGQRPANF LDIGGGASAE SMAAGLDVIL GDSQVRSVFV NVFGGITACD VVAKGIVGAL 
DVLGDQATKP LVVRLDGNNV VEGRRILAEY NHPLVTVVEG MDAAADHAAH LANLAQHGQF 
ATAN 



> RXA00794 (1-1005, translated) 335 residues 

MNLKNPETPD RNLAMELVRV T E AAA LAS GR WVGRGMKNEG DGAAVDAMRQ LINSVTMKGV 
VVIGEGEKDE APMLYNGEEV GTGFGPEVDI AVDPVDGTTL MAEGRPNAIS ILAAAERGTM 
YDPSSVFYMK KIAVGPEAAG KIDIEAPVAH NINAVAKSKG INPSDVTVVV LDRPRHIELI 
ADIRRAGAKV RLISDGDVAG AVAAAQDSNS VDIMMGTGGT PEGIITACAM KCMGGEIQGI 
LAPMNDFERQ KAHDAGLVLD QVLHTNDLVS SDNCYFVATG VTNGDMLRGV SYRANGATTR 
SLVMRAKSGT IRHIESVHQL SKLQEYSVVD YTTAT 



> RXA00799 (1-1584, translated) 528 residues 

LQFRDLDGDG VLAPYEDWRL TPAERAADLV KRMNVEEKAG LMI IGSHYPG YSPLAPESEG 
KDAEKCEPLL NPVDMWREDN PITGVPFTEP VLATSSTENA INLRNQRYLI VRDNLPARGL 
ATWTNAVQEV AERSRLGIPV AFASNPRNHV ALVAQFGVNE SAGVFSEWPG ELGLAALRDA 
ELMETFGTEA AKEWRAGGVH KLYGYMADLA SEPRWSRFNG TFGEDPELIS DYIAAVVRGL 
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QGPELSKNSV STTIKHFPGG GVRLDGHDPH FHWGQTNEYP TEDALGKYHL PPFQAAIDAG 

CASIMPYYAR PMNNSANQLD QQLWQNPTTQ FEEVAFAYNR TFIQDLLRDA MGHRGYVNSD 

SGVIDAMMWG VEELSEPERF AAAVRAGTDI FSDMANPRRL LEAVAEGHLD ESELNQPVQR 

LLEEIFQLGL FENPYVSEDE AEKIIGAPEV SALGNKAQLD SVTLLRNNPI RAATGSCSKP 

EDLPIGYWPY QDRRGSTTAG SSHSRRTPRG NLGVFRVRSR SCNRVGSP 

> RXA00800 (1-1104, translated) 368 residues 

MSTVVPGIVA LSKGAPVEKV NVVVPDPGAN DVIVKIQACG VCHTDLAYRD GDISDEFPYL 

LGHEAAGIVE EVGESVTHVE VGDFVILNWR AVCGECRACK KGEPKYCFNT HNASKKMTLE 

DGTELSPALG IGAFLEKTLV HEGQCTKVNP EEDPAAAGLL GCGIMAGLGA AVNTGDIKRG 

ESVAVFGLGG VGMAAIAGAK IAGASKIIAV DIDEKKLEWA KEFGATHTIN SSGLGGEGDA 

SEVVAKVREL TDGFGTDVSI DAVGIMPTWQ QAFYSRDHAG RMVMVGVPNL TSRVDVPAID 

FYGRGGSVRP AWYGDCLPER DFPTYVDLHL QGRFPLDKFV SERIGLDDVE EAFNTMKAGD 
VLRSVVEI 



> RXA00825 
MRTVVTGGAG 
DFNEFLGTHK 
SGGS1YGEPS 
QDPHGEAGVV 
GTSVETSDRQ 
VAKTVEYFRT 



(1-933, translated) 311 residues 



FIGSHLVDLL 
PEVIFHLAAQ 
EFPVDETVPV 
AIFALRLLGG 
LHTLVATAAG 
H 



IKEGHEVVVI 
IDVRHSVVDP 
DPHSPYAASK 
LDTKVFGDGG 
SKDDPEYAPA 



DNLSRGRLEN 
LHDAETNILS 
VSGEI YLNTF 
NTRDYVYVGD 
RLGDVPRSAL 



LSDAEATGKL 
TIRIADAARQ 
RHLYGLDCSH 
VVRAFYLASG 
SFGKAKEVLG 



TFVEADLLDV 
HGVRKVVFTS 
IAPANVYGPR 
EIGGGERFNI 
WEPEVNIEQG 



> RXA00871 (1-864, translated) 288 residues 

MRWFHKKGEL ARDGWQSVVD ATTPGWEYTG IRIAELGSGE SLELNDTGVE RIFIPLQGSF 

DVAHHGQVTH LHGRKSVFDG PTDVLYLPTG QTATLSGQGR VAVAEAPTQE PKEWKYIAPA 

ETPVELRGAG RSSRQVHNFG T PEAL DAARL IVCEVITPGE NWSSYPPHKH DEHIPGHESK 

LEEIYYFESA PSRVGGRAEA AEGAFGMFST YSSPAGEIDI NAMVYSGDIA LVPFGYHGPA 
VAAPGYDLYY LNVMAGPDPE RIWLINDDPA HAWVRDTWTG QAFDDRLP 



> RXA00872 (1-522, translated) 174 residues 

MTNLTSTHEV LAIGRLGVDI YPLQSGVGLA DVQSFGKYLG GSAANVSVAA ARHGHNSALL 

SRVGNDPFGE YLLAELERLG VDNQYVATDQ TFKTPVTFCE IFPPDDFPLY FYREPKAPDL 

NIESADVSLD DVREADILWF TLTGFSEEPS RGTHREILTT RANRRHTIFD LDYR 



> RXA00879 (1-2100, t: 
LNELADLYGV ATSYTDYKGA 
REFTRPLPPS WAVE G D E L V 
RWGEASFKIP GDLPLGWHKL 
VRSTLSWGMG DFNDLGNLAS 
YIRVEDI PEF NQLEIDLRDD 
SEREANFVSF VQREGQGLID 
LAAAQKRAVD AGMSIGIMAD 
QPPWHPVRLA EEGYIPWRNL 
HNALVGILAL EAELAGAWI 
EEYRPLALTT VTTHDLPPTA 
SANALPAREY VGLERDQRGE 
RDMYPNWCIP LCDSEGNSVL 



-anslated) 700 residue; 
HIEVSDDTLV KILRALGVNL 
FPVHVHDGSP ADVHIELEDG 
HLKSNERSAE CGLI ITPARL 
VVAQDGADFL LINPMHAAEP 
IAEMAAEFRE RNLTSDI IER 
FAT WCADRE T AQSESVHGTE 
LAVGVHPGGA DAQNLSHVLA 
LRTVLRHSGG IRVDHVLGLF 
GEDLGTFEPW VQDALAQRGI 
GYLEGEHIAL RERLGVLNTD 
LAELLEGLHT FVAKTPSALT 
IESLRENELY HRVAKASKRD 



DTSNLPNDDA IQRQIALFHD 
TQRDVSQVEN WTAPREIDGI 
STADKYLDSP RSGVMAQIYS 
LPPTEDSPYL PTTRRFINPI 
NDVYAAKLQV LRAIFEMPRS 
PDRDELTMFY MWLQWLCDEQ 
PDASVGAPPD GYNQQGQDWS 
RLFVMPRMQS PATGTYIRFD 
MGTSILWFEH SPSQPGPRRQ 
PAAELAEDLQ WQAEILDVAA 
CVCLVDMVGE KRAQNQPGTT 



> RXA00909 (1-855, translated) 285 residues 

VLILFLALTA AAVVAPILIR TLGRPAFGLL ALVPGIGFFW VLSEFIKGTF KDGGELLLHY 
AWMPSAHLNI DFRMDSLAAL FSLI VLGVGA LVLLYCWGYF DSNAGRLSAF GAELVAFAMA 
MFGLVISDNI LLMYVFWEIT SVLSFLLVGY YGERASSRRS AGQALMVTTL GGLAMLVGI I 
LMGTQTGVWR FSEIPAYSSS WADVPYISAA AALILAGALS KSAIAPTHFW LPGAMAAPTP 
VSAYLHSAAM VKAGI YLVAR LSPDLNVVGS WYLIIIPLGM LTMLM 



> RXA00910 (1-1257, translated) 419 residues 

YVGFEVLLVA SYVLLTLGAS PARVRSGVGY VMVSMASSMV FLFGLAMVYA SVGTLNMAHV 
GLRMEDVPSG TRSAIFAVLL VAFGIKAAVF PLDSWLPDSY PTAPSLVTAV FAGLLTKVGV 
YSIIRARSII FTDGSLDTML MWVALATMLI GILGAMAQND IKRLLSFTLV SHIGYMIFGV 
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ALGSAQGLSG AIFYAIHHIL 
PAINLGGIPP FSGFLGKIML 
DRKDAPDGAT ALARPAPLVD 
LSSITGRAAE SAQDVNIYRA 



VQTSLFLVVG LVERQAGSSS 
IEAGAEDGSW LAWVL I AGAV 
VQDEVAVKDR NDVGRMPWGM 
AVLGPNYLDP SRTLEMERYD 



LRRLGSLAYI SPLLAILYFI 
VTSLLTLYTM VLVWSKAFWR 
VFSTALLVSA SLAVS VLAGP 
ANRDDINHRV DTNGTEDQP 



> RXA00913 (1-2118, t: 
IISVVGIGTR EALLAGLALT 
AVAAVSAASM AGIPPLFGFI 
FLYEAFATKH SKFPEANGVS 
HLDNVTPSLD DVHTKLALWH 
TAYDAILDAL RVLSHRLTAS 
PIQGFIAAII IVVAIVATTM 
MVVFMLVLRK MPTEVAWKAE 
LAYEIGHGAN TVNVLLVDLR 
GRRWLAAAVD TERAQNRSLM 
FALRYLAGGR EELEEALPID 
GEIHIASALL FDLGVYLI VI 
ATVGARRSNE KSTRQMPTIR 



•anslateci) 706 residue; 
VAHSLFKATL FMTVGAIDHT 
AKETALDTVL NEQMLHGMPG 
PAVEAMHPVK FKLWIAPVIL 
GLNLPLLLSV VIIISGFIIF 
TQRGSLTLNV GVIFFVLTIV 
DNRLSALILV GVTGYGIAVI 
PKQSRVRAWL AGATGLSVVI 
GFDTFGEISV LVIAATGIAS 
VDVATRILFP AMIMLSVYFF 
AGRILGTGLF VSATAVLWPM 
GLTMHILNSL GGQLDRDEEM 
PPGADTESVE QNGENQTSIS 



TGTRDIRKLS GLWRKQPILF 
RLMLAGIVLG SIFTMAYSCY 
AILTVVFGVF PKPVSEAIVT 
WERDTVERLR PNTAAFGSAD 
PLIALITGEQ SDVRMELWDS 
FALHGAPDLA LTQVLVETIV 
VTIFAMNART TEPISVYMQD 
LVYRNRSFRK DSRRPTLATT 
FAGHNAPGGG FAGGLVASLA 
VLLGEPPLTS HIWDLTLPLI 
RKQRARDRAR RLARNQRREA 
TKRLKQ 



> RXA00945 (1-972, translated) 324 residues 

MLERLKRLDP LIVLIVLAVI VAIIIPVRGV AADWFDVAVK IAIALLFFLY GARLSTQEAL 

NGLKHWRLHL TILAITFGIF PLIGIGLEPM TAFVSEDIYR GILFLTLVPS TVQSSVAFTS 

IAKGNVAGAI VSASLSNLAG VFLTPLLVML IMSAGGGVHV DSQVFLDIAI QLLLPFILGQ 

VCRRWVKNFA ANKATKIVDR GSIAMVVYSA FSAGMVAGIW STVSVLEIIY LI VFAILLVM 

AMLWFTLFMA TRLGFNRADS IAIQFCGTKK SLATGLPMAA VIFGGANIGL LILPLMIFHQ 

VQLMICAWLA ARYGRDAQEQ KANA 



> RXA00965 (1-723, translated) 24 
MTTFHDLPLE ERLTLARLGT SHYSRQLSLV 
CNLMHWANTG EETPMYVSPE ARNEEIAYGS 
SHEVLTAQGR TVPASETLWM RSREVWIHAV 
GAGEGLVLLD EPSSTRYPAA PGQDEVVVSG 



1 residues 

DNAEFGEHSL LEGWTRSHLI AHVAYNAIAL 
TLNPDALRNL HEHSVARLDV AWRETSEDAW 
DLGAVATFGD IPEVILRTLA AEITQKWTSQ 
SLAGI VRYAA GRGSDGVTSS TGEVPEPPRW 



> RXA00999 (1-1437, translated) 479 residues 

MTNGDNLAQI GVVGLAVMGS NLARN FARNG NTVAVYNRST DKTDKLIADH GSEGNFIPSA 
TVEEFVASLE KPRRAI IMVQ AGNATDAVIN QLADAMDEGD IIIDGGNALY TDTIRREKEI 
SARGLHFVGA GISGGEEGAL NGPSIMPGGP AKSYESLGPL LESIAANVDG TPCVTHIGPD 
GAGHFVKMVH NGIEYADMQV IGEAYHLLRY AAGMQPAEIA EVFKEWNAGD LDSYLIEITA 
EVLSQVDAET GKPLIDVIVD AAGQKGTGRW TVKAALDLGI ATTGIGEAVF ARAL S GAT SQ 
RAAAQGNLPA GVLTDLEALG VDKAQFVEDV RRALYASKLV AYAQGFDEIK AGSDENNWDV 
DPRDLATIWR GGCIIRAKFL NRIVEAY DAN AELESLLLDP YFKSELGDLI DSWRRVIVTA 
TQLGLPI PVF ASSLSYYDSL RAERL PAAL I QGQRDFFGAH TYKRIDKDGS FHTEWSGDR 



> RXA01015 (1-342, translated) 114 residues 

MRVYLGADHA GFETKNAIAE HLKAHGHEVI DCGAHTYDAE DDYPAFCIEA ASRTVNDPGS 
LGIVLGGSGN GEQIAANKVK GARCALAWSV ETARLAREHN NANLIGIGGR MHSE 



> RXA01025 (1-915, translated) 305 residues 

VVSVSVMGAG SWGTTLAKVF SDAGNAVTLW ARREELASTI RDSHENRDYL PGITLPESLQ 

VTSSATEALE GAAIVVLAIP SQALRGNLAE WKETI PQDAT LVSLAKGIEK GTHLRMSEVI 
AEVTEADPSR IAVLSGPNLA REIAEGQPAA TVIACPDENR AKLVQAAVAA PYFRPYTNTD 

VVGTEIGGAC KNVIALACGI SHGYGLGENT NASLITRGLA EIARLGATLG ADAKTFSGLA 

GMGDLVATCS SPLSRNRSFG ERLGQGESLE KAREATNGQV AEGVISSQSI FDLATKLGVE 
MPITQ 



> RXA01048 (1-288, translated) 96 residues 

RSDLPNQINN VLAFPGI FAG ALAAKAKKIT PEMKLAAQRQ SQTSQLRTSR SAASCLPPWI 
PALPQQSRQL SRPSPKRKTL KNLLI DASLP VEAPIF 
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> RXA01049 (1-1011, translated) 337 residues 

VVKTEFEKEF NKAKYVMTIG EYVYFKLAGI TGMATSIAAW SGILDAHTGE LDLTILEHIG 

VDPALFGEIR NPDEPATDAK VVDKKWKHLE EIPWFHAIPD GWPSNIGPGA VDSKTVAVAA 

ATSGAMRV1L PSVPEQIPSG LWCYRVSRDQ CIVGGALNDV GRAVTWLERT IIKPENLDEV 

LIREPLEGTP AVLPFFSGER SIGWAASAQA TITNIQEQTG PEHLWRGVFE ALALSYQRVW 

EHMGKAGAAP ERVIASGRVS TDHPEFLAML SDALDTPVIP LEMKRATLRG TALIVLEQLE 

PGGTRATPPF GTTHQPRFAH HYSKARELFD ALYLKLV 

> RXA01050 (1-474, translated) 158 residues 

MGSIPTMSIP FDDSRGPYVL AMDIGSTASR GGLYDASGCP IKGTKQRESH EFTTGEGVST 

IDADQVVSEI TSVINGILNA ADHHNIKDQI AAVALDSFAS SLILVDGEGN ALTPCITYAD 

SRSAQYVEQL RAEIDEKAYH GRTGVCLHTS YHPSRLLW 



> RXA01077 (1-1371, translated) 457 residues 

MTESQDLAAF VEAAKLNDAS PEAVEQLKIR VLDTVGVAIG ALDAEPIVAI RGLLEDLGGT 
EQSTLIGGGK TSPERAAFFN SALSRYLDFM DAYLAKGETN HPSDNFGAVL AAAE SVGAS G 
KDLLTAFAVA YQVHTRLSDV APVRAKGFDH TTQGAFAAGA SAAKALGLPA DQIANALAIA 
GTANVALRVT RTGNLSHWKG LAYPHVSKEG T WAAL LAS RG ITGPEEVFEG NKGFKESVSG 
PFEI DWSKED LESVKRTI IK KHNAEIHSQS ALDAAQEIRA QEGFNVDNIE KIHLTTFDVA 
YSIIGGGEEG DKQLIRTKEE ADHSLPWMLA VVLLDGQLNP EQYEPSRIVA DDVQTLMKKI 
EITPSDEFSD RFPDHMPADL EVTLNDGSVF KASQDSYLGF HDNPLDWDNA RKKFDALVTP 
FTGEELREEI ATI IHELDSR QVSELTEALA KVSTTRS 



> RXA01089 (1-750, translated) 250 residues 

LSRFAANLSL TFTELDFLDR FDAASKHAFS AVEFQYPYDF DVQEIKQRAD SAGLPIELFN 
APPGDTFGLA ALASPEDFQQ SIEQAITYAT VLKPKKMHVM AGIADVTSET TARYVENIRW 
AAQQLDKLDV VVVIEPINHY SVPGYFLHTL EQAYWLIDSI AHPNVKILFD TFHLQQIHGN 
LTRRLREVHG AGLLGHVQVA SVPDRHEPGT GEVNAAYIFQ LLSELGYDGV I AGE YH PAGE 
TTAGLGWLEL 



> RXA01093 (1-1431, translated) 477 residues 

MGVDRRTKIV CTLGPAVASA DGILRLVEDG MDVARLNFSH GDHPDHEQNY KWVREAAEKT 
GRAVGILADL QGPKIRLGRF TDGATVWENG ETIRITVDDV EGTHDRVSTT YKNLAKDAKP 
GDRLLVDDGK VGLVCVSVEG NDVICEVVEG GPVSNNKGVS LPGMDISVPA LSEKDIRDLR 
FALKLGVDFI ALSFVRSPAD AELVHKIMDE EGRRVPVIAK LEKPEAVTSL EPIVLAFDAV 
MVARGDLGVE VPLEEVPLVQ KRAIQIAREN AKPVIVATQM LDSMIENSRP T RAE AS D VAN 
AVL DGADAVM LSGETSVGKD PHNVVRTMSR IVRFAETDGR VPDLTHIPRT KRGVISYSAR 
DIAERLNARA LVAFTTSGDT AKRVARLHSH LPLLVFTPNE AVRSELALTW GATTFLCPPV 
SDTDDMMREV DRALLAMPEY NKGDMMVVVA GSPPGVTGNT NMIHVHLLGD DTRIAKL 



> RXA01099 (1-825, translated) 275 residues 

MDARGMLAIA EAVVDDAEAL FMQGFGAAPA HMKSPGDFAT EVDMAIESHM RSMLNMMTGI 
AVI GEEGGGA TSGTRWVIDP IDGTANFAAS NPMSAILVSL LVDDQPVLGI TSMPMLGKRL 
TAFEGSPLMI NGEPQEPLQE QSSLVSHIGF SSMASPRNTA FPVELRRDLL TELTESYLRP 
RITGSVGVDL AFTAQGIFGA CVSFSPHVWD NSAGVMLMRA AGAQVTDTEG HPWAPGRGVV 
AGTKRAHDVL LSKIEKVRLM HADAGNDQSL NEEYK 



> RXA01111 (1-447, translated) 149 residues 

MTSTIEHSYQ VWPGHAYPLG STYDGAGTNF ALFSDVAERV ELCLLDADNN ETRIPLEERD 

AHIWHCYLPG VQPGQRYGFR VHGPWNPDEG KRCDANKLLV DPYARAFDGD FDGHPSLFSY 

DITNPNDPNG RNTEDSIDHT MKSVVVNPF 



> RXA01130 (1-303, translated) 101 residues 

VGALTGLERV EKITRINGRG LDLRAEGLNL FLQYTDAPGA LGTVGTKLGA AGINIEAAAL 
TQAEKGDGAV LILRVESAVS EELEAEINAE LGATSFQVDL D 



> RXA01133 (1-549, translated) 183 residues 

VSQNGRPVVL IADKLAQSTV DALGDAVEVR WVDGPNRPEL LDAVKEADAL LVRSATTVDA 
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EVIAAAPNLK I VGRAGVGLD NVDIPAATEA GVMVANAPTS NIHSACEHAI SLLLSTARQI 
LLLMRRCVRA SGSGLLSTVW KFSEKLSVSS VLATLVSCLL SVLLRLRPPL LLTILTLTLL 
RAG 



> RXA01193 (1-741, translated) 247 residues 

MRVALSGLTM AEYFRDVQNQ DVLLFI DNIF RFTQAGSEVS TLLGRMPSAV GYQPTLADEM 
GVLQERITST KGRSITSLQA VYVPADDYTD PAPATTFAHL DATTELDRSI ASKGIYPAVN 
PLTSTSRILE PAIVGERHYE VSQRVIGILQ KNKELQDIIA ILGMDELSEE DKITVARARR 
IERFLGQNFF VAEKFTGLPG SYVPLTDTVD AFERICNGDF DHYPEQAFNG LGGLDDVEAA 
YKKLTGK 



> RXA01194 (1-372, translated) 124 residues 

MAEITVELVS VERMLWAGQA SIVTAQTTEG EIGVLPDHEP LLGQLVENGV VTIQPIDGEK 
LIAGVSDGFL SVSKEKVTIL ADFAVWANEV DTASAEADLN S DDELAKAHA EAGLRAVRRS 
SEGL 



> RXA01200 (1-609, translated) 203 residues 

GCLRWKSEPS VLEVLKDAAE QTWSTPREFR AGLVQLGRRA LLRSAEKQGQ LGQVEDELFR 

LSRILDRESK LTQLLSDRTQ E1GGRRDLLA KVLYGKVTAV TEALALQAIG RPEHNPIDDI 

AALAGAVAEL QGRSVAHVVT AVELNEGQQQ ALAEKLGRIY GRAMS IHSEV DTSLLGGMII 

RVGDEVIDGS TSGKLERLRA SFA 



> RXA01201 (1-1641, translated) 547 residues 

MAELTISSDE IRSAIANYTS SYSAEASREE VGVVISAADG IAQVSGLPSV MANELLEFPG 

GVIGVAQNLE ADRVGVVVLG NYELLKEGDQ VRRTGDVLSI PVGEAFLGRV INPLGQPIDG 

LGEIASEEDR VLELQAPTVL ERQPVEEPLA TGIKAIDAMT PIGRGQRQLI IGDRKTGKTA 

VCVDTILNQK ANWETGDKTK QVRCIYVAIG QKGSTIAALR KTLEEQGALE YTTIVAAPAS 

DAAGFKWLAP FAGAALAQHW MYQGNHVLVI YDDLTKQAEA YRAISLLLRR PPGREAYPGD 

VFYLHSRLLE RAAKLSDELG AGSITALPII ETKANDVSAF IPTNVISITD GQVFLESDLF 

NRGVRPAINV GVSVSRVGGA AQTKGMKKVA GSLRLDLAAF RDLEAFAT FA SDLDAASKSQ 

LERGQRLVQL LIQSENAPQA VEYQIISLWL AGEGAFDNVP VEDVRRFESE LHEYLGSNAA 

QVYEQIAGGA QLSDESKETL LKATEDFKSA FQTTDGTPVI NEPEVEAL DA GQVKKDQLTV 
SRKVSKK 



> RXA01202 (1-975, translated) 325 residues 

MATIRELRDR IRSVNSTKKI TKAQELIATS RITKAQGRVA AAAPYAEEIQ RVLERLASAS 

SLDHPMLRER EGG KRAA VL V VTSDRGMAGG YNHNVLKKAA ELEKLLAESG YEVVRYVTGK 

KGVDYYKFRA EDVAGTWTGF SQDPDWAATH NVRRHLIDGF TASSEGEAAW REGLNLPEGQ 

DIQGFDQVHV VYTEFISMLT QNPVVHQLLP VEPVIEDEIF EKGEDLLSSS GEVEPDYEFE 

PDADTLLEAL LPQYVSRRLF SIFLEAAAAE SASRRNAMKS ATDNATELVK DLSRVANQAR 
QAQITQEITE IVGGAGALAD SGESD 



> RXA01203 (1-639, translated) 213 residues 

MTTALEEQNA QQAATAGRVV RVIGAVVDVE FPRGELPALY NALTVEVTLE SVKKTVVLEV 
AQHLGDNLIR TIAMAPTDGL VRGAAVT DT A RPISVPVGDV VKGHVFNALG DCLDDVSLNN 
NPEIERWGIH REPPSFDQLE GKTEILETGI KVIDLLTPYV KGGKIGLFGG AGVGKTVLIQ 
EMITRIAREF SGTSVFAGVG KRTREGTDLF LEM 



> RXA01204 (1-762, translated) 25 

MKGEFHAPDL DKEFFPGHVT DSGEVVNMLF 

AMRKPKLVPH GVQNFAEYAL DFVGIHIAED 

PGLNISSNSR IAFPIVMAVA GYIAFI YAGS 

FFSTFILRPV TLALRLMANF LAGHI ILVLL 

YEI1VIFLQA YIFA 



4 residues 

TDFANGWFAM DRIVLIRLLM TAVWVFFLW 

ILGKKKGRRF LPILATIFFA ALLMNLATI I 

KRYGFFKYVK SSVVIPNIPP ALHVLVVPIE 

FFATNFFFFQ FNGWTAMSGV TILMAVLFTV 



> RXA01216 (1-1101, translated) 367 residues 

TDHTLSALLD AHVEVPTAVT VLTMRLDDPT GYGRIVRNEE GEVTAIVEQK DASAEVQAID 

EVNSGVFAFD AAI LRSALAE LKSDNAQGEL YLTDVLGIAR GEGHPVRAHT AAD ARE L AG V 

NDRVQLAEAG AELNRRTVIA AMRGGATIVD PATTWIDVEV SIGRDVIIHP GTQLKGETV1 

GDRVEVGPDT TLTNMTIGDG ASVIRTHGFD STIGENATVG PFTYIRPGTT LGPEGKLGGF 
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VETKKATIGR GSKVPHLTYV GDATIGEESN IGASSVFVNY DGENKHHTTI GSHVRTGSDT 
MFIAPVTVGD GAYSGAGTVI KDDVPPGALA VSGGRQRNIE GWVQKKRPGT AAAQAAEAAQ 
NVHNQEG 



> RXA01225 {1-1440, translated) 480 residues 

MTHNHKDWND RIAVAEEMVP LIGRLHRNNN VVVSVFGRLL VNVSDIDIIK SHRYARHIIS 

KELPLESSLD ILRELVDMNL GTASIDLGQL AYSFEESEST DLRAFLEDAL APVIGAETDI 

NPTDIVLYGF GRIGRLLARI LVSREALYDG ARLRAIVVRK NGEEDLVKRA SLLRRDSVHG 

GFDGTITTDY DNNIIWANGT PIKVIYSNDP ATIDYTEYGI NDAWVDNTG RWRDREGLSQ 

HLKSKGVAKV VLTAPGKGDL KNIVYGINHT DITADDQIVS AASCTTNAIT PVLKVINDRY 

GVEFGHVETV HSFTNDQNLI DNFHKGSRRG RAAGLNMVLT ETGAAKAVSK ALPELEGKLT 

GNAIRVPTPD VSMAVLNLTL NTEVDRDEVN EFLRRVSLHS DLRQQIDWIR SPEVVSTDFV 

GTTHAGIVDG LATIATGRHL VLYVWYDNEF GYSNQVIRIV EEIAGVRPRV YPERRQPAVL 



> RXA01227 (1-321, translated) 107 residues 

MTYTIAQPCV DVLDRACVEE CPVDCIYEGK RMLYIHPDEC VDCGACEPVC PVEA1FYEDD 
VPHEWWDYTG ANAAFFDDLG SPGGAASLGP QDFDAQLVAV LPPQNQN 



> RXA01242 {1-777, translated) 259 residues 

MYAEERRRQI ASLTAVEGRV NVTELAGRFD VTAETIRRDL AVLDREGIVH RVHGGAVATQ 
SFQTTELSLD TRFRSASSAK YSIAKAAMQF LPAEHGGLFL DAGTTVTALA DL1SEHPSSK 
QWSIVTNCLP IALNLANAGL DDVQLLGGSV RAITQAVVGD TALRTLALMR ADVVFIGTNA 
LTLDHGLSTA DSQEAAMKSA MITNAHKVVV LCDSTKMGTD YLVSFGAISD IDVWTDAGA 
PASFVEQLRE RDVEVVIAE 



> RXA01243 (1-960, translated) 320 residues 

MILTVTASPY LLSTNELDGT IEIGEANKIR QVSTVAGGFG TGVAATLFYG GNETFAVFPA 

PEISHYMRLV TFAGLPHEII PVAGPIPMHL TMRDAEGNET KFKDSPMPLD VSQLAILRDL 

VVRRAE DAAW VLLGGNLPSI APAAWFVDVV RSLRLYHPHV KVAIAATGAA LRAVIRQLAA 

TSPDALIVAA EEIEIATGLE PKTLRGPWVE GDLSPTVAAA RALIDSGVTE VLVTNKRTES 

LYVSESESLL ASYDSTPGKQ GVNWRESFTA GFLAASNDGK STEDSVINAV AYANAEGSEW 
DNYI PTPDKL RAEHVVIKSL 



> RXA01259 (1-858, translated) 286 residues 

MGTRFLPATK TIPKELLPVV DTPGIELVAK EAADLGATRL AIITAPNKDG ILKHFEEFPE 

LEATLEARGK TDQLNKVRAA RELIATVPVV QEKPLGLGHA VGLAESVLDD DEDVVAVMLP 

DDLVLPFGVT ERMAEVRAKF GGSVLAAIEV AEDEVSNYGV FKLGELDAES ESEGIRRVVG 

MVEKPAPEDA PSRFAATGRY LLDRAI FDAL RRIEPGAGGE LQLTDAIALL IEEGHPVHIV 

VHEGKRHDLG NPAGYIPAVV YFGLRHAEYG SKIHRAVKEI LAEFES 



> RXA012 62 
MKIAVAGLGY 
LTATTDAEAA 
VGFTSELRIK 
KPPILLTDST 
YNNPSFGYGG 
YRLVMKSGSD 
I I IANRPTDE 



(1-1161, translated) 
VGLSNAALLS KNHKVVAVDI 
YKGADFIVIA TPTNYDPESN 
HPEASIIFSP EFLREGRAFY 
EAEAIKLFSN TYLALRVAFF 
YCLPKDTKQL LANYKDVPQN 
NFRSSSIQGV MKRIKAKGIE 
LSDVPEKVYT RDIFQRD 



387 residues 
DEERVKLVQE 
FFDTSSVESV 
DNLYPSRVVV 
NELDTYASVR 
LISAVVQANK 
IVVFEPNLGE 



FRSPIVDSDL 
IEIVLKVSPG 
GDRSPLGEEF 
SLDTKQIIEG 
TRKDFIAEDI 
ETFYNSK1LN 



EEYLSTKPQN 
STIVIKSTIP 
ATLLAEGAKE 
VGLDPRIGSH 
LSKSPTVVGI 
DIEEFKDYCD 



> RXA01311 (1-747, translated) 249 residues 

MKLTLEIWRQ AGPTAEGKFE TVQVDDAVAQ MSILELLDHV NNKFIEEGKE PFAFASDCRE 

GICGTCGLLV NGRPHGADQN KPACAQRLVS YKEGDTLKIE PLRSAAYPVI KDMVVDRSAL 

DRVMEQGGYV TINAGTAPDA DTLHVNHETA ELALDHAACI GCGACVAACP NGAAHLFTGA 

KLVHLSLLPL GKEERGLRAR KMVDEMETNF GHCSLYGECA DVCPAGIPLT AVAAVTKERA 
RAAFRGKDD 



> RXA01312 (1-1077, translated) 359 residues 

ESLRNDGRIW SPKEPNDNRD PNTIPEDERD YFLERRYPAF GNLVPRDVAS RAISQQINAG 
LGVGPLNNAA YLDFRDATER LGQDTIRERY SNLFTMYEEA IGEDPYSSPM RIAPTCHFTM 
GGLWTDFISiEM TSLPGLFCAG EASWTYHGAN RLGANSLLSA SVDGWFTLPF TIPNYLGPLL 
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GSERLSEDAP EAQAAIARAQ 
NVEDLQDGIN KIRALRDDFW 
ESCGAHFRDD HLSEDGEAQR 



ARIDRLMGNR PEWVGDNVHG 
KNMRITGSTD EMNQVLEYAA 
DDQNWCFVSA WEPGENGTFV 



PEYYHRQLGD ILYFSCGVSR 
RVADYIDLGE LMCVDALDRD 
CHAEPLFFES VPLQTRNYK 



> RXA01325 (1-672, translated) 224 residues 

MDMTISRSTM AQILDYTLLG PEVTNSELAA FIDSAIELGV GTICVPNSMV NLTAKAQEAG 
IRVATVAGFP HGKTPALVKA AEARLAVQSG ASEVDVVLDI AVVKEGDANR LLQEIVAIRE 
AVPSPVVLKF 1LETAVVSDE AIVTAVNALI AAGADFAKTS TGFHPAGGAT VEAVRVMASA 
SRGRVGIKAA GGVKTWEDAV AFVEAGATRI GTSNAGA1LE GAPE 



> RXA01332 (1-549, translated) 183 residues 

AARAAAAAED APGAQAFTRI EDAIAADAVD AVLIAVPGQF HEPVLVPALE AGLPILCEKP 
LTPDSESSLR IVELEQKLDK PHIQVGFMRR FDPEYNNLRK LVESGEAGEL LMLRGLHRNP 
SVGESYTQSM LITDSVVHEF DVIPWLAGSR VVSVEVKYPK TSSLAHSGLK EPILVIMELE 
NGV 



> RXA01350 (1-984, translated) 328 residues 

MNSPQNVSTK KVTVTGAAGQ ISYSLLWRIA NGEVFGTDTP VELKLLE1PQ ALGGAEGVAM 
ELLDSAFPLL RNITITADAN EAFDGANAAF LVGAKPRGKG EERADLLANN GKIFGPQGKA 
INDNAADDIR VLVVGNPANT NALIASAAAP DVPASRFNAM MRLDHNRAIS QLATKLGRGS 
AEFNNIVVWG NHSATQFPDI TYATVGGEKV TDLVDHDWYV EEFI PRVANR GAEI IEVRGK 
SSAASAASSA IDHMRDWVQG TEAWSSAAIP STGAYGI PEG IFVGLPTVSR NGEWEIVEGL 
EISDFQRARI DANAQELQAE REAVRDLL 



> RXA01365 (1-894, translated) 298 residues 

MRTRESVTAV I KAYDVRGVV GVDIDADFIS ETGAAFGRLM RSEGETTVAI GHDMRDSSPE 
LAKAFADGVT AQGLDVVHLG LTSTDELYFA SGTLKCAGAM FTASHNPAEY NGIKLCRAGA 
RPVGQDSGLA NIIDDLVEGV PAFDGESGSV SEQDLLSAYA EYLNELVDLK NIRPMKVAVD 
AANGMGGFTV PEVFKGLPLD VAPLYFELDG NFPNHEANPL EPANLVDLQK FTVETGSDIG 
LAFDGDADRC FVVDEKGQPV SPSAICAIVA ERYLEKLPGS TIIHNLITSK AVPEVIAE 



> RXA01369 (1-501, translated) 167 residues 

NEQCLGDVGV LGALLLNFYK LAPGEALYLD AANLHAYISG LGVE1MANSD NVLRGGLTSK 

YVDVPELVRV LDFNSLENAR VDVEEDGATT HYPVPINEFQ LDRVAVQGEA EANHDGPMIV 

LCTSGTVSLE AGEKTLEVAA GHAAWVPAND PTIAMRSEDA EVFLARV 



> RXA01373 (1-708, translated) 23 
MELLEGSLRT YPWGSRTLIA DLKGEESPSS 
PEEALGTRVA EAFENELPFL LKILAAGAPL 
NYRDPNHKPE LIVALTEFIA MAGFRPLRNT 
LFTTWITIPI GKRHELIDAL I SNAHTYLEA 



6 residues 

RPEAEVWFGA HPGSPSTIGG NALNEVIAAN 
SLQAHPSLEQ AREGFARENS AGIDLGAPNR 
LTIFDALACE PLDRYRSMLT VDNEEESLRA 
SDRDEDIAFV LSHI IELNEQ YPGDVG 



> RXA01377 (1-1086, translated) 362 residues 

MTLTDNSKNV DAVILVGGKG TRLRPLTVNT PKPMLPTAGH PFLTHLLARI KAAGITHVVL 

GTSFKAEVFE EYFGDGSEMG LEIEYVVEDQ PLGTGGGIRN VYDKLRHDTA IVFNGDVLSG 

ADLNSILDTH REKDADLTMH LVRVANPRAF GCVPTDEDGR VSEFLEKTED PPTDQINAGC 

YVFKKELIEQ IPAGRAVSVE RETFPQLLEE GKRVFGHVDA SYWRDMGTPS DFVRGSADLV 

RGIAYSPLLE GKTGESLVDA SAGVRDGVLL LGGTVVGRGT EIGAGCRVDN TVIFDGVTIE 

PGAVIENSII SSGARIGANA HISGCIIGEG AQVGARC ELN AGMRVFPGVV IPDSGIRFSS 
DQ 



> RXA01392 (1-1077, translated) 359 residues 

VANTSSDWAG APQNASADGE FVRDTNYIDD RIVADVPAGS EPIAQEDGTF HWPVEAGRYR 

LVAARACPWA HRTVITRRLL GLENVI SLGL TGPTHDVRSW TFDLDPNHLD PVLQIPRLQD 

AYFNRFPDYP RGITVPALVE ESSKKVVTND YPSITIDFNL EWKQFHREGA PNLYPAELRE 

EMAPVMKRIF TEVNNGVYRT GFAGSQEAHN EAYKRLWVAL DWLEDRLSTR RYLMGDHITE 

ADIRLYPTLV RFDAVYHGHF KCGRNKITEM PNLWGYLRDL FQTPGFGDTT DFTEIKQHYY 

1THAEINPTR IVPVGPDLSG FATPHGREKL GGSPFAEGVT LPGPIPAGEE VKNPEPFQK 



> RXA01436 (1-1191, translated) 397 residues 
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MALALVLNSG 
ADHSEGLNLA 
APLHNPANVD 
HGTSHEFVSK 
TRSGDIDPGI 
AYNIYIHQLR 
LPNDGPRLIS 

> RXA014 68 
MTVNISYLTD 
GLDIPPERIW 
TRTYSFEAIT 
KPNPVMMRSA 
RPTHVINSIA 

> RXA01478 
MTIPGASTQT 
EHGHWSLRVP 
HCVEGEVDVE 
CHSGTFHLTA 
VRRSMLVLRA 
QAALQWRTWL 
QADVVGEVMV 
GRAMMWAGFD 
DASLLQLAQI 
FWLVEQYASS 
ARAINFEEAR 



SSSIKFQLVN 
FDLMDQHNCG 
GIDVARKILP 
RVVEILEKPT 
VFHLSRTAGM 
RYLGSYMVAL 
TDASKVKVFV 



PENSAI DEPY 
PSQLEITAVG 
DVPHVAVFDT 
EDINTITFHL 
SIDEIDNLLN 
GRVDTIVFTA 
IPTNEELAIA 



VSGLVEQIGE 
HRVVHGGILF 
GFFHSLPPAA 
GNGASMAAVQ 
KKSGVKGLSG 
GVGENAQFVR 
RYAVKFA 



PNGRIVLKIE 
SAPELITDEI 
ALYAINKDVA 
GGRAVDTSMG 
VNDFRELREM 
EDALAGLEMY 



VLTNNSI FTP 
LHTAGWILTD 
TGSVAALITA 
STVLVRSGIS 



GEKYTLETPI 
VEMIRDLIPL 
AEHGIRRYGF 
MTPLAGLVMG 
IDNNDQDAWS 
GIEIDPERNA 



RDLSARLKTS 
ANPEFVVLGE 
ATGAEPYYIG 
DDAEIRRYPF 



AMFTRLLGDR 
PDITDLVRSV 
PEMPHRPAKD 
LPHQRLYDAE 
IEALVEYGFS 
RVGNGAAEQY 
MRSEPQYFTH 
FTQCYDNTQV 
GDEYPFLICS 
AFSHIGLISA 



(1-825, translated) 275 residues 

MDGVLIKEGE I IPGADRFLQ SLTDNNVEFM 

TSATATAHFL KSQVKEGTAY VVGESGLTTA 

TAINLILGGA RFICTNPDVT GPSPSGILPA 

LNTIGAHSEH TVMIGDRMDT DVKSGLEAGL 

DLADCWDDPF GDGAFHVPDE QQFTD 

(1-1836, translated) 612 residues 

DIPLDTLLED YALLSDTHTG ALLSNMGSLD WLCLPRFDSQ 

GGEVISQNYL GDSFVVQTVW RSETGTARVV DFMPIHGQEQ 

SILRLRFDYG ESTPYFRTST VDGISIVQAV AGPNAVYVRG 

GESVEWVLTW APSFEPHPPM PDYTRSLEST LSFWASWVEE 

LTDLQTGGIV AAPTTSLPED FGGIRNWDYR YVWLRDSALT 

LRAIAGDPEN LRIMYGLGGE RHLPERELQH LRGYENSVPV 

ALETIRRAGC LEDEFSWGMQ KAILDFQEAN FDRKDQGIWE 

RGIKAIEEFN LDGPIERWRE LRAKLREEIM TNGFNEEIQS 

GFIGFDDPKM LSTVARIEQE LLDAHGFLHR YHTDGSDGLA 

NRLDEAKEKM NRILAVQSPL GLLAEEYSTH HGRLAGNYPQ 
NR 



> RXA01482 (1-1875, t: 
MRMCGIVGYI GQAGDSRDYF 
ALDAEIAKAP LPDSILGIGH 
ELSAKGYNFV SDTDTEVAAS 
RIVAARRNSP LVIGVGEGEN 
EAVGKPFDVE WDAAAAEKGG 
ILRSVDKIVI VACGTAAYAG 
QSGETMDTLM AVRHAREQGA 
ITASYLLGLY LAQLRGNKFA 
LFLGRHVGFP VALEGALKLK 
SLHSKVVSNI QE I RARGAVT 
AC A V AT AKG Y NVDQPRNLAK 



■anslated) 625 residue: 

ALDVVVEGLR RLEYRGYDSA 

TRWATHGGPT DVNAHPHVVS 

LLAEI YNTQA NGDLTLAMQL 

FLGSDVSGFI DYTRKAVELA 

FGSFMEKEIH DQPAAVRDTL 

QVARYAIEHW CRIPTEVELA 

KVVAICNTVG STLPREADAS 

DEVSSILDSL REMPEKIQQV 

EIAYLHAEGF AAGELKHGPI 

IVIAEEGDEA VNDYANFIIR 
SVTVE 



GIAIHANGEI SYRKKAGKVA 
NGKLAVVHNG IIENFAELRS 
TGQRLEGAFT LLAIHADHDD 
NDQVVTITAD DYAITNFDGS 
MGRLDEDGKL VLDELRIDEA 
HEFRYRDPIL NEKTLVVALS 
LYTYAGPEIA VASTKAFLAQ 
IDAEEQIKKL GQ DMADAKSV 
ALVEEGQPIF VIVPSPRGRD 
IPQAPTLMQP LLSTVPLQIF 



> RXA01534 (1-489, translated) 163 residues 

MTSAITTATD LRSVLRNVPT PISFIATHTD QPLGMIVGSF VSISAEPPLV GIFLQKSSSS 
WPAIEQALVT GQELGISILG GAHADHVRKL SGPSDQRFEN LGWASTENGA IHLEGADAQL 
TTKLHDLQEI GDHFFAVLEV IDASADQDFS SALVYHRSQV SSL 



> RXA01535 (1-1407, translated) 469 residues 

MTEQEFRIEH DTMGEVKVPA KALWQAQTQR AVENFPI SGR GLESAQIRAM GLLKAACAQV 

NKDSGALDAE KADAIIAAGK EIASGKHDAE FPIDVFQTGS GTSSNMNTNE VIASIAKANG 

VEVHPNDHVN MGQSSNDTFP TATHVAATEA AVNDLIPGLK VLHESLAKKA NEWSEVVKSG 

RTHLMDAVPV TLGQEFGGYA RQIQLGIERV EATLPRLGEL AIGGTAAGTG INTSADFGGK 

VVAELINLTD VKELKEAENH FEAQAARDAL VEFSGAMRVI AVSLYKIAND IRLMGSGPLT 

GLGEIRLPDL QPGSSIMPGK VNPVLCETAT QVSAQVIGND AAVAFSGTQG QFELNVFIPV 

MARNVLESAR LLANTSRVFA TRLVDGIEPN EAHMKELAES SPSIVTPLNS AIGYEAAAKV 

AKTALAEGKT IRQTVIDLGL VDGEKLTEEE LDKRLDVLAM AHTERENKF 



> RXA01550 (1-1344, translated) 448 residues 

IFQQLFWRVW EI ITEIDRRF RLERAADGLD EETIDRMAPI QRGTVHMAWI ACYAAYSING 

VAALHTEIIK AET LADWYAL WPEKFNNKTN GVTPRRWLRM INPGLSDLLT RLSGSDDWVT 

DLDELKKLRS YADDKSVLEE LRAIKAANKQ DFAEWILERQ GIEIDPESIF DVQIKRLHEY 
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KRQLMNALYV LDLYFRIKED GLTDIPARTV 

PEVSPLLKVV FVENYNVSPA EHILPASDVS 

GANVEIVDSV GEENAYIFGA RVEELPALRE 

SGLFYDLKHS LIHGYGKDAS DTYYVLGDFA 

SGRFSSDRTI RDYATEIWKL EPTPAVKK 



IFGAKAAPGY VRAKAIIKLI NSIADLVNND 
EQISTAGKEA SGTSNMKFMM NGALTLGTMD 
SYEPYELYET VPGLKRALDA LDNGTLNDNN 
DYRETRDRMA ADYASDPLGW ARMAWINICE 



> RXA01562 (1-1038, translated) 346 residues 

EQDLDELMHS TGVIDPLTGA PKSASKPGWT SVFSDELVKI GAQNENVVAI TAAMAGPTGL 

SKFEANFPNR FFDVGIAEQH AVTSAAGLAL GGKHPVVAIY STFLNRAFDQ LLMDVGMLNQ 

PVTLVLDRSG VTGSDGASHN GVWDMALTS I VPGVQVAAPR DEDSLRELLN EAISIDDGPT 

VVRFPKGDLP TPIVAIDTLE DGVDVLAYED ATDVESTDDA PSVLIIAVGE RATVALDVAS 

RIKQHGVNVT VVDPRWIVPI PQSLVALSDD HDLVITIEDG VIHGGVGSLL SDALNASEVD 

TPRRQIAVPQ KYLDHASRNE VLADYGLDAD GIETTVVGWL DSLFGE 



> RXA01569 (1-426, translated) 142 residues 

APRHYIVRTS WVIGDGNNFV RTMKSLDERG 1APSVVDDQI GRLSFTEDIA AGIAHLLEVG 

AAYGTYNLTN TGEPASWADV ARAVFSDPTK VTGVSTAEYF ANKDAAPRPL NSVLDLGKIE 

ATGFSAPTWQ TRLNDYLKEL SK 



> RXA01570 (1-855, translated) 285 residues 

VKGIILAGGS GTRLYPITKG ISKQLMPIYD KPMVYYPLTT LIQAGIKDIL IITTPEDSAS 

FERLLGDGSS WGINLTYAVQ PSPDGLAQAF I1GEEFIGDD DVALVLGDNI FDGAQLGHAL 

KQCSNPDGGI VFAYEVSDPE RYGVVEFDAA NKAVS IEEKP TAPKSNFAVV GLYFYDNRVV 

DIAKSIKPSS RGELEITSVN DAYLQQGALT VQRLDRGDVW LDTGTIDSMS EASSYVEVLQ 

KRTGNI IGSP EVAAYREGFI TAEELTVLGE ELKKSGYGNY LLRAL 



> RXA01571 (1-600, translated) 200 residues 

VSISVKALQK SGPEAPFEVK I IERRDPRAD DVVIDIKAAG ICHSDIHTIR NEWGEAHFPL 

TVGHEIAGVV SAVGSDVTKW KVGDRVGVGC LVNSCGECEQ CVAGFENNCL RGNVGTYNSN 

DVDGTITQGG YAEKVVVNER FLCSI PEELN FDVAAPLLCA GITTYSPIAR WNVKEGDKVA 

VMGLGGTRTH GCPDRCSQGC 

> RXA01572 (1-492, translated) 164 residues 

MGVQIAAAKG AEVTVLSRSL RKAELAKELG AARTLATSDE DFFTEHAGEF DFILNTTSAS 

IPVDKYLSLL KPHGVMAVVG LPPEKQPLSF GALIGGGKVL TGSNIGGIPE TQEMLDFCAK 

HGLGAMIETV GVNDVDAAYD RVVAGDVQFR VVIDTASFAE VEAV 



> RXA01615 (1-939, translated) 313 residues 

MSDSPKNAPR ITDEADVVLI GAGIMSSTLG AMLRQLEPSW TQIVFERLDG PAQESSSPWN 
NAGTGHSALC ELNYTPEVKG KVE I AKAVG I NEKFQVSRQF WSHLVEEGVL SDPKEFINPV 
PHVSFGQGAD QVAYIKARYE ALKDHPLFQG MTYADDEATF TEKLPLMAKG RDFSDPVAIS 
WIDEGTDINY GAQTKQYLDA AEVEGTEIRY GHEVKSIKAD GAKWIVTVKN VHTGDTKTIK 
AN FVFVGAGG YALDLLRSAG IPQVKGFAGF PVSGLWLRCT NEELIEQHAA KVYGKASVGA 
PPMSVPHLDT RVI 



> RXA01626 (1-345, translated) 115 residues 

MSKTIIVRTE IEIPGHPTAI HIAEMQELPP SEAQGGVQMC KMQR1IELAG TAEGDVVTGA 
GVIGGSNFQL NNEPNEVVPH PDTYADFPDI KAVVISAETF EGLWLEAGAK FPGLN 

> RXA01632 (1-1005, translated) 335 residues 

MTLRIALFGA GRIGHVHAAN IAANPDLELV VIADPFIEGA QRLAEANGAE AVASPDEVFA 

RDDIDGIVIG SPTSTHVDLI TRAVERGIPA LCEKPIDLDI EMVRACKEKI GDGASKVMLG 

FNRRFDPSFA AINARVANQE IGNLEQLVII SRDPAPAPKD YiAGSGGIFR DMTIHDLDMA 

RFFVPNIVEV TATGANVFSQ EIAE FNDYDQ VIVTLRGSKG ELINIVNSRH CSYGYDQRLE 

AFGSKGMLAA DNIRPTTVRK HNAESTEQAD PI FNFFLERY DAAYKAELAT FAQGIRDGQG 

FSPNFEDGVI ALELANACLE SAQTGRTVTL NPANV 

> RXA01633 (1-1083, translated) 361 residues 

MKNITIGMVG VGRIGRMHVA NMLAVAETLK ERDLNIEIVL ADAMPGFAEQ VGADMGVKAA 
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ASVDKLIEDG VDALFIATST AGHVDVLRKG 
GATVQVGHQR RFDLGYQEAK RRLDAGDLGW 
LHDFDI IRWL TGQDIVEVYA KGSNNGDPEI 
AGHDVRLDVM GSKDSTIVGL DEKSAFASAE 
ELILGERENP CTPADAVAAA IVADAAQLSL 
A 



IAAKLPMFCE KPIASDVPES LNI IREIDAA 
LHSLKAVSSD AFPPPVSYCA TSGGLFRDVS 
GAVGDIDTGA ALLTLADGTL ATAIATRYNG 
EGIDFPTGES HPTFAERFAD AYKNECIAFV 
VTGEPVKIPT VREILEGSAQ PVEVRALVPS 



> RXA01695 (1-210, translated) 70 residues 

AG LL GAS PGA SIAPSAMIEL LERCFGDRMI EWGDKLKDMI PSYGKKLASE PALFEQQWAR 
TQKTLKLEEA 



> RXA01702 (1-1032, translated) 344 residues 

MPIATPEVYN EMLDRAKEGG FAFPAINCTS SETINAALKG FAEAESDGII QFSTGGAEFG 
SGLAVKNKVK GAVALAAFAH EAAKSYGINV ALHTDHCQKE VLDEYVRPLL AISQERVDRG 
ELPLFQSHMW DGSAVPIDEN LEIAQELLAK AKAANI ILEV EIGVVGGEED GVEAKAGANL 
YTSPEDFEKT IDAIGTGEKG RYLLAAT FGN VHGVYKPGNV KLRPEVLLEG QQVARKKLGL 
ADDALPFDFV FHGGSGSEKE KIEEALTYGV IKMNVDTDTQ YAFTRPIVSH MFENYNGVLK 
IDGEVGNKKA YDPRSYMKKA EQSMSERIIE SCQDLKSVGK TTSK 



> RXA01705 (1-603, translated) 201 residues 

MGILNSISTP ADLKALNDED LDALAKEIRT FLVDKVAATG GHLGPNLGVV ELTIGLHRVF 
DSPQDPIIFD TSHQSYVHKI LTGRAKDFDS LRQKDGLSGY TCRAESEHDW TESSHASAAL 
SYADGLSKAK QLDGDTTHSV VAVVGDGALT GGMCWEALNN IAAGKDRKVV VVVNDNGRSY 
SPTIGGFAEN LAGLRMQPFY D 



> RXA01743 (1-801, translated) 267 residues 

MDLNTFWFIL IAFLFAGYFL LEGFDFGVGI LAPI IGKDSA ARNTVIRTIG PVWDGNEVWL 

IVAGGALFAA FPEWYATMFS GMYLPLFLVL VSLIMRVVGL EWRKKVDDPR WQKWSDRAIF 

IGSWTPPLMW GFIFANILRG MPLKADHTID AAAALPGMVN VFAILGALAF TALFALHGLA 

FIRLKTAGRV RTDAAKAAPV VALLAAVTGG PFVLWAAIAY GRSWSWILAV LIIAAVLGGA 

FALIKDRDGL SFLSTSVAVI GVVALLF 



> RXA01744 (1-1302, translated) 434 residues 

WSEYSRFVGD VFGGPLALEG LIAFFLESVF LGLWI FGWGK IPGWLHTASI WIVAIATNIS 
AYFI IVANSF MQHPVGAEYN PETGRAELTD FWALLTNSTA LAAF PHAVAG GFLTAGTFVL 
GISGWWIIRA HRQAKKAESE IESKHSMHRP ALWVGWWTTV VSSVALFITG DIQAKLMFVQ 
QPMKMASAES LCETATDPNF SILTIGTHNN CDTVTHLIDV PFVLPFLAEG KFTGVTLQGV 
NQLQAAAEQA YGPGNYSPNL FVTYWSFRAM IGLMLGSLAI AAIAWLLLRK KRTPTGKIAR 
LFQIGSLIAI PFPFLANSAG WIFTEMGRQP WVVHPNPESA GDARTEMIRM TVDMGVSDHA 
PWQVWLTLIG FTILYLILFV VWVWLIRRAV LIGPPEEGAP SVEAKTGPAT PIGSDMPMTP 
LQFTAAAPTT GEKE 

> RXA01745 (1-1494, translated) 498 residues 

1LADEDDTVD VGAVIARIGD ANAAAAPAEE EAAPAEEEEP VKEEPKKEAA PEAPAATGAA 
TDVEMPELGE SVTEGTITQW LKAVGDTVEV DEPLLEVSTD KVDTEIPSPV AGTIVEILAD 
EDDTVDVGAV IARIGDANAA AAPAEEEAAP AEEEEPVKEE PKKEEPKKEE PKKEAATTPA 
AASATVSASG DNVPYVTPLV RKLAEKHGVD LNTVTGTGIG GRIRKQDVLA AANGEAAPAE 
AAAPVSAWST KSVDPEKAKL RGTTQKVNRI REITAMKTVE ALQISAQLTQ LHEVDMTRVA 
ELRKKNKPAF IEKHGVNLTY LPFFVKAVVE ALVSHPNVNA SFNAKTKEMT YHSSVNLSIA 
VDTPAGLLTP VIHDAQDLS I PEIAKAIVDL ADRSRNNKLK PNDLSGGTFT ITNIGSEGAL 
SDTPILVPPQ AGILGTGAIV KRPVVITEDG IDSIAIRQMV FLPLTYDHQV VDGADAGRFL 
TTIKDRLETA NFEGDLQL 



> RXA01758 (1-1017, translated) 339 residues 

MPKYIAMQVS ESGAPLAANL VQPAPLKSRE VRVEIAASGV CHADIGTAAA SGKHTVFPVT 

PGHEIAGTIA EIGENVSRWT VGDRVAIGWF GGNCGDCAFC RAGDPVHCRE RKIPGVSYAG 

GWAQNIVVPA EALAAIPDGM DFYEPAPMGC AGVTTFNALR NLKLDPGAAV AVFGIGGLVR 

LAIQFAAKMG YRTITIARGL EREELARQLG ANHYIDSNDL HPGQALFELG GADLILSTAS 

TTEPLSELST GLSIGGQLT1 IGVDGGDITV SAAQLMMNRQ IITGHLTGSA NDTEQTMKFA 

HLHGVKPLIE RMPLDQANEA IARISAGKPR FRIVLEPNS 
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> RXA01814 (1-1662, translated) 554 residues 

MAHERAGQLA QPEDLIDVAE LVTAYFTRKP DVNNPDQQVA FGTSGHRGFA LDSAFNEDHI 
LATTQAIVDY RNQQPKNWVG PLFIGRDTHA LSEPAMISAL EVLIANDVEV LVDADGRYTP 
TPAVSHAILR HNDGI ILGTA GPSRPYADGI VITPSHNPPR DGGFKYNPAN GGPADTDATD 
WIANRANDIL RGDLADVKRV PVSGVLDERT TAYDFKGIYI ADLPNWNID AIREAGVRIG 
ADPMGGASVD YWGAIAETHG LNLTVVNPHV DSTFRFMTLD TDGKIRMDCS SPHAMASLID 
NRDKFDVATG NDADADRHGI VTPDAGLMNP NHYLAVAIEY LFAHRPGWSA DTAVGKTLVS 
SSMIDRVVAQ LGRTLVEVPV GFKWFVPGLI SGEIGFGGEE SAGAS FLRMD GTTWSTDKDG 
LILDLLAAEI IAVTGKTPSQ RYAELAEEFG APAYARTDAE ANREQKAILK ALSPEQVTAT 
ELAGEAITAK LTEAPGNGAA IGGLKVTTEN AWFAARPSGT EDKYKIYAES FKGEEHLAQV 
QKEAQALVSE VLGQ 



> RXA01839 (1-684, translated) 216 residues 

MRMNAPVPLG GTSNHLLTGV LKDLGAWDPF NVTEDADLGV RIAAKGYSTA VLDSVTWEEA 

NSDTINWLRQ RSRWYKGYLQ TWLVYMRRPK WLVQELGIIP AVRFTFLMAG TPI IAVLNLL 

FWYLSLTWIL GQPGTIEQMF PPAVYYPALV CLVVANAATI FMNLIGCREG RDPLLLIAVL 

TFPLYWLLMS IAALKGTWQL ITRPSYWEKT AHGLEA 



> RXA01851 (1-1686, translated) 562 residues 

MTSAHFESRR IGPPLRDNYD VIVIGGGISG VQIARHAQGR GLRTVMFEAR DYSSGTSSTT 

SKMIHGGLRY LEQYDFGVVQ EAVKERRYLG IAAPHLVAPR SFMLTAFDWS EPKAPMLGAG 

VALYETMAWQ RNQGQSKENH SPRFRWIPKN ALLKEVPWLD PEGLKGAWRH DDTLNLHAER 

LLLAVIKAFA ADGGTAINHA KVTRILRNVE EGRVKGVEVT DQVTNTTHEV NAPVVINAAG 

PWVAQALGDL AEVTKLKVRQ SKGVHLLTGD LGSQSGVFVR GKNGKHVIVN PWMGRTLIGP 

TDTMIDGDAD DAAADESDID LLLETIDSVR ATPLDRKEI I STLVGVRPLV DDGTDTYTSS 

RRFDISDHAN VGIDGLVSVS GGKWTTSRVM GYKVIEHVVE HQAAVLPPLR HFDSRQMPLS 

TSFGAYESVA DSFESALRSH PELDVDDEIR VHLARLYGTE HEKVLDLVAK QPDLGRRLDP 

DNLDIAAQAV FAVAEEAAVD LADVLDRRIV LGTLGYVQPA AVRATAEAMA QVTGWSAELI 
DAQCQSYLAK QDKIQAVLKP YR 



> RXA01859 (1-927, translated) 309 residues 

MKKKSFPIAR VIGIGVLGIA GMGILLLWLA VTLSDPASPG AKETEVFDRW KVLFDDYIPP 

VRVLVAAIIV ALIFVFIAAT VERTVTNRYR SSVDGERVPL APKIVMAETR GVFHGPITIN 

VLVPAHNEAE RITGTIQALK SQHEPPERIV VVADNCTDET TELARAEGVE VLETVNNKFK 

KAGGLNQALS RMLPTLGEND IVMIVDADTA LDQGFLKEAR RRFESDRALM AVGGLFYGES 

GSGWLGQYQR NEYTRYSRDI YRRRGRVFVL TGTASAFRPR GLRTVAESRG TLIPGRKADV 
YDTAGVDRR 



> RXA01865 (1-315, translated) 105 residues 

MTYTIAQPCV DVLDRACVEE CPVDCIYEGK RMLYIHPDEC VDCGACEPAC PVEAIFYEDD 
VPDEWLDYND ANAAFFDDLG SPGGAAKLGP QDFDHPMIAA LPPQA 



> RXA01882 (1-990, translated) 330 residues 

MIITFTPNPS IDSTLSLGEE LSRGSVQRLD SVTAVAGGKG INVAHAVLLA GFETLAVFPA 

GKLDPFVPLV RDIGLPVETV VINKNVRTNT TVTEPDGTTT KLNGPGAPLS EQKLRSLEKV 

LIDALRPEVT WVVLAGSLPP GAPVDWYARL TALIHSARPD VRVAVDTSDK PLMALGESLD 

TPGAAPNLIK PNGLELGQLA NTDGEELEAR AAQGDYDAI I AAADVLVNRG IEQVLVTLGA 

AGAVLVNAEG AWTATSPKID VVSTVGAGDC ALAGFVMARS QKKTLEESLL NAVSYGSTAA 
SLPGTTIPRP DQLATAGATV TQVKGLKESA 



> RXA01884 (1-1473, translated) 491 residues 

MHVDGFRFDL ASTLAREFDD VDRLATFFDL VQQDPVVSQV KLIAEPWDVG EGGYQVGNFP 

PLWTEWNGKY RDTVRDFWRG EPATLGEFAS RLTGSSDLYA NNGRRPTASI NFVTAHDGFT 

LNDLVSYNEK HNMANGEDGR DGESHNRSWN CGVEGPTDDP EIMQLRAQQR RNFLTTLLLS 

QGTPMLSHGD EMARTQNGNN NVYCQDNELA WVNWDQAEEN ADLVSFTRRL LRIRANHPVF 

RRRQFLAGGP LGADVRDRDI AWLVPNGTLM TQDDWDFAFG KSLQVFFNGD AIEEPDYRGQ 

KIHDDSFILM FNAHFEPIDF NLPPEHFGMK WKLLVDTTEA VGHPLEDLTI EAGGTITVPA 

RSTMLLRQVE APDYTKLEEK IAAEKREQEL AAEKEAAEKR ELELAAAKEA EDAAEALHLA 

AERASTQEAE LAHQHGADAI ADEVAEEPQE LPQDEVAAEV ETEPDTEPDT ESDSEQAEVA 
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SEEPEADEEE K 

> RXA01886 (1-774, translated) 258 residues 

MTEKLAACAE MIYQDLPFEE RVKTISDQGF LVEIWDWSTK DIDALVATGA EFSSMTGYLR 
GDLITEQGRA ELLATASESL AVAEKLNCPR LNLHGTGLGP QGLPVTPIEV VTPEMWLYAA 
ETLRQIAELG ERAGKVFVLE NLNLAVDHPG TPFAKATDTL ALVKAVNHPN LRLNLDLYHA 
QIGEGNLIEL LREAQPFIGE 1QVADVPGRM EPGTGEINYQ GVAKALAAMG YDGV1GMEAW 
ASGDSSDALQ ALKSAFTV 

> RXA01887 (1-1011, translated) 337 residues 

MSVKLALIGA GRIGSNHARL ITNHVIGSEL VAVVDPTPNA ETLADELGAV AFSNPDDVLT 
RDDIDAVLIA TPARTHADLV VKAAAAG KH V FVEKPMAVTL EDADRAINAA REANTVLQVG 
FNRRFAAGFA AARARI DAGD IGTPQLLRSV TRDPGPFTAD PNKIPQWTIF LETLIHDFDA 
LCYLNPGATP VEVTAHADCL VVPEAAGTGF LDTAVVTVRF DNGAIGTAEA SFSAAYGYDV 
RGEVFGSKGM MTAGDARATN MTFYGAEGIA AATSRADTDL LSDAYRAEFQ AFVDSIRTNT 
PSKVPGEAAR TALLIALGAI RSVETGATIN LAES1EV 

> RXA01888 (1-558, translated) 186 residues 
MADVAKAAGV STALVSIVFR DAPGASESTR NHVKEKAAEL 
VAFEMHQAFH GDIVEHLYPT ARKHGFDLYL SAITPTRTEK 
MSPSDLETIA QQLPVQVIAR GSGTPKVSSV HVDDAVGAQL 
APGTQE 

> RXA01891 (1-819, translated) 273 residues 
YYNKDLWAKA GLEDRGPESW EEFSEWGPKL QEAMDSGFAH GWGDATNYLS WTFEGPMWSL 
GGNYSEGWES RLTTPETIRA VEWLKSTVDE GFATVSTDVT NEFATGLIGS CIQSTGDLSS 
VAGAASFDWG VAALPNPTGE GACPTGGAGL GIPSG1SEQR QDNALKFIDF LTNAANTGYW 
SRETGYVPVR KDAASDPDHA AFLEENPAYN VAVEQLPDTR SQDNFRVLLP NGDRTIGDAL 
EKICLTGADI DVTLAEVETK LNTIYTRDIE PLI 

> RXA01895 (1-816, translated) 272 residues 

HHLFQPLLYQ VATGILSSGE IAPSTRQILG SQENVNVIKG EVTDINVESQ TVTASLGEFT 
RVFEYDSLVV GAGAGQSYFG NDHFAEFAPG MKSIDDALE1 RARIIGAFER AEICEDPAER 
ERLLTFVVVG AGPTGVELAG QLAEMAHRTL AGEYKNFNTN SAKI ILLDGA PQVLPPFGKR 
LGRNAQRTLE KMGVNVRLNA MVTNVDATSV TYKTKDGEEH TIESFCKIWS AGVAASPLGK 
LVAEQTGVET DRAGRVMVND DLSVGDQKNV FV 

> RXA01901 (1-1260, translated) 420 residues 

MVKRQLPNPA ELLELMKFKK PELNGKKRRL DSALTI YDLR KIAKRRTPAA AFDYTDGAAE 

AELSITRARE AFENIEFHPD ILKPAEHVDT TTQILGGTSS MPFGIAPTGF TRLMQTEGEI 

AGAGAAGAAG I PFTLSTLGT TSIEDVKATN PNGRNWFQLY VMRDREISYG LVERAAKAGF 

DTLMFTVDTP IAGYRIRDSR NGFSIPPQLT PSTVLNAIPR PWWWIDFLTT PTLEFASLSS 

TGGTVGDLLN SAMDPTISYE DLKV1REMWP GKLVVKGVQN VEDSVKLLDQ GVDGL1LSNH 

GGRQLDRAPV PFHLLPQVRK EVGSEPT1MI DTGIMNGADI VAAVAMGADF TLIGRAYLYG 

LMAGGREGVD RTIAILRSEI TRTMALLGVS SLEELEPRHV TQLAKMVPVS DATRSAAAEI 

> RXA01915 (1-1008, translated) 336 residues 

IDVVSVVVAN FLHREIVEAL LASGKHVLCE KPLSDTIEDA EAMI EAAGRA ATNGTIARIG 

LTYRRSPGVA HIRDLVQSGE LGKVLHVTGH YWTDYGSNAQ APISWRYKGP NGSGALADVG 

SHLTYLAE FV AGSDFAAVRG GQLSTVITER PKPLGAIVGH EGGAVSDEYE AVENDDIASF 

SGSFIGGGTA TLQVSRISQG HPNTLGFEVF CEKGSVLFDF RNSGEFKIFT PATSGDISQE 

AGYRTITIGP KHPYWRGGLA MDAPGVGIGQ NEGFVFQARA FLEEIAGISE AESLPRCATL 

EEGLHNMQL1 DAVSQSAAAG GETVAVPAAA LIPANN 

> RXA01919 (1-285, translated) 95 residues 

MTTTDHKQLG IMYIIMSFSF FFLGGLMALL IRAELFTPGL QFLSNEQFNQ LFTMHGTVML 
LLYGTPIVWG FANYVLPLPT TXQAFSKTRV NSPRE 

> RXA01927 (1-1116, translated) 372 residues 



GYIPDRRAQK LRQNRSGLIG 
DAVNALIRER CEAVILLGSR 
ALNHLIELGH EHIIYIDGGD 
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NDTRSAQAAL DLNEEIGGDQ AAVDATGSVY 
DFLTWHLMGR GRKVTDHGDA SGTGYYSTRD 
TPGGVKVAAG TGDNAAAALG LDLQPGDVSV 
GAYFPLACTL NGAPVLEFGR RILGVEWEEF 
ARGVLAGLNC ATTREDFARA TVEGLLLALD 
EIAPEIFGHE IVVPEPAEYV ALGAARQAAW 
YAKLRAATQG WY 



VASLTATKMR WMRDHEPENA ARTASVMLPH 
RAWRT DLAAL ALGHEVELPE LLAPNAIAGT 
SIGTSGVAGM TVQHSVHDPS GLVTGFADAT 
DALALAAQPG SGGVTLQPYL EGERTPNRPA 
DAVTALVEAT GVPVQRIQLI GGGARSQAVR 
ALSGEATPPQ WPTPGSDPHR APKNTELSTR 



> RXA01952 (1-216, translated) 72 residues 

PGLCRQAGRG SQGADDRIQH LLEEHGKKLP AEHNYGRMYK LPESMEEHFK ELDPTNTFNA 
GIGGTSPHKD WA 



> RXA01955 (1-1599, translated) 533 residues 

MTQPGQTTTT SHEAIDAFKR IVGDEHVLTS ERATMPFSKG YRFGGGPVFA VVRPGTLVEM 

WRALQVSVDN NLIVIPQASN TGLTGGSGPG FQDYDRPIVI ISTHRIDEVH LINDAREAIS 

LAGTPLTHLT DALAKHQREP HSVIGSTS1G ASVIGGIANN SGGSQIRKGP AFT RE AI FAR 

VNDDGKVELV NHLGISLGDD PEVALDRLQR GEWSPEDVTP APEDSNETEY AEHLRKIVPS 

PARYNANPEY LFEASGSAGK LMVFAVRTRT FPREVHPTVF Y1GTNNTHEL EEIRRLFLEA 

DMPLPISGEY MGRSAFDLAE KYGKDTFVFL KFMSPALQTR MFS FKTWANG LFSKIPGIGP 

TFADTVSQAM FSVLPNQLPK RMMEYRNRFE HHLLLTVSES QKAASEKMLK EFFAEPEHTG 

EFFICTSDEE KSASLNRFGA ASAATRYAAL KRRHIAGLIP I DVALRRDDW NWLEVLPEEI 

DDQLEVKAYY GHFFCHVMHQ DYVAKQGVDL EALHDRIQHL LEERGAKLPA EHN 



> RXA01989 (1-630, translated) 210 residues 

VKSIHKTIHE GTGAGSDFLG WVDLPVDYDK EEFSRIVEAS KRIKENSDVL VVIGIGGSYL 
GARAAIEMLT SSFRNSNEYP EIVFVGNHLS STYTKELVDY LADKDFSVNV ISKSGTTTEP 
AVAFRLFKQL VEERYGKEEA QKRIFATTDK EKGALKQLAT NEGYETFIVP DDVGGRYSVL 
TAVGLLPIAT AG INI E AMM I GAAKAREELS 



> RXA02026 (1-720, translated) 240 residues 

PFHIQPETGL LNDPNGLI FY KGKYYVSHQW FPLGAVHGLK YWYNYTSDDL INFKPEGPIL 
NPDTKYDSHG VYSGSAFEYN GHLYYMYTGN HRDNHWQRHA SQMIARLKED GSVEKFPKPV 
ISQQPEGYTS HFRDPKVFKY GEKYYAI IGA QNNDQQGRLL LYNTEDI INW HYLGEINTEL 
DDFGYMWECP DYFNLDNQDV ILICPQGIEP KGNQFKNIYQ SGYILGKFDI EKLTYEHENF 



> RXA02028 (1-426, translated) 142 residues 

MSLPIDEHVN AVKTVVVPAA GLGTRFLPAT KTVPKELLPV VDTPGIELIA AEAAELGATR 
LAI ITAPNKA GVLAHFERSS ELEETLMERG KTDQVEI IRR AADLIKAVPV TQDKPLGLGH 
AVGLAESVLD DDEDVVAVML PH 



> RXA02054 (1-1017, translated) 339 residues 

MTSLLVTGGA GFIGANFVRQ TVEQHPEYTH ITVLDKLTYA GNADNLKGLP DSKVTLIEGD 
ICDAELVDSL VKDHDITVHF AAESHNDNSL NDPSPFVHTN LIGTFVLLEA VRKHNKRFHH 
ISTDEVFGDL ELDDPNRFTE TTAYKPSSPY SATKAGSDHL VHAWIRSFGI QATMSNCSNN 
YGPYQHIEKF IPRQITNILA GLTPKLYGTG EQVRDWIHVD DHNDAVHLIL SKGKIGETYI 
IGADNDHVNN KQVIELICEL MGLDKNAYEH VADRPGHDMR Y^JXIDSTKLRT ELGWAPKYTD 
VDSGMRKGLE QTIDWYRENE AWWRPAKNNV EATYAKQGQ 



> RXA02055 (1-921, translated) 307 residues 

MEYGKQLTSH TTDIEGLLVF DFPVHGDNRG WFKENWQRTK MTNLGLPDFG PVQNNMSFNA 
TAGTTRGMHA EPWDKFVSVA VGSVFGAWVD LRAGSSTYGN WTQKITPDV GVYVPRGVAN 
GFQALEDGTL YTYLVNDHWS PDAHYANVNL NMIDWPLPIT EISEKDKKHP AL I DAT PL PA 
RKVLVVGAGG QLGTALRAQF PDAEFVTRQE LDITSDLTEA RAWKQYSTII NAAAYTAVDQ 
AEHDRAAAWD INAAAVATSR PSRATTTSPS CTCPQIMSST VRANPTMKTH RFPHSACTAN 
PKQPATS 

> RXA02056 (1-2868, translated) 956 residues 

RHSVPRLTKG QGTIIGVGSM DYPAEFQGAS EDRLAELGVG KLVTITSTYD HRVIQGAVSG 
EFLRTMSRLL TDDSFWDEIF DAMNVPYTPM RWAQDVPNTG VDKNTRVMQL IEAYRSRGHL 
IADTNPLSWV QPGMPVPDHR DLDIETHNLT IWDLDRTFNV GGFGGKETMT LREVLSRLRA 
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AYTLKVGSEY 
GQKRFSLEGA 
EGQMEQGQIG 
DYLDKGVDGK 
PDSSRSMHYA 
GHNEADDPSM 
EVKEGGKKQA 
KRVSSVTEGG 
PLHELAQSKG 
DEYVSSGEAK 
FHLLRRHALS 
VMLVSGKLYY 
ANQGPWPFYQ 



THILDRDERT 
EALIPLMDSA 
GSGDVKYHLG 
TVVPLLLHGD 
TDYAKAFGCP 
TQPKMYELIT 
EAQTGITGSQ 
IDWAWGELLA 
NNGKFLVYNS 
WGQTSKLILL 
DLKRPLVIFT 
ELAKRKEKDG 
EHLPELIPNM 



WLQDRLEAGM 
IDTAAGQGLD 
SEGQHLQMFG 
AAFAGLGIVP 
VFHVNGDDPE 
GRETVRAQYT 
KLPHGLETNI 
FGSLANSGRL 
ALTEYAGMGF 
LPHGYEGQGP 
PKSMLRNKAA 
RDDIAIVRIE 
PKMRRVSRRA 



PKPTQAEQKY 
EVVIGMPHRG 
DGEIKVSLTA 
ETINLAKLRG 
AVVWVGQLAT 
EDLLGRGDLS 
SREELLELGQ 
VRLAGEDSRR 
EYGYSVGNED 
DHSSARIERF 
ASAPEDFTEV 
MLHPI PFNRI 
QSSTATGVAK 



ILQKLNAAEA 
RLNVLFNIVG 
NPSHLEAVNP 
YDVGGTIHIV 
EYRRRFGKDV 
NEDAEAVVRD 
AFANTPEGFN 
GTFTQRHAVA 
SIVAWEAQFG 
LQLCAEGSMT 
TKFQSVINDP 
SEAL AG YPN A 
VHQLEEKQLI 



FENFLQTKYV 
KPLASIFNEF 
AMEGIVRAKQ 
VNNQIGFTTT 
FIDLVCYRLR 
FHDQMESVFN 
YHPRVAPVAK 
IDPATAEEFN 
DFANGAQTI I 
VAQPSTPANH 
NVADAAKVKK 
EEVLFVQDEP 
DEAFEA 



> RXA02061 (1-1494, translated) 498 residues 

MTNVSGYHRP ELHITAESGV LFAPAGVLLD DDTWHFFHQY RPSPDHGPRW AHQFAERTPF 
VWDICDDVLA PEGDETQVRA GSVVSNNGGV DLYFTSVVGP TSTIQLAHIN NIRGTTELIN 
EDELGLDPDV SRIGEVVGNT DGYVKFRSPC VIPGWEDQGN RDEGHSGWLM LAVTGPVEAP 
TVVVLDSPDG REWSITGPLS LNGLSGLESD EVLVAPRMIR LRDEVDHEIY DVLIVTIEQD 
GIDISGYLVG QLNGSEFDVK TPFTRIDFGH DFSRPRNTNY AETTIGYDFA HIFGLMNGVG 
RLDSPTEHLS WKEEGWANAI SFPRIVTLQD GTVFQTPPEG LLDAIHESEA AAGWTGLCEI 
PSNSAVEVAL KDQEGEIAAT ITHRHNQLVV DRSMNPNHAG DPHAIAPLTD DETDSLFIVV 
DGSTVEVFAD GGYVSMASRV YFNNGPFSEF EVTTTGDASI IRQESHFPVD FSSVSLDIDD 
LTALMQFDEN EPHEGPVR 



> RXA02063 (1-1227, translated) 409 residues 

MVKGVKGRPN VLAIVLAGGE GKRLFPLTED RAKPAVPFGG TYRLIDFVLS NLVNSGFLKI 

AVLTQYKSHS LDRHISLSWN VSGPTGQYIA SVPAQQRLGK RWFTGSADAI LQSLNLISDE 

KPDYVIVFGA DHVYRMDPSQ MLDEHIASGR AVSVAGIRVP REEATAFGCI QSDVDGNITE 

FLEKPADPPG TPDDPDMTYA SMGNYIFTTE ALIQALKDDE NNENSDHDMG GDIIPYFVSR 

NDAHVYDFSG NIVPGATERD KGYWRDVGTI DAFYECHMDL ISVHPIFNLY NSEWPIHTTS 

EGNLPPAKFV RGGIAQSSMV SSGSI1SAGT VRNSVLSNNV VVEEGATVEG AVLMPGVRIG 

KGAVVRHAIL DKNVVVRDGE LIGVDQVRDA QRFKVSAGGV VVVGKNQVV 



> RXA02100 (1-918, translated) 306 residues 

IAGKAHPHDM GGKKLMQEIV HFADQAGVRD RFLFLPDYDI NLASYLISGA DVWLNNPVRP 
QEASGTSGMK AVMNGGLTLS ISDGWWDEMP KETTGWTI PT VESQDLECRD HLESQALYDL 
LENEVAPLFY KRDKNGIPQD WLDLVRESWT TLSPMVTSTR MVRDYTTQYY RPTKHQAELI 
AQPAEAADYA AWLEHIKAEW AGVKVS DLKI SESAITAQEL EVSVRVDSGS LNDDEFQAQA 
LFGALGHNGD IEDPEITVLT PRGDGAYAAK VSTDLPGNYG ITARVVPNNR MLVSPAETRL 
ITYLEN 



> RXA02113 (1-1206, translated) 402 residues 

LGRINAEEQN LSEYLSDKLW YQDTADATDA VGDPLVAYFS MEFGIHPSLP IYSGGLGVLA 
GENMKSASDL GVPLIGVGLL YTHGYFTQSL SGDGWQQEEY KYHDPAELPI EAVKDKNGEQ 
VTVSVTYPGA QEVKIALWVA NVGRIPLLLL DTNIEANPEE LRNVTDRLYG GDNEHRIKQE 
LVLGVGGVRA VNAFCEARGL KRSSVAHLNE GHAGFLTLER IRERIAEGME YPAAFEQVRA 
SNI FTTHTPV PAGIDRFDME MVRRYLGGGQ PEDQQLCVGV PIEKALELGQ ESDPHRFNMA 
HMGLRASQHA NGVAKLHGEV SRDMFAGLYP GYEPREVPIG HVTNGVHLPT WVKPEMKELI 
DRVTGGADLA VADSWSNPQA VESEKIWKVR NKFRADLVEV AR 



> RXA02122 (1-699, translated) 233 residues 

MLHVMKPGSH AAAEKTQSTV VLLIRHGQTP TTGQVLPGQT PGLHLSDKGE EQAREVAQRL 
AEVPITAVYS SPMERAQETA APTVSAHGLE LTVEPGLIEC DFGEWTGRKL TELNALEEWK 
AVQKTPSTFR FPGGESFVEM QDRMVEAIGN IAQQHPGEIV AAFSHADTIK AAVAHFVGTP 
LDSFQRIFID TAS1SAVEFT GKSSGVSSHM LLTNSRTGSL GYLRDKLPKA PQP 



> RXA02140 (1-1077, translated) 359 residues 

VEQQNKRGLK RKALLGGVLG LGGLAMAGCE VAPPGGVLGD FLRMGWPDGI TPEAVAMGNF 
WSWVWVAAWI IGI IMWGLFL TAI FAWGAKR AEKRGEGEFP KQLQYNVPLE LVLTIVPIII 



Appendix B, Page 2 1 



Attorney Docket No.: BGI-126CP 



VMVLFFFTVQ TQDKVTALDK NPEVTVDVTA YQWNWKFGYS EIDGSLAPGG QDYQGSDPER 

QAAAEASKKD PSGDNPIHGN SKSDVS YLEF NRIETLGTTD EIPVMVLPVN TPIEFNLASA 

DVAHSFWVPE FLFKRDAYAH PEANKSQRVF QIEEITEEGA FVGRCAEMCG TYHAMMNFEL 

RVVDRDSFAE YISFRDSNPD ATNAQALEHI GQAPYATSTS PFVSDRTATR DGENTQSNA 

> RXA02142 (1-651, translated) 217 residues 

VTLANQTAIL DSVTSAVGNT GMAAPQRVAA LNRPNMVSVG TIVFLSQELM FFAGLFAMYF 
VS RANG LANG SWGEQTDHLN VPYALLITVI LVSSSVTCQF GVFAAERGDV YGLRKWFLVT 
IILGSIFVIG QGYEYITLVG HGLTIQSSVY GSAFFITTGF HALHVIAGVM AFVVVLMRIH 
KSKFTPAQAT AAMVVSYYWH FVDVVWIGLF ITIYFIQ 

> RXA02143 (1-888, translated) 296 residues 

MMETNPQTPE GNSMAKPSAK KVKNRRKVRR TVAGALALT1 GLSGAGILAT AITPDAQVAT 
AQRDDQALIS EGKDLYDVAC 1TCHGVNLQG VEDRGPSLVG VGEGAVYFQV HSGRMPILRN 
EAQAERKAPR YTEAQTLAIA AYVAANGGGP GLVYNEDGTL AMEELRGENY DGQITSADVA 
RGGDLFRLNC ASCHNFTGRG GALSSGKYAP NLDAANEQEI YQAMLTGPQN MPKFSDRQLS 
ADEKKDIIAF IKSTKETPSP GGYSLGSLGP VAEGLFMWVF GILVLVAAAM WIGSRS 

> RXA02144 (1-1224, translated) 408 residues 

MSNNNDKQYT TQELNAMSNE DLARLGTELD DVTIAYRKER FPIANDPAEK RAARAVT FWL 

VLGIIGGLGF LATYIFWPWE YKAHGDEGLL AYTLYTPMLG ITSGLCILSL GFAVVLYVKK 

FIPEEIAVQR RHDGPSEEVD RRTIVALLND SWQTSTLGRR KLIMGLAGGG AVLAGLTIIA 

PMGGMIKNPW NPKEGPMDVQ GDGTLWTSGW TLVENDVKVY LGRDTAAIAE SHTDATGEHW 

STTGVSRLVR MRPEDLAAAS METVFPLPAE MVNDGAEYDP AKDVYEHQMH SVHGPRNAVM 

LIRLRTADAE KVIEREGQES FHYGDYYAYS KICTHIGCPT SLYEAQTNRI LCPCHQSQFD 

ALHYGKPVFG PAARALPQLP ITVDEEGYLI AAGNFIEPLG PAFWERKS 

> RXA02147 (1-1017, translated) 339 residues 

MFGRRWVSVV ASCVIASTLI LVPSHSGAEE VDQLIADIEH VSQETSAQNE EVKQLEIDIE 

AREVTIKEVQ EQSVSYREAA DQASENVEAY RSEINR1AQA KYRGTVTDPL SIAVSAEDPQ 

NVIDRMSYLS TLTKSTSDVV ESLNAETEKS AEAVYQANRT KAEAEFQLGQ LKVRQAELES 

EKEALDGRKS EIRDRVDALT PQEREMWVAK NGPLDIDLTD LLGLSAATSG AVDAALSKLG 

SPYGWGGIGP NEFDCSGLIY WAYQQMGKTL PRTSQAQMAG GTPVSRDELQ PGDVIGYYPG 

ATHVGLYIGD GKIVHASDYG IPVQVVSVDS APFYGARRY 

> RXA02149 (1-969, translated) 323 residues 

MPQKPAS FAV GFDIGGTNMR AGLVDESGRI VTSLSAPSPR TTQAMEQGIF DLVEQLKAEY 
PVGAVGLAVA GFLDPECEVV RFAPHLPWRD EPVRE KLENL LGLPVRLEHD ANSAAWGEHR 
FGAAQGADNW VLLALGTGIG AALIEKGEIY RGAYGTAPEF GHLRVVRGGR ACACGKEGCL 
ERYCSGTALV Y TARE LAS HG SFRNSGLFDK IKADPNSING KTITAAARQE DPLALAVLED 
FSEWLGETLA IIADVLDPGM IIIGGGLSNA ADLYLDRSVN HYSTRIVGAG YRPLARVATA 
QLGADAGMIG VADLARRSVV EAN 

> RXA02175 (1-1293, translated) 431 residues 

VATDNNKAVL HYPGGEFEMD IIEASEGNNG VVLGKMLSET GLITFDPGYV STGSTESKIT 
YIDGDAGILR YRGYDIADLA ENATFNEVSY LLINGELPTP DELHKFNDEI RHHTLLDEDF 
KSQFNVFPRD AHPMAT LASS VNILSTYYQD QLNPLDEAQL DKATVRLMAK VPMLAAYAHR 
ARKGAPYMYP DNSLNARENF LRMMFGYPTE PYEIDPIMVK ALDKLLILHA DHEQNCSTST 
VRMIGSAQAN MFVSIAGGIN ALSGPLHGGA NQAVLEMLED IKSNHGGDAT EFMNKVKNKE 
DGVRLMGFGH RVYKNYDPRA A1VKETAHEI LEHLGGDDLL DLAIKLEEIA LADDYFISRK 
LYPNVDFYTG LI YRAMGFPT DFFTVLFAIG RLPGWIAHYR EQLGAAGNKI NRPRQVYTGN 
ESRKLVPREE R 

> RXA02196 (1-693, translated) 231 residues 

MIKAIFWDMD GTMVDSEPQW GIATYELSEA MGRRLTPELR ELTVGSSLPR TMRLCAEHAG 
ITLSDADYER YRAGMFARVH ELFDESLVPN PGVTELLTEL KALEIPMLVT TNTERDLATR 
SVAAVGNEFF IGSIAGDEVP TAKPAPDMYL EAARRVGFDP SECLVFEDSY NGMLGAVTAG 
CRVIGLHPEE VQAPEGVVPL RSLHGKNSFE GVTAEMVTAW YHQIEPAGVA K 

> RXA02209 (1-1659, translated) 553 residues 
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VVPSIAGPKR PQDRILLSEA KEQFRKDLPT 
ADNYNASWAG SGESLATGAE GRPSKPVTVA 
MIGAGLIARK AAEKGLKSKP WVKTICAPGS 
CIGNSGPLPE EISAAINEHD LTATAVLSGN 
MDFDFENEAL GQDQDGNDVF LKDIWPSTEE 
LDVPTGDTFE WDENSTYIRK APYFDGMPVE 
IKPGTPAAQY LDEHGVERHD YNSLGSRRGN 
QEGAPQAFIY DASVNYKAAG IPLVVLGGKE 
HRSNLIGMGV VPLQFPAGES HESLGLDGTE 
VEFDAICPHR HPR 



YTDDAVSVDT SI PATRMVNE GGGQPEGGVE 
SPQGGEYTID HGMVAIASIT SCTNTSNPSV 
QWDGYYQRA DLWKDLEAMG FYLSGFGCTT 
RNFEGRISPD VKMNYLASPI MVIAYAIAGT 
IEDTIQQAIS RELYEADYAD VFKGDKQWQE 
PVAVTDIQGA RVLAKLGDSV TTDHISPASS 
HEVMMRGTFA NIRLQNQLVD IAGGYTRDFT 
YGTGSSRDWA AKGTNLLGIR AVITESFERI 
TFDITGLTAL NEGETPKTVK VTATKENGDV 



> RXA02213 (1-717, translated) 239 residues 

VTESKNSFNA KSTLEVGDKS YDYFALSAVP GMEKLPYSLK VLGENLLRTE DGANITNEHI 
EAIANWDASS DPSIEIQFTP ARVLMQDFTG VPCVVDLATM REAVAALGGD PNDVNPLNPA 
EMVIDHSVIV EAFGRPDALA KNVEIEYERN EERYQFLRWG SESFSNFRVV PPGTGIVHQV 
NIEYLARVVF DNEGLAYPDT CIGTDSHTTM ENGLGILGWG VGGI EAEAAM LGQPVSMLI 



> RXA02245 (1-657, translated) 21 
MAQRTPLIAP SILAADFSRL GEQVLAVPDA 
DKELDVHLMI ENPEKWVDNY I DAG ADC I VF 
PIEDYLDDLE HFDEVIVMSV EPGFGGQSFM 
AKT I KQAADA GVDAFVAGSA VYGAEDPNKA 



9 residues 

DWIHVDIMDG HFVPNLSFGA DITAAVNRVT 

HVEATEGHVE LAKYIRSKGV RAGFSLRPGT 

PEQLEKVRTL RKVIE>ERGLN TVIEIDGGIS 
IQELRALAQ 



> RXA02256 (1-1002, translated) 334 residues 

MTIRVGINGF GRIGRNFFRA VLERSDDLEV VAVNDLTDNK TLSTLLKFDS IMGRLGQEVE 

YDDDSITVGG KRIAVYAERD PKNLDWAAHN VDIVIESTGF FT DAN AAKAH IEAGAKKVI I 

SAPASNEDAT FVYGVNHESY DPENHNVISG ASCTTNCLAP MAKVLNDKFG IENGLMTTVH 

AYTGDQRLHD APHRDLRRAR AAAVNIVPTS T G AAKAVAL V LPELKGKLDG YALRVPVITG 

SATDLTFNTK SEVTVESINA AIKEAAVGEF GETLAYSEEP LVSTDIVHDS HGSI FDAGLT 

KVSGNTVKVV SWYDNEWGYT CQLLRLTELV ASKL 



> RXA02257 (1-1215, translated) 405 residues 

MAVKTLKDLL DEGVDGRHVI VRSDFNVPLN DDREITDKGR I IASLPTLKA LSEGGAKVIV 

MAHLGRPKGE VNEKYSLAPV AEALSDELGQ YVALAADVVG EDAHERANGL TEGDILLLEN 

VRFDPRETSK DEAERTAFAQ ELAALAADNG AFVSDGFGVV HRAQTSVYDI AKLLPHYAGG 

LVETEISVLE KIAESPEAPY VWLGGSKVS DKIGVIEALA AKADKI IVGG GMCYTFLAAQ 

GHNVQQSLLQ EEMKATCTDL LARFGDKIVL PVDLVAASEF NKDAEKQIVD LDSIPEGWMS 

LDIGPESVKN FGEVLSTAKT IFWNGPMGVF EFAAFSEGTR GIAQAIIDAT AGNDAFSVVG 
GGDSAASVRV LGLNEDGFSH ISTGGGASLE YLEGKELPGV AILAQ 

> RXA02258 (1-777, translated) 259 residues 

MARKPLIAGN WKMNLDHQQA IGTVQKLAFA LPKEYFEKVD VAVTVPFTDI RSVQTLVEGD 

KLEVTFGAQD VSQHESGAYT GEVSASMLAK LNCSWVVVGH SERREYHNES DELVAAKAKA 

ALSNGISPIV CVGEPLEIRE AGTHVEYVVE QTRKSLAGLD AAELANTVIA YEPVWAIGTG 

KVASAADAQE VCKAIRGLIV ELAGDEVAEG LRILYGGSVK AETVAE I VGQ PDVDGGLVGG 
ASLDGEAFAK LAANAASVA 



> RXA02259 (1-2772, translated) ! 

VFKVVMTDFL RDDIRFLGQI LGEVIAEQEG 

FDGITPAKAT PIARAFSHFA LLANLAEDLY 

NVGAEAVADV LRNAEVAPVL TAHPTETRRR 

KLDEIEKNIR RRITILWQTA LIRVARPRIE 

ERFGEGVPLK PVVKPGSWIG GDHDGNPYVT 

SLSDRMNKVT PQLLALADAG HNDVPSRVDE 

FKVFTPYASP EEFLNDALTI DHSLRESKDV 

ESYEDVLTEL FERAQVTANY RELSEAEKLE 

FRTASEAVKK FGPRMVPHCI ISMASSVTDV 

ETIEDLQAGA GILDELWKID LYRNYLLQRD 

QLVELCRSAG VKLRLFHGRG GTVGRGGGPS 

NPETARRNLE ALVSATLEAS LLDVSELTDH 



>24 residues 

QEVYELVEQA RLTSFDIAKG NAEMDSLVQV 

DEELREQALD AGDTPPDSTL DATWLKLNEG 

TVFDAQKWIT THMRERHALQ SAEPTARTQS 

DEIEVGLRYY KLSLLEEIPR INRDVAVELR 

AETVEYSTHR AAETVLKYYA RQLHSLEHEL 

PYRRAVHGVR GRILATTAEL IGEDAVEGVW 

LIADDRLSVL ISAIESFGFN LYALDLRQNS 

VLLKELRSPR PLIPHGSDEY SEVTDRELGI 

LEPMVLLKEF GLIAANGDNP RGTVDVI PLF 

NVQEVMLGYS DSNKDGGYFS ANWALYDAEL 

YDAILAQPRG AVQGSVRITE QGEI ISAKYG 

QRAYDIMSEI SELSLKKYAS LVHEDQGFID 
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YFTQSTPLQE IGSLNIGSRP 

WIGEGEQATQ RIAELQTLNE 

YSVIREEYFL TKKMFCVITG 

QSEQVSRNIQ LTMNGLSTAL 



SSRKQTSSVE DLRAIPWVLS 

SWPFFTSVLD NMAQVMSKAE 

SDDLLDDNPL LARSVQRRYP 
RNSG 



WSQSRVMLPG WFGVGTALEQ 
LRLAKLYADL IPDTEVAERV 
YLLPLNVIQV EMMRRYRKGD 



> RXA02288 (1-846, translated) 282 residues 

MSQVIPASSQ EKRRERIVSY VTRHGFARVE ALAELFEVSA MTIHRDLEAL AADNLVERIR 

GGARSVSPSM SELAVEQRRH LHRTVKEALC TAAARLIPEG AVVAIDDSTT LESLVEKLPQ 

RSPSALITHS LKTMADHRVR AGMSDIRLIA CAGLYFAETD SFLGKATSAQ LNELSADISF 

VSTTAVRATG EVPALFHPDM EAADTKRALI GIGSVRVLVV DSSKFGSAGV FKVASIEEFD 

HIIIDQQCTR EQRDLLRNSR AQIHVIDHNG DEILDTPTEE DF 



> RXA02292 (1-675, translated) 225 residues 

MDNDFESIEK MSSGDWYVAT GAEREEVAQK TALLFHEYNQ IGPTDPARTA EILRTVLNPA 

SGTCTIKAPA I IEYGFNTTI GEHVFINFGL TILDIAPVRI GARSMLGPNC QLFTAGHPVD 

DWEMRSGGWE NGAPISIGED TWLGGNVTVV GGVSIGDRCV IGAGPVVTKD IPDDSIAVGN 

PARVVRKRDD SRLERSQLPE GASVDALGIL PTKSPRLSEN IAEKY 



> RXA02322 (1-411, translated) 137 residues 

MRIHDVYTHL SADNFPKAEH LAWKFSELAT DPVEVTPDVS EMI INRIIDN AAVSAASVLR 

RPVTVARQQA QSHPREKGGK VFGISGSYSP EWAAFANGVA VRELDFHDTF LAAEYSHPGD 

NIPPLLAVAQ AQRSSGR 



> RXA02326 (1-816, translated) 272 residues 

MLGRPTKVTP SSKVVGDLAL HLVGAGVDPA DFAADPQKYD IPDSVIAFLR GELGNPPGGW 
PEPLRTRALE GRSEGKAPLT EVPEEEQAHL DADDSKERRN SLNRLLFPKP TEEFLEHRRR 
FGNTSALDDR EFFYGLVEGR ETLIRLPDVR TPLLVRLDAI SEPDDKGMRN VVANVNGQIR 
PMRVRDRSVE SVTATAEKAD SSNKGHVAAP FAGVVTVTVA EGDEVKAGDA VAI IEAMKME 
ATITASVDGK IDRVVVPAAT KVEGGDLIVV VS 



> RXA02327 (1-960, translated) 320 residues 

LLATRVRSFA LKPAAEAVAK LTPELLSVEA WGGATYDVAM RFLFEDPWDR LDELREAMPN 

VNIQMLLRGR NTVGYTPYPD SVCRAFVKEA ASSGVDIFRI FDALNDVSQM RPAIDAVLET 

NTAVAEVAMA YSGDLSDPNE KLYTLDYYLK MAEEIVKSGA HILAIKDMAG LLRPAAVTKL 

VTALRREFDL PVHVHTHDTA GGQLATYFAA AQAGADAVDG ASGTTVWHHL PSHPLSAIVA 

AFAHTRRDTG LSLEAVSDLE PYWEAVRGLY LPFESGTPGP TGRVYRHEIP GGQLSNLRAQ 
ATALGLADRF ELIEDNYASR 

> RXA02328 (1-1383, translated) 461 residues 

ASEAVRIGTE GSPVKAYLDI DEIIGAAKKV KADAI YPGYG FLSENAQLAR ECAENGITFI 

GPTPEVLDLT GDKSRAVTAA KKAGLPVLAE STPSKNIDEI VKSAEGQTYP I FVKAVAGGG 

GRGMRFVASP DELRKLATEA SREAEAAFGD GAVYVERAVI NPQHIEVQIL GDHTGEVVHL 

YERDCSLQRR HQKVVEIAPA QHLDPELRDR ICADAVKFCR SIGYQGAGTV EFLVDEKGNH 

VFIEMNPRIQ VEHTVTEEVT EVDLVKAQMR LAAGATLKEL GLTQDKIKTH GAALQCRITT 

EDPNNGFRPD TGTITAYRSP GGAGVRLDGA AQLGGEITAH FDSMLVKMTC RGSDFETAVA 

RAQRALAEFT VSGVATNIGF LRALLREEDF TSKRIATGFI ADHPHLLQAP PADDEQGRIL 

DYLADVTVNK PHGVRPKDVA APIDKLPNIK DLPLPRGSRD R 



> RXA02329 (1-603, translated) 201 residues 

TATRQSRKGE ISSWKAFAPA FAGKMAIEAM DRAMRGEGSP APIWEGEDGV IAWLLSGKDH 

VYHVPLPEHG EPKLGILETY TKEHSAEYQS QAPIDLARRM KPLVDAAGGT EHIAEI VLRT 

SHHTHYVIGT GANDPQKMDP QASRETLDHS IMYIFAVALQ DGVWHHEFSY TRKRSTRPET 

VELWHKIRTV EDPEWTRRYH S 



> RXA02332 (1-1143, translated) 381 residues 

MSDSQVRKGL NGVISDYTSI SKVMPESNSL TYRGYAVEDL VENCSFEEVI YLLWFGELPT 

TEQLRTFNTT GRSYRSLDAG LISLIHSLPN TCHPMDVLRT AVSYMGTFDP DPFTRDADHI 

RSIGHNLLAQ LPMVVAMDIR RRSGEEI IAP DHNKGIASNF LSMVFGNDDG S VANS ADD I R 

DFERSLILYA EHSFNASTFS ARVISSTRSD TYSAITGAIG ALKGPLHGGA NEFVMHTMLD 

IDDPNNAADW MGKALDRKER IMGFGHRVYK NGDSRVPSME KSMRSLAARH RGQKWVHMYE 
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SMQEVMEART GIKPNLDFPA GPAYYMLGFP VDFFTPLFVL ARVSGWTAHI VEQFENNALI 
RPLSAYNGVE EREVVPISER T 



> RXA02333 (1-219, translated) 73 residues 

EIGYNAVIYP VTTLRIAMGQ VEQALAEIKE HGTQEGWLDR MQHRSRLYEL LRYEDYNVFD 
QHIFTYRKGE NNE 



> RXA02379 (1-705, translated) 235 residues 

MRKHRWANAA GLYADTVAES TIGLILAQMH MHATTRLAKS WSVRPEVENN KSWLHDNKTV 
AILGAGGIGV RLLEMLKPFN VKTIAVNNSG RPVEGADETF AMDKAEHVWA EADVFVLILP 
LTDATYQIVN AETLGKMKPS AVVVNVGRGP LINTDDLVDA LNNGTIAGAA LDVTDPEPLP 
DSHPLWEMDN VVITPHTANT NERIRALTGE LTLRNIELFE AGEQMATEVD VVAGY 



> RXA02399 (1-1296, translated) 432 residues 

MSNVGKPRTA QEIQQDWDTN PRWNGITRDY TADQVADLQG SVIEEHTLAR RGSEILWDAV 

TQEGDGYINA LGALTGNQAV QQVRAGLKAV YLSGWQVAGD ANLSGHTYPD QSLYPANSVP 

SVVRRINNAL LRSDEIARTE GDTSVDNWVV PIVADGEAGF GGALNVYELQ KAMIAAGAAG 

THWEDQLASE KKCGHLGGKV LIPTQQHIRT LNSARLAADV ANTPTVVIAR TDAEAATLIT 

SDVDERDQPF ITGERTAEGY YHVKNGLEPC I ARAKSYAPY ADMIWMETGT PDLELAKKFA 

EGVRSEFPDQ LLSYNCSPSF NWSAHLEADE IAKFQKELGA MGFKFQFITL AGFHSLNYGM 

FDLAYGYARE GMTSFVDLQN REFKAAEERG FTAVKHQREV GAGYFDQIAT TVDPNSSTTA 

LKGSTEEGQF HN 



> RXA02404 (1-2136, t: 
MQVAKVLYDF VTEAVLPRVG 
NNSGTIDQEA YEDFLKEIGY 
ANARWGSLYD ALYGTNAIPE 
EKYNITDGKL AAHIGDSVYR 
KADKTGLKDI VLESAITTIM 
TRELNKDRVY IGRNGTELVL 
AIPGIAPQNK MRNSRKGS I Y 
ERRTSVNLDA SIMEVADRLA 
NNVDAGIQRG LPGKAQIGKG 
YHLVDVFKVQ DELRAAGRRD 
EHGVGCSKVP DIHDIDLMED 
AGDEAYRDMA PKYDASLAFQ 



•anslated) 712 residue: 
VDAEKFWSGF AAIARDLTPR 
LVEEPEAAEI RTQNVDTEIS 
TDGAEKGKEY NPVRGQKVIE 
LKNRESYRGF TGNFLDPEAI 
DFEDSVAAVD AEDKTLGYSN 
HGRSLLFVRN VGHLMQNPSI 
IVKPKQHGPE EVAFTNELFG 
FINTGFLDRT GDEIHTSMEA 
MWAMTELMAE MLEKKIGQPR 
SLRNILTI ST APNTNWSEEE 
RATLRISSQM LANWIRHDVV 
AAKDLIFEGT KSPSGYTEPI 



NRELLARRDE LQMLI DDYHR 
STAGPQLVVP ILNARFALNA 
WGREFLDSVV PLDGASHADV 
LLETNGLHIE LQIDPVHPIG 
WFGLNTGELK EEMSKNGRIF 
LIDGEEI FEG IMDAVLTTVC 
RVEDLLDLPR HTLKVGVMDE 
GAMVRKADMQ TAPWKQAYEN 
EGANTAWVPS PTGATLHATH 
KKEEMDNNCQ SILGYWRWV 
SKEQVLESLE RMAVVVDKQN 
LHARRREFKA KN 



> RXA02414 (1-747, translated) 24 
MSYNSPYNNT NFSTTGAFQP AGGPVKPWNK 
AVHLAS1VIA LLTGFNLTNF GIHPLDTSAL 
GMSGKRVFWE VTI IAGLIGG LGTWIFGGIG 
LLGIVLAFI Y SGLFWGLLPT QIGVSWQGHL 
EKQQRQRGL 



9 residues 

PDASLNQQLK NKSRVRTGLT IAIGYVVVIW 

WGIFTSPLLH GSFSHLIGNT VPGFIFSFLI 

TNHIGASGLI YGWLGYLIVR GIFNKDIKQF 

FGALGGIGAG AFIASDDPAA LKAKKQQKKL 



> RXA02435 (1-558, translated) 18 
VTDNLGSTSI GDAWILYAPL MDDGGFGPLR 
DFGSALFTAM YFVGGIGASA AV1WMDPYSP 
ILIAINIAYT LMSTNVSLWG HLGGLITGAL 
LGIDRV 



6 residues 

AIGGMFLHIG PGHMLLNLVL LWLLGREIER 
TAGASGAIYA MMAILVGLFV LRSADIRAPL 
ITWPMVKAKT QRTRWIIVLI GFAVVVAAVI 



> RXA02440 (1-840, translated) 280 residues 

MVSHGAPGDT FWDLVRKGAE DAAQKDNVEL RYSSNPEIPE QSNLVQNAID SRVDGIAMTM 
PNAQSLGPVA QKAVDAGIPV VGLNAGMNEY QDYGMTGFFG QDESVAGASA GARLAEENAQ 
KVLCVIHEQG NSSQEARCGG VSEGLGKQVE TLYVNGMDLT SVNSTLQAKL AQDRSIDWVV 
GLQAGVSMAI SDAADAANSE VKIATFDTNA QLMTAIRDGK IQFAIDQQPY LQGYMAVDSL 
WLAHRNGTTV GGGRPVYTGP AIVDATNVDV IAEAVGEGLR 



> RXA02453 (1-753, translated) 251 residues 

MKSI FISGAA NGIGKAVALK FLHEGWLVGA YDLAEITYSH PNLRWGYLNV RQSESWDKAL 
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EDFATHTGGT I DVVDNNAGV I IEGPLQDAE EGSVDKLLAI NVNGVTLGAR AAHPYLARTP 
GAQLLNMSSA SAVYGQPQIA VYSASKFYVA GLTEALNLEW RKDDIRVVDV WPLWAKTDLV 
NGVKAKSLKR LGVRITPEQV AQAVWDAVHP KSRWAKGKVH HGVSKLDKAL YLMKSLSPDR 
VAMCFARLIA G 

> RXA02474 (1-774, translated) 258 residues 

MSKVAMVTGG AQGIGRGISE KLAADGFDIA VADLPQQEEQ- AAETIKLIEA AGQKAVFVGL 
DVTDKANFDS AIDEAAEKLG GFDVLVNNAG IAQIKPLLEV TEEDLKQIYS VNVFSVFFGI 
QAASRKFDEL GVKGKI1NAA SIAAIQGFPI LSAYSTTKFA VRGLTQAAAQ ELAPKGHTVN 
AYAPGIVGTG MWEQIDAELS KINGKPIGEN FKEYSSSIAL GRPSVPEDVA GLVSFLASEN 
SNYITGQVML VDGGMLYN 

> RXA02480 (1-849, translated) 283 residues 

LSIGALSMAV WAHHMFVTGA VLLPFFSFMT FLISVPTGVK FFNWVGTMWK GHITWETPMI 
WSVGFMATFL FGGLTGIMLA SPPLDFHLAD SYFLIAHFHY TLFGTVVFAS CAGVYFWFPK 
MTGRMMDERL GKIHFWLTFV GFHGTFLIQH WVGNMGMPRR YADYLDSDGF TIYNQISTVF 
YFLLGLSVIP FIWNVFKSWR YGELVTVDDP WGYGNSLEWA TSCPPPRHNF ASLPRIRSER 
PAFELHYPHM IERMRAEAHT GHHDDINAPE LGTAPALASD SSR 

> RXA02481 (1-612, translated) 204 residues 

MLTGFLTPGG AADLGGPCTP HCLTQFTPQA LVLTCGLSGV GATGIGSVAS AINMLTTILC 
LRAPGMTMFR MPIFTWNIFV VSVLALLIFP LLLAAALGVL YDRKLGGHLY DPANGGSLLW 
QHLFWFFGHP EVYVLALPFF GIVSEIIPVF SRKPMFGLRR PDLRNLVHWC TVHGCVGSPH 
VRYWRSFASV LLLHDVPDFG SYRR 

> RXA02485 (1-1101, translated) 367 residues 

LDSSLAQEIA AIDGVELDSE VTFADLTTLR IGGKPRSAVR CQTTEALVSA IKLLDDASLP 
LLIVGGGSNL VVADGDLDVI AVIIETDDVS INLTDGLLTA DAGAVWDDVV HLSVDAGLGG 
IECLSGIPGS AGATPVQNVG AYGTEVSDVL TRVQLLDRTT HQVSWVDASE LDLSYRYSNL 
KFTNRAVVLA IELQLLTDGL SAPLRFGELG RRLAI SEAEP HPRRPVRMVR DAVLELRRAK 
GMVVEHTDHD TWSAGSFFTN PI VD PAL AD A VFEKVGEPTM PRFPAGDGKE KLSAAWLIER 
AGFKKGHPGA GAKASLSTKH TLALTNRGDA RASDLVALAK EIRDGVLETF GVTLVPEPVW 
IGISIDD 

> RXA02492 (1-717, translated) 239 residues 

MTNGKLILLR HGQSEWNASN QFTGWVDVNL TEQGEAEAKG VLPGVVYTSL LRRAIRTANI 
ALNAADRHWI PVIRDWRLNE RHYGALQGLD KAATKEKYGD DQFMEWRRSY DTPPPELADD 
AEYSQANDPR YADLDVVPRT ECLKDVVVRF VPYFEEEILP RAKKGETVLI AAHGNSLRAL 
VKHLDGISDA DIAELNIPTG IPLVYEIAED GSVVNPGGTY LDPEAAAAGA AAVANQGNK 

> RXA02528 (1-975, translated) 325 residues 

MSAKSSLKEV AELAGVGYAT ASRALSGKGY VSPQTREKVQ AAAKELNYVP NQLAKALREH 
RSALVGVIVP DLSNEYYSES LQTIQQDLKA AGYQMLVAEA NSVQAQDVVM ESLISIQAAG 
IIHVPVVGSI APEGIPMVQL TRGELGPGFP RVLCDDEAGF FQLTESVLGG SGMNIAALVG 
EESLSTTQER MRGISHAASI YGAEVTFHFG HYSVESGEEM AQVVFNNGLP DALIVASPRL 
MAGVMRAFTR LNVRVPHDVV IGGYDDPEWY SFVGAGITTF VPPHEEMGKE AVRLLVDLIE 
NPELPTGDVV LQGQVILRGS STHSG 

> RXA02539 (1-1518, translated) 506 residues 

MTVYANPGTE GSIVNYEKRY ENYIGGKWVP PVEGQYLENI SPVTGEVFCE VARGTAADVE 
L AL DAAH AAA DAWGKTSVAE RALILHRI AD RMEEHLEEIA VAETWENGKA VRETLAADIP 
LAI DH FRY FA GAIRAQEDRS SQIDHNTVAY HFNEPIGVVG QIIPWNFPIL MATWKLAPAL 
AAGNAIVMKP AEQTPASILY LINIIGDLIP EGVLNIVNGL GGEAGAALSG SNRIGKIAFT 
GSTEVGKLIN RAASDKIIPV TLELGGKSPS I FFSDVLSQD DAFAEKAVEG FAMFALNQGE 
VCTCPSRALV HESIADEFLE LGVKRVQNIK LGNPLDTETM MGAQASQEQM DKISSYLKIG 
PEEGAQTLTG GKVNKVDGME NGYYIEPTVF RGTNDMRIFR EEIFGPVLSV ATFSDFDEAI 
RIANDTNYGL GAGVWSRDQN TIYRAGRAIQ AGRVWVNQYH NYPAHSAFGG YKESGIGREN 
HLMMLNHYQQ TKNLLVSYDP NPTGLF 
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> RXA02551 (1-360, translated) 120 residues 

MSVCEAHNPE NYSTGGGNII GGVVS PTLAA SEWGWQVDPL GLRIVLNNYW ERWQKPLFIV 
ENGLGAKDVL IDGPSGPTVN DDYRIKYLDD GGSGILKRYK KKSFDWCRDI IATNGESLES 

> RXA02556 (1-1158, translated) 386 residues 

LIVSTQPITD RSALSAEHAE VIKATLPLVG GKINEITPVF YNKMFAAHPE LIANTFNGGN 
QKQGDQQKAL AASIAT FATM LVTPDAPDPV QLLSRIGHKH VSLGITADQY DIVHEHLFAA 
IVEVLGAETV TAPVAEAWDA VYWIMANVLI GFENNLYASN DLEPGDVFRE VTVTAKKQLS 
ATVWEYTLAG ELVAPEPGQY TSIGVVLDDG ARQLRQYSLL GGSDTEYRIA VEDNGEVSGF 
LRDRVSVGDK IEATIAAGDL VLNKDTNPVV LISQGIGSTP MVGMLAGMNP ERDVVVLHAD 
QAESTYAQVE EVQGLVEKLP KAAFEI FYRD NDQWLEVAGR IPSGASVYLC GGVE FLKNVR 
EQIEALDEQP RDVNFELFAP NDWLIS 

> RXA02560 (1-822, translated) 274 residues 
MQGNSLNLAD NSERKKPMPS PGELLAARYG QPATWTPPQW NETLDVIHQH 
VDDDTIRTI I SAAQSAGTSS NKQVISVIVV KDPELRKGLA GITRQMFPHL 
IDYSRISAVA AREDLPTGAL DYLDEAAWGF LDAGIAAQNA AIAAESLGLG 
AEAVHKLLGL PPEIVPVVGL EMGHADPPEP AGIKPPLPQE AIVHWDTYTE 
RALDTYYSRY GQHQLWSKQT AHRAASKRCY KNQE 

> RXA02572 (1-645, translated) 215 residues 
AVAEICEPTG A DAVAL V DA I GHDDRIGRKF LGAGLGFGGG CLPKDIRAFM ARAGELGADQ 
ALTFLREVDS I NMRRRDRVV QLAKEMCGGS LLGKRVTVLG AAFKPNSDDV RDSPA1SVAG 
SLSLQGAAVS VYDPEAMDNA RRVFPTLSYA SSTKEALIDA HLVVLATEWQ EFRDLDPEVA 
GGVVEKRAII DGRNVLDVAK WKAAGWEMEA LGRNL 

> RXA02596 (1-489, translated) 163 residues 

PVVYTGPLDL YFNYAEGKLG WRTLDFETEV VETGDFQGTP VMNYNDADVP FTRIHEFRHF 
HPERDDSYPK DKTVIMREFS RFADNEDEPY YPINTPDDRD MLKQYRLLAA EEAANNKVLF 
GGRLGTYQYL DMHMAIGSAL SMFDNKLVPF FEEGTPLEQE RGH 

> RXA02611 (1-1752, translated) 584 residues 

DAWSDPMATW RHAITTKIEA GQGSDELYND FEHGAQLFER AAENLSKEDR TALFDVASSL 
RRGGDVRARL APALTASVTH LLELNPLREL VTMGENLQVR VERRAALVNS WYELFPRSTG 
GWDESGTPVH GTFATTAQAL ERVAKMGFDT VYFPPIHPIG EVNRKGRNNT LTPEPHDVGS 
PWAIGSKDGG HDATHPRLGT IEDFQALLAR ARELNLEVAL DLALQAAPDH PWAQEHREFF 
TVLADGTIAY AENPPKKYQD I YPINFDNDA PKI YEEVYRV VKFWVDLGVT TFRVDNPHTK 
PANFWQWLIS AIHKSNPEVI FLAEASTRPA RLYFLSKIGF SQSYTYFTWK VTNEELTEFA 
TEIAPMADIS RPNLFVNTPD ILHASLQHGG RAMFA1RAAL AATMSPVWGV YSGYELFEHE 
AVKPGSEEYL DSEKYELRPR DFEGALERGD SLEDYIALLN QIRRANPALQ QLRNIHFHEA 
DNDQIIAYSK VDALTGNTVL IVVNLDPRSA REATVRLDLG ALGLEAGAQF EVRDAITGSR 
YLWSETNFVR LEPLRDVAHI FVLPELPASR RERLAWREIK TYRA 

> RXA02612 (1-2193, translated) 731 residues 
MTVDPASHIT IPEADLARLR HCNHHDPHGF YGWHETEAGS VIRTRQVGAT 
HVMTPIGDDI FAIDLGHRER ADYRLEVTWP DQEPQVKADP YYFLPTVGEM 
ERLWEILGAN IKTYQTALGT VRGTAFTVWA PNAIGCAVVG GFNGWNASQH 
WELFIPGIEE GEVYKFAVQT REGQRRDKAD PMARRAELAP ATGSIVASSE 
ERSQTDLASK PMSVYEVHLG SWRWGKNYED LATELVDYVA DLGYTHVEFL 
WGYQVTGYYA PTSRWGTPDQ FRALVDAFHA RGIGVIMDWV PAHFPKDDWA 
EHPDWRRGEQ KDWGTLVFDF GRNEVRN FL V ANALYWIEEF HIDGLRVDAV 
EHGEWEPNIY GGRENLEAVQ FLQEMNATVL RLHPGALTIA EESTSWPGVT 
SLKWNMGWMH DTLEYFSKNP VHRAFHHSEL TFSLVYAFSE RFVLPISHDE 
RMPGDTWNKA AGLRTFLAYM WSHPGKKLLF MGQEFGQREE WAEGQGLPWD 
EAIRTLTRSL NGVYSDSPAL HTQDFTGEGF TWNKGDDATN NILAFTRFGS 
LSGTSQPEYQ LGVAAGGEWK LVLNTDDAEF LGAENDIATS VQAAATPRDN 
AMSAQFYSLQ K 

> RXA02621 (1-819, translated) 273 residues 
MSELICGPAI L FAPAGRAE I I PKAASKADM VI IDLEDGAG EVDREVAYRN IRESGLDPKR 



RSVRRWLDKP 
EQVPAVLIWL 
TLYLGSVRND 
KNLELIDSYD 



QVNLLI DDTS 
DIYLFSEGRH 
PMRSMGGSGL 
YQWQDSEWLR 
PVAEHPFGGS 
LARFDGEALY 
ASMLYLDYSR 
APTWDGGLGF 
VVHGKGSLWD 
IVDGWQGEYH 
DGSQMLCVFN 
FAYSLSLHVP 
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TIVRTVGPSD 
QIAADPKVVG 
TIDAIHADFH 
EAENHPGAFK 



PHFLADVEMV 
MFWGAEDLTH 
DEEGLYLEAV 
LDGQMIDAPL 



KSTDFTLVMV 
LLGGTHSRFL 
DAARTGFAGT 
ISQARMVISR 



PKLLGSVPEE 
GDESNEGSYR 
ACIHPKQIEI 
QPA 



LDGLNIIAMI 
DTMRLTRALM 
VRRAYRPEAN 



ETPQAATSIP 
HLHAAANGKF 
QLEWAKKVVE 



> RXA02640 (1-1527, translated) 509 residues 

MRISKANAYV AAIDQGTTST RCIFIDAQGK VVSSASKEHR QIFPQQGWVE HDPEEIWDNI 

RSVVSQAMVS IDITPHEVAS LGVTNQRETT VVWDKHTGEP VYNAIVWQDT RTSDICLEIA 

GEEGQEKWLD RTGLLINSYP SGPKIKWILD NVEGARE RAE KGDLLFGTMD TWVLWNLTGG 

VRGDDGDDAI HVTDVTNASR TLLMDLRTQQ WDPELCEALD I PMSMLPEIR PSVGEFRSVR 

HRGTLADVPI TGVLGDQQAA LFGQGGFHEG AAKNTYGTGL FLLMNTGTSL KISEHGLLST 

IAYQREGSAP VYALEGSVSM GGSLVQWLRD NLQLIPNAPA IENLAREVED NGGVHVVPAF 

TGLFAPRWRP DARGVITGLT RFANRKHIAR AVLEANAFQT REVVDAMAKD AGKALESLRV 

DGAMVENDLL MQMQADFLGI DVQRLEDVET TAVGVAFAAG LGSGFFKTTD EIEKLIAVKK 

VWNPDMSEEE RERRYAEWNR AVEHSYDQA 



> RXA02642 (1-498, translated) 166 residues 

MTESKNYDLI VVGSGLFGLT VAERAASQLG KKVLIVERRS HLGGNAYSEA EPETGIEIHK 

YGAHLFHTSN TRVWEYVNQF TSFTGYQHRV FAMHNGTAYQ FPMGLGLINQ FFGKYYSPDE 

ARELIKEQSA EI DSSDATNL EEKAI SLIGR PLYEAFIRDY TAKQWQ 



> RXA02654 (1-885, translated) 295 residues 

MI SLLNDPRT LFPKVDPPKQ SQPEPGLDIK LSPQAD-IGLS SYQGSGRLKG RKALITGGDS 

GIGAAVAIAY AREGADVAIA YLPEEQADAD RVLQAIEETG QKAFSFPGDL RDPEYCRSLV 

QETVNALGGL DILVNNASRQ VWAPGLTEIT DENFDQTLQV NLYGSFRVTK AAI PHLKPGS 

SIIFTSSIQA YQPSETLLDY AMTKAALNNL SKGLASSLIG DGIRVNSVAP GPFWTPLQPS 

HGQPQEKIEG FGQHAPIGRA GH PVE LAG AY VFLASDEASY VVGETLGVTG GTPTP 



> RXA02666 (1-768, translated) 256 residues 

MSSTRIPVIA LLAAAGRGTR LGGPI PKAFV TLRERTLLER SLQAMLTSES VDEIIILVSP 

DMETYARDLL RKRGLLNDPE GVRVRLVHGG GERADSVWAG LQAISLDDAT PDAIVLIHDS 

ARALTPPGMI ARVVRKVHEG ATAVIPVLPV SDTIKRVSPD GGVVVDTPNR AELRAVQTPQ 

GFLLSELVAA NEKFFADPNP GFI PTDDASL MEWYGADVVC VQGDPMAFKV TTPIDMMLAQ 
RITDEAEPTI FEVPGD 



> RXA02675 (1-363, translated) 121 residues 

ILMTGMRHEN FGIMIARGDL AVELGFDRMA EVPQLIMALA EAAHVPTILA TQVLENMAKN 
GLPSRAEITD AAMALRAECV MLNKGPHIND AIKVLTEMSR KLGASQRKSR LLLRKVKSWE 
E 



> RXA02694 
MKETVGNKIV 
RTRVTKGTYA 
VASNPVDILT 
DTELPVLSSA 
ARITRAILQN 
HSANTLREIQ 



(1-942, translated) 314 residues 



LIGAGDVGVA 
DCEDAAMVVI 
YAVWKFSGLE 
TIAGVSLSRM 
QDVAVPVSAL 
KQFF 



YAYALINQGM 
CAGAAQKPGE 
WNRVIGSGTV 
LDKDPELEGR 
LHGEYGEEDI 



ADHLAI I DID 
TRLQLVDKNV 
LDSARFRYML 
LEKIFEDTRD 
YIGTPAVVNR 



EKKLEGNVMD 
KIMKSIVGDV 
GELYEVAPSS 
AAYHIIDAKG 
RGIRRVVELE 



LNHGWWADS 
MDSGFDGIFL 
VHAYI IGEHG 
STSYGIGMGL 
ITDHEMERFK 



> RXA02695 (1-1422, translated) 474 residues 

MNEFDQDILQ EIKTELDELI LELDEVTQTH SEAIGQVSPT HYVGARNLMH YAHLRTKDLR 

GLQQRLSSVG ATRLTTTEPA VQARLKAARN VIGAFAGEGP LYPPSDVVDA FEDADEILDE 

HAEILLGEPL PDTPSCIMVT LPTEAATDIE LVRGFAKSGM NLARINCAHD DETVWKQMID 

NVHTVAEEVG REIRVSMDLA GPKVRTGEIA PGAEVGRARV TRDETGKVLT PAKLWITAHG 

SEPVPAPESL PGRPALPIEV TPEWFDKLEI GSVINVPDTR GSRRAFTVTR VFDGAVLAEG 

PQKAYISNGT LLEHNYDRSR VYGIPAVVQR INLKVGDRLI LTDEELTYDP SLGSGRTPRI 

SCTLPQAVDA IKVGHRVLFD DGAIAAVCID KTSTADGHND VELEVTHARP QGVNLAAYKG 

INLPDSELPL PSLTEEDLQH LRFVVKYADI AAI SFIRNVA DVEYLLQALA DIGD 



> RXA02729 (1-744, translated) 248 residues 
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MDSPMSNSTG TDIVVVGSIN ADLTAKVQRH PEPGETLLGS GGTVSAGGKG ANQAVAAAQL 
GAKVTMIGAV GTDQMAGEAL THLRQSGADM SAIATVDGPT GLAI ITVSDD GENTIIVIPG 
ANASVTAEFV DKHSQLIENA GIVLLQGEIP ADGFERAVDL SQGRVVINLA PVVPVGHDQL 
RRADPLLVNE HEGALVLDML GTPATTSDPQ SLVTELLEQG FTSVVMTLGA EGALVGTPGQ 
LTAIPTPK 

> RXA02730 (1-1038, translated) 346 residues 

MATEKFRPTL KDVARQAGVS IATASRALAD NPAVAASTRE RIQQLASDLG YRANAQARAL 
RSSRSNTIGV IVPSLINHYF AAMVTEIQST ASKAGLATII TNSNEDATTM SGSLEFLTSH 
GVDGIICVPN EECANQLEDL QKQGMPVVLV DRELPGDSTI PTATSNPQPG IAAAVELLAH 
NNALPIGYLS GPMDTSTGRE RLEDFKAACA KfSKIGEQLVF LGGYEQSVGF EGATKLLDQG 
AKTLFAGDSM MTIGVIEACH KAGLVIGKDV SVIGFDTHPL FALQPHPLTV IDQNVEQLAQ 
RAVSILTELI AGTVPSVTKT T1PTALIHRE SIINSTLRKK DGLPNE 

> RXA02737 (1-1542, translated) 514 residues 

VSTNTTPSSW TNPLRDPQDK RLPRIAGPSG MVI FGVTGDL ARKKLLPAIY DLANRGLLPP 
GFSLVGYGRR EWSKEDFEKY VRDAASAGAR TEFRENVWER LAEGMEFVRG NFDDDAAFDN 
LAATLKRIDK TRGTAGNWAY YLSIPPDSFT AVCHQLERSG MAESTEEAWR RVI IEKPFGH 
NLESAHELNQ LVNAVFPESS VFRIDHYLGK ETVQNILALR FANQLFEPLW NSNYVDHVQI 
TMAEDIGLGG RAGYYDGIGA ARDVIQNHLI QLLALVAMEE PISFVPAQLQ AEKIKVLSAT 
KPCYPLDKTS ARGQYAAGWQ GSELVKGLRE EDGFNPESTT ETFAACTLEI TSRRWAGVPF 
YLRTGKRLGR RVTEIAVVFK DAPHQPFDGD MTVSLGQNAI VIRVQPDEGV LIRFGSKVPG 
SAMEVRDVNM DFSYSESFTE ESPEAYERLI LDALLDESSL FPTNEEVELS WKILDPILEA 
WDADGEPEDY PAGTWGPKSA DEMLSRNGHT WRRP 

> RXA02738 (1-1080, translated) 360 residues 

MSHIDDLAQL GTSTWLDDLS RERITSGNLS QVIEEKSVVG VTTNPAIFAA AMSKGDSYDA 

QIAELKAAGA SVDQAVYAMS IDDVRNACDL FTGI FESSNG YDGRVSIEVD PRISADRDAT 

LAQAKELWAK VDRPNVMIKI PATPGSLPAI TDALAEGISV NVTLIFSVAR YREVIAAFIE 

GIKQAAANGH DVSKIHSVAS FFVSRVDVE1 DKRLEAIGSD EALALRGKAG VANAQRAYAV 

YKELFDAAEL PEGANTQRPL WASTGVKNPA YAATLYVSEL AGPNTVNTMP EGTIDAVLEQ 

GNLHGDTLSN SAAEADAVFS QLEALGVDLA DVFQVLETEG VDKFVASWSE LLESMEARLK 

> RXA02739 (1-2100, translated) 700 residues 

LTTLTLSPEL QALTVRNYPS DWSDVDTKAV DTVRVLAADA VENCGSGHPG TAMSLAPLAY 
TLYQRVMNVD PQDTNWAGRD RFVLSCGHSS LTQYIQLYLG GFGLEMDDLK ALRTWDSLTP 
GHPEYRHTKG VEITTGPLGQ GLASAVGMAM AARRERGLFD PTAAEGESPF DHHIYVIASD 
GDLQEGVTSE ASSIAGTQQL GNLTVFWDDN RISIEDNTEI AFNE DVVARY KAYGWQTIEV 
EAGEDVAAIE AAVAEAKKDT KRPTFIRVRT I IGFPAPTMM NTGAVHGAAL GAAEVAATKT 
ELGFDPEAHF AIDDEVIAHT RSLAERAAQK KAAWQVKFDE WAAANPENKA LFDRLNSREL 
PAGYADELPT W DADE KG VAT RKASEAALQA LGKTLPELWG GSADLAGSNN TVIKGSPSFG 
PESISTETWS AEPYGRNLHF GIREHAMGSI LNGISLHGGT RPYGGTFLIF SDYMRPAVRL 
AALMETDAYY VWTHDSIGLG EDGPTHQPVE TLAALRAIPG LSVLRPADAN ETAQAWAAAL 
EYKEGPKGLA LTRQNVPVLE GTKEKAAEGV RRGGYVLVEG SKETPDVILM GSGSEVQLAV 
NAAKALEAEG VAARVVSVPC MDWFQEQDAE YIESVLPAAV TARVSVEAGI AMPWYRFLGT 
QGRAVSLEHF GASADYQTLF EKFGITTDAV VAAAKDS ING 

> RXA02740 (1-930, translated) 310 residues 

LDTIKAYIAL TKPRVIELLL VATIPTMLQA ERGENNIVLI LLTVFGGWMG AAAAN T FNM V 
ADSDIDQRMG RTRARPLVRH TVSNRDASIF AWVLTVASFL WLWLLCDSML AGIFVLITIF 
FYIFVYTKWL KRRTHMNIVW GGAAGCMPVL VGWAVIVDQF EPGVPQQWWQ AiVLFMVIFF 
WTPPHTWALA MKYREDYKAA GVPMLPVVRT PVQVTAQIVW YSVATVLTTF LLIPATGWIY 
AAIAVISGVT FLFMAIKLHL GIKNGGKVKP LKLFILSNNY LAVLFVALSV DAVLGLETIG 
EMLGWTTTFF 

> RXA02741 (1-966, translated) 322 residues 

MKAILVSRTG GPEVLEFTDT DAPKPTDDQV LVEVDMAGVN FIDTYYRQGE YHARLPFIPG 
FEGTGRVLED PQGLIAAGTK VAWCDAMGSY AQQVCVPRDR LVAVPEGVSS EVAASMLMQG 
ITAHYLTNGV YELEEGDSCL ITAGAGGVGL L AT QMAAAKG VRVYSVVSTD EKAELALDAG 
AYEVFRYSDN LAEQVRRHNG GRGVDVVYDG VGQSTFNESL EAVRPRGTVC LFGAASGPVE 
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PFDPQLLNTH GSIFLTRPSI GAWTSEEGEF AKRAQAVTQA IVEGTLRVRV TGTYSLADAY 

IAHRDLQARS TSGSLVLEIP KD 

> RXA02743 (1-1038, translated) 346 residues 

VSTSDAPSNN PVELKPITFW APTIKVQRIL ALLLLIFQGG ITVTGS1VRV TGSGLGCDTW 

PLCHEGSLVP VAGAAPWIHQ AVEFGNRMLT FVLAAAALAL FIAVLGAKRR REILVHSFIQ 

GLGIILQAVI GGITVLVDLH WYAVALH FLP SMILVFMAAI LYTRIGEPDD GEITTTFPTW 

IRNVAVIGAV ALSVVLITGT MTTGAGVHSG DASITMDDRL DVSI DLMAHI HGYSMYIYLF 

FTLI VVAGLY KAKTTKHNKQ LGLMLILFIL IQAGIGILQY RMGVPRWSIP FHIAMSSVVV 

AFTSLLWAQG RIRVGGKATV TGSVDGDIKN EI ITNPFEKK SKQPVK 

> RXA02797 (1-903, translated) 301 residues 

MNNRIVVVGS INADLNVLVD RHPAPGETLL GSGGHITAGG KGAN QAVAAA LQGADVAFVG 
AVGKDPYAAP ALEFLRSSGV DLTAVSEVDD TTGLAVITVA KDGENNIVVI PGANSLVNCD 
YVSSQSALLA EAGILLLQGE IPADGFKEAI HHTMGRVVVN LAPVIEVEKS ALLEADPIIA 
NEHEAGLILD QFGAGIDSMD PHELAQALLD AGFASVVLTL GSAGALVADA TGITDIATPT 
VQAVDTTGAG DAFAGAFCAR LIKGDSLIDA ATHAARVGAY SVQTAGAQAS YPDASVSLPS 
V 

> RXA02803 (1-399, translated) 133 residues 

SGEMLAAALS AGMASQGVDV IRVGVIPTPA VAFLTDDYGA DMGVMI SASH NPMPDNGIKF 
FSAGGHKLPD HVEDEIERVM DSLPAEGPTG HGVGRVIEEA TDAQDRYLEH LKEAVPTSLE 
GIKIVVDAAN GAA 

> RXA02807 (1-465, translated) 155 residues 

MAHSYAEQLI DTLEAQGVKR I YGLVGDSLN PIVDAVRQSD IEWVHVRNEE AAAFAAGAES 
LITGELAVCA ASCGPGNTHL IQGLYDSHRN GAKVLAIASH IPSAQIGSTF FQETHPEILF 
KECSGYCEMV NGGEQGERIL HHAIQSTMAG KGVSV 

> RXA02821 (1-180, translated) 60 residues 

VGYGIATIGP GLGIGILVGK ALEGMARQPE MAGQLRTTMF LGIAFVEALA LIGLVAGFLF 



> RXA02829 (1-276, translated) 92 residues 

MQKNILKSGI EISELGLGCM SLGTDYKKAQ PIIESAIDNG ITYFDTADIY DQGVNEEIVG 
KALKKYQNRD DIVIGTKVGN RLTDDGHMTW GS 

> RXA02852 (1-279, translated) 93 residues 

VAVSDFSTDL PNQIREWVPG DYTVLGADGF GFSDTRPAAR RFFNIDAESI VVAVLNSLAR 
EGKIDVSVAA QAAEKFKLDD PTSVSVDPNA PEE 

> RXA02853 (1-1407, translated) 469 residues 

MAKRIVIIGG GPAGYEAALA GAKYGAEVTV IEDVGVGGSA VTMDCVPSKS FIAGTGIKTD 

LRRADDMGLN RGLGKAHLEI DALNIRVKDL AKAQSEDILG QLQRSDVRMI NGVGRFDDYN 

TKQTTHYIKV THSDGSEETV ECDLVLVATG ATPRILKGAE PDGERILTWR QVYDIEELPT 

HLIVVGSGVT GAE FVSAFAE LGVKVTMVAS RDRILPHDDA DAADVLETVL AERGVSLEKH 

ARVESVTRTE DGGVCVRTAD GREI YGSHAL MTVGSIPNTA DLGLENIGVE LAPSGHIKVD 

XVSRTNIPGV YAAGDCTDLF PLASVAAMQG RIAMYHALGE GVSPIRLKTV ATAVFTRPEI 

AAVGITHAQV DSGEVSARVI VLPLATNPRA KMRSLRHGFV KLFCRRNSGL IIGGVVVAPT 

ASELILPIAV AVTNRLTVAD LADTFAVYPS LSGSITEAAR QLVQHDDLG 

> RXA02854 (1-1584, translated) 528 residues 

MDESRQLSFG TAGLRAPVGP ARHQMNVLQV TRTTAGVASW LAERAALNPV PHLVPEDETG 
IGRALYPQDG PLRVVVGYDA RYGSHTFAAT TAEVFAGAGF EVTLLPTPSP TPLIPWLVNK 
HGLDAGVQIT ASHNGAADNG YKVFLSNGRQ LYSELEPELE AHINAVEDPI RVPRVTVRPT 
ADQLRRYVDE MVSLVTPDQA DLLRVNSERG NLRVVYTALH GVGGRAMANA FQFAGFPHTH 
GVKAQQYPDP TFPTVAFPNP EEPSAIELLL ERAKEKNADI LFALDPDADR CAVGIRTADG 
GHRMLSGDEV GTLLATRLVP EYSGEGPRPV VATTVVSSQL LGIIAEDKGW DYSETLTGFK 
NLSRAADGLD GPLAFAYEEA VGTCPVPDVV PDKDGISTAL FMASWAAELK AQGASLQQKL 
NELYRRYGYF ASSQIAVRTS SPRELVDHWI AHPQQELIGV SVTPHILPEK QGIALHGQVG 
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HVHIRAIGRV SGTEAKAKLY LEVGQASSHD EAAQLLHQLE DEVQSWLS 

> RXA02872 (1-672, translated) 224 residues 

AREAWRIFMS HWDLYAGTAT GYWVEQEFEH VFGINAERLN VGTPEHADAI FDELTDILAK 
PDFRPRALAE QFNLEVLATT DDPLDDLADH KALADDPTFS PRVLPTFRPD AYTKMYNAGW 
AEKTTKLIDT AGDGKAGWEG YLQAMRNRRQ YF1NHGATSA DHGLHDTDTT PLSHKDAQKI 
LDKGLAGTAT LAEMHAFEAN TTYRFAEMSQ EDGLVMTIHP GVYR 

> RXA02873 (1-510, translated) 170 residues 

FGENKDLISD SSFNRWLRTV SLGSTQDADM AAASNLAANS KMARQNTRDI LDAVSDGGVM 
LGRNGALVLG PVVGTLHIKF IAPLNKRVER VMYKTGLSEA AAAEQCALED RLREEMAHAL 
YQWNPGRDEN YDLVINTGSM TYEQIVDLVV ETYARKYPLH VRIIPNGKDQ 

> RXA02887 (1-408, translated) 136 residues 

MADQAKLGGK PSDDSNFAMI RDGVASYLND SDPEETNEWM DSLDGLLQES SPERARYLML 
RLLERASAKR VSLPPMTSTD YVNTI PTSME PEFPGDEEME KRYRRWIRWN AAIMVHRAQR 
PGIGVGGHIS TYAGAA 

> RXA02897 (1-1287, translated) 429 residues 

DLDGFRQEVS REQGGIPSYP HPHGMKDFWE FPTVSMGLGP MDAIYQARFN RYLENRGIKD 
TSDQHVWAFL GDGEMDEPES RGLIQQAALN NLDNLTFVVN CNLQRLDGPV RGNTKIIQEL 
ESFFRGAGWS VIKVVWGREW DELLEKDQDG ALVEIMNNTS DGDYQTFKAN DGAYVREHFF 
GRDPRTAKLV ENMTDEE1WK LPRGGHDYRK VYAAYKRALE TKDRPTVILA HTIKGYGLGH 
NFEGRNATHQ MKKLTLDDLK LFRDKQG1PI TDEQLEKDPY LPPYYHPGED APEIKYMKER 
RAALGGYLPE RRENYDPIQV PPLDKLRSVR KGSGKQQIAT TMATVRTFKE LMRDKGLADR 
LVPIIPDEAR TFGLDSWFPT LKIYNPHGQN YVPVDHDLML SYREAPEGQ1 LHEG1NEAGS 
VASFIAAGT 

> RXA02902 (1-672, translated) 224 residues 

LASDLGIKFV AVVDKDLETA EKFATGLGAA GDSSESSVKA HGSLPALFSK KKI DVLHITT 
PHDQHIGLAL EALHHGVNVI LEKPLANELD QAQRLIDYLD ENPDGPKIAV CYQNRYNVSS 
QELRRLLDSG DLGAINGAYS SVVWTRTPGY YTQKPWRGQQ AHSGGGLLMN QAIHTLDLLQ 
WFLGKATEVK GTVSTDKYAD VIDVEDTAHA YIGHESGVHT SEVS 

>RXN00013 TRANSLATE of: rxn00013.seq check: 4426 from: 1 to: 873 

MEGMTNPEQTHPAASLEDMI KT I TKT FVI AHDQDS DEHLAQALVYNAGRLAWRMRENGVD 

TDYKTSVSDVVTDADRAAEAFVAGVLEALRPEDGVLGEEGADRASKSGKTWVIDPVDGTY 

NFTQGSDYWCSALALVEGDPSAPSRVLFGAVHRPAMGYTWFGGPGIRTTLDGKELDLLVD 

APLNQISLATYIHPSRIAEPDIQKAWMSVATHPATLRMFGAGSIDLANIADGSMGAWVQH 

SVADWDWLPGRALIEGVGGACIKVTAGGVEWSVAGNAEAVSEISETLSALD 

>RXN00014 TRANSLATE of: rxn00014.seq check: 1159 from: 1 to: 780 
MS KYADDLALALELAELADS I TLDRFEAS DLE VS S KPDMT PVS DADLAT EE ALREKI AT A 
RPADSILGEEFGGDVEFSGRQWI IDPIDGTKNYVRGVPVWATLIALLDNGKPVAGVISAP 
ALARRWWASEGAGAWRTFNGSSPRKLSVSQVSKLDDASLSFSSLSGWAERDLRDQFVSLT 
DTTWRLRGYGDFFSYCLVAEGAVDIAAEPEVSLWDLAPLSILVTEAGGKFTSLAGVDGPH 
GGDAVATNGILHDETLDRLK 

>RXN00043 TRANSLATE of: rxn00043.seq check: 5115 from: 1 to: 1164 
MAEVVHYQENAGQAVKKIEGRIVTPHGVI DGFLQLENGI ITELSGEPAPKNAGFHPELPT 
IVPSFIDLHNHGGNGGAFPTGTQDQARNAAQYHREHGTTVMLASMVSAPADALAAQVENL 
IPLCEEGLLCGIHLEGPFINACRCGAQNPDFIFPGNPTDLAQVIHAGKGWIKSITVAPET 
DNLTELLDLCAAHHI IASFGHTDADFDTTTSAIALAKEKNVTVTATHLFNAMPPLHHRDP 
GSVGALLAAARAGDAYVELIADGVHLADGTVDLARSNNAFFITDAMEAAGMPDGEYILGV 
LNVTVTDGVARLRDGGAIAGGTSTLASQFVHHVRRGMTLIDATLHTSTVAAKILGLSDHE 
IVKSNPVNFVVFDSNGQLQQVHLDHQVI 

>RXN00148 TRANSLATE of: rxn00148.seq check: 5482 from: 1 to: 2211 
MTSIPNFSDI PLTAETRASESHNVDAGKVWNTPEGIDVKRVFTQADRDEAQAAGHPVDSL 
PGQKPFMRGPYPTMYTNQPWTIRQYAGFSTAAESNAFYRRNLAAGQKGLSVAFDLATHRG 
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YDSDNERVVGDVGMAGVAIDSILDMRQLFDGIDLSSVSVSMTMNGAVLPILAFYIVAAEE 
QGVGPEQLAGTIQNDILKEFMVRNTYIYPPKPSMRIISNIFEYTSLKMPRFNSISISGYH 
IQEAGATADLELAYTLADGIEYIRAGKEVGLDVDKFAPRLSFFWGISMYTFMEIAKLRAG 
RLLWSELVAKFDPKNAKSQSLRTHSQTSGWSLTAQDVYNNVARTAIEAMAATQGHTQSLH 
TNALDEALALPTDFSARIARNTQLLLQQESGTVRPVDPWAGSYYVEWLTNELANRARKHI 
DEVEEAGGMAQATAQGIPKLRIEESAARTQARIDSGRQALIGVNRYVAEEDEEIEVLKVD 
NTKVRAEQLAKLAQLKAERNDAEVKAALDALTAAARNEHKEPGDLDQNLLKLAVDAARAK 
ATIGEISDALEVVFGRHEAEIRTLSGVYKDEVGKEGTVSNVERAIALADAFEAEEGRRPR 
I FIAKMGQDGHDRGQKVVASAYADLGMDVDVGPLFQT PAEAARAAVDADVHVVGMSSLAA 
GHLTLLPELKKELAALGRDDILVTVGGVIPPGDFQDLYDMGAAAIYPSGTVIAESAIDLI 
TRLAAHLGFDLDVDVNE 

>RXN00200 TRANSLATE of: rxn002 00 . seq check: 5263 from: 1 to: 3438 

MRQVGGNGGHQLDSINVSDVVESKKLKGSAQEPPQVAPGWLKKLAISSGLLGLLMFVLLP 

FLPVNQVQSSLSWPQNGELSSVNAPLISYAPQSMDASIPVSALDSLNDNQSLVMGTLPLD 

STDATNRGLFVRTIDGNLDVIVRGEVLLDLSPTEVNRLPDDAILEISSTEETTSAEITGT 

AFSGETEGDERPQVTGVYTELVDDPSTASALASAGLNVDIEINSRFTSSPSLLKYAAIFI 

GLASVLVSLWTLHRMDILDGRKAHRFLPANWYKLKPLDGVVVAILVFWHFLGANTSDDGF 

IMTMARVSQNADYMANYYRWFGVPESPFGAPYYDLLALMAYISTSSIWLRLPALLAGLIM 

WFVITREVMPRFGSLVNGRRVAHWSAAMVFLAFWLPYNNGTRPEPIIAMGALLAWVSFER 

AIATSRLLPAAIGVI IATISLASGPTGLMAVAALLVSLSALIRILYRRLPLIGASRGASK 

SKVFGASMAMLAPFLASGTAILIAVFGDQTLSTVMESISVRSAKGPALTWYHEYVRYQTV 

MEQTVDGSFTRRFAVLMLMACLAIVVIAILRYGRIPGAAKGPSLRLMMVIFGTMFFMMFT 

PTKWT HH FGV YAGLAGALAGL AAVGL S Y VAVKS P RMRT ISIGAFL FLLALALAG VNG FW Y 

T S S YAVPWWDKT I QI KGI EAST VVLVI AVI VLI I GVI QS FVHDVKTAQAETNHSMGELVA 

EDEAKRERASRFTGLAASPIAGVSALVVLITCASMGKGFVDQYPAYSVGLGNLRSLTGNT 

CGLASDAMLETNSNDSFLTPVNSTLGESLESEDIRGFSAAGIPPSISQDQADLSAVGAIA 

NT DDSTETGGSDESSGQSTGNTGGVRGSEGING SNARL PFNLDYTQVPVVGSWSAGTQNP 

ANITTDWYEIPEATEEAPI I VVSAAGRIEHYDINGVRQSGQSVMLEYGRLRDNGDVEDLG 

EAMMYDIGPEPSWRNLRYPLDQLPEEADVVRIVATDVNLDEDQWVALTPPRVPNLDSLNN 

VIGSETPGLLDWAVGLQFPCQRTFDHYAGVTEIPEYRI SPDHGGKSTLSPFQDWAGGGSM 

GTAEAVNNAYEIPSYLRNDWGRDWGSIERYSLRTNSNGDAPKVADINLETIQRSGLWNPG 

HMKVDE 

>RXN00231 TRANSLATE of: rxn00231.seq check: 1223 from: 1 to: 1470 

MTINVFELLVKSPTGLLIGDSWVEASDGGTFDVENPATGETIATLASATSEDALAALDAA 

CAVQAEWARMPARERSNILRRGFELVAERAEEFATLMTLEMGKPLAEARGEVTYGNEFLR 

WFSEEAVRLYGRYGTTPEGNLRMLTALKPVGPCLLITPWNFPLAMATRKVAPAIAAGCVM 

VLKPARLTPLTSQYFAQTMLDAGLPAGVLNVVSGASASAISNPIMEDDRLRKVSFTGSTP 

VGQQLLKKAADKVLRTSMELGGNAPFIVFEDADLDLAIEGAMGAKMRNIGEACTAANRFL 

VHESVADEFGRRFAARLEEQVLGNGLDEGVTVGPLVEEKARDSVASLVDAAVAEGATVLT 

GGKAGTGAGYFYEPTVLTGVSTDAAILNEEIFGPVAPIVTFQTEEEALRLANSTEYGLAS 

YVFTQDTSRIFRVSDGLEFGLVGVNSGVISNAAAPFGGVKQSGMGREGGLEGIEEYTSVQ 

YIGIRDPYAG 

>RXN00296 TRANSLATE of: rxn00296.seq check: 2905 from: 1 to: 2844 

MTHTIKFNRLDPEVFSQHSRAKLRTDMTTRAAYSSDAGIFRRVPAAVAEPENVEQIRDAI 

AVAVARGWSVVGRGGGSSVAGNAIGEGLI IDTSRYFNRILDIDPVAQTAVVEPGVVCDAL 

RDAAAEFGLTYGPDPSTHSRCTIGGMVANNACGSHSVAFGTAAENLVDVTLMLSDGREVT 

VTKDGCDDAEINQKLTDLASKNQDLISKELGRFPRQVSGYGLHYLAHDMAKAMAGTEGTI 

GI I TRLT VKLVPT PKVKALAVLAFDTVFDAARAAAKLRLPGVAT I EGMGGDLLAALRSKQ 

GQSEAGQNLPGNRIGIEAGGWLYCETGSDTLQAAVQAAEEVATAVDTIDYVVVSEPSEMR 

ELWRIRESSAGIVTRLADGGEAWPNWEDSAVPPENLADYLRDLYALMDKFDYQGI PFGHF 

GEGCVHVRISFDFSTKEGLKKFEAFMNEASTLVASYGGSLSGEHGDGRARSSFLDRMYSA 

EMRALFEEFKLIFDPQRIFNPGVLVWADPVMQGLRMDPGQRALDITPVHKFSKDKGSMIN 

AVNRCVGVSACRSESDAMCPSFQITGDEVHSTRGRARLLSEMFRGESIADGYRSEEVNEA 

LDLCLSCKACASECPVNVDMSTYKAEFLDKHYAGRLRPMAHYVMGWLPLLGHVAHKIPLL 

PTLIDATMQSALTAPVVRKVGGLADRPLISFAHRSLRKYKPKKNSGETVVLWPDSFNTNL 

DTGPAHAAIKTLEALGYNVVIPDGFVCCGLTWHSTGQLSMTKKVLEQTAKVMKPYLDQGL 

TVVGLEPSCTVMLQDEATELSDNPDLARLAALTKPFAEVIAPKITELVESGSLQLTESTA 

LTQVHCHERSLGDPQQSALVLEALGVKDEQIATGCCGLAGNWGFEKDHAEMSFALGEREL 
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FPKVRKAEGHVIADGFSCRTQIEQGTGKQATHLAEVVLSILEQNNMAQ 

>RXN00310 TRANSLATE of: rxn00310.seq check: 2380 from: 1 to: 435 
MSDKIWKVGIIGCGAISRNHIEAVQAIPGAEVSAVCDVDGAKASETAAKYGISPSFTSVD 
EILASGVDIVAVCTPHPTHETVVLAAAAAGVHVLCEKPIAIELDSAQRMIDACESAGVQL 
GVLFQRRFW P AAQKMKKE P S WAN AR 

>RXN00316 TRANSLATE of: rxn00316.seq check: 4820 from: 1 to: 1146 
MGQCTVALYREHS Y YTAT PWRGTWAADGGGVLMTQAI H YI DLLYWLLGE PVEVFGYTNS F 
KHGDNIEVEDSAVATVRFESGALATISATTAAEPALGAQVQVMGTKGATMTILEFPEGTD 
GRLIVRSENDTRRNHPIPPRGSLSQCRSFHHQRCFDPVSHRPDRRLYRCAQRRPPTTDHR 
PRCHQSSESSPWCLRISSHPPAGLFDLTEAFKTSRQIGLAPLSSLSTPPDQLVRLAAATG 
FSFVGLRVIAVTPNERVYDLSPGSPLLAATQQALKETALYVLDTEFLQVNADTTREAWLP 
ALEAAGALGAKTFT IAAGDDNIAPLTDT IGAMVDDARDFGVTPALEPI S YRSVHS I PQAA 
AIARDSGGKVVADTLHMARFGA 

>RXN00317 TRANSLATE of: rxn00317.seq check: 4403 from: 1 to: 654 
VTTPSKKTLLFDLDGTLVDSFPGIRTSFLHTLHEKNWEI PSEERISQVPGPPMEWTFQDL 
GMTPEQAQDALQTYLEHYGQVGWDLSEAFPGMRDLLIRLKYEGFRLCTATSKGEFFAEKV 
LRKFEMFDLFEFMGAATDSGNRRSKSAVIKHVLDSVGLDEPNDILMIGDRSHDIEGSSEF 
G I DC VAVT WG YG S KT E WDAARY T V S T AE E L ERI I H DWA 

>RXN00337 TRANSLATE of: rxn00337 . seq check: 9748 from: 1 to: 1050 

MLLTYAFVDVEGGVEKHSLSTADIAARAHAHMKSHDVLGRQTTPPQPEGGVAARLGGIAW 

TMIHKQMLSRDTKGLDITVLSTIPEGVGLGENSAMDVALALALYRENIEEAPTKARIAEI 

CSQSAFMFSETSVLRARHTVALRGETGQISVVDYADGSVTQAPHPVSRSAGLSAFVVAAQ 

TETDPSI YREIYARHAFIDEAARAFSVESLRLLPDASTRVVDWLQAVIEVTGREDLPSIE 

QAQRWLNLWENETRRAQRTANALRSRRLSEFSELLMESQDDLSDTFDFPPADLALARLCV 

ERGATAARSTSARGVIALVDAHHAHNFAADLSEDGLLVVPLGHGDVAEQG 

>RXN00387 TRANSLATE of: rxn00387.seq check: 3252 from: 1 to: 855 

MFRSNISYAVGDDIQNDPETWEDYELRVNHPLRIEGDRVYLQGHGFAPTFTVTWPNGETR 

TQTVQWRPDDPTFFLSSGVVRFDPPAGMYPDLYERRQNQLAIQGLFAPTAEWEGDNNELL 

TSSYPAMRDPAVAIDIYRGDNGLDTGIGQSLFSLDSSLMHSGVLQKIERVNLQIGDTVTL 

DDGTTVSFDGASEFANYQISRDPTQNWVLVTTVISLVSLVGSLMIRRRRIWVRFYPQENG 

TTRVETGGLARTDRAGWGGEYEKFHRELLGLKEEDEDEEYFDHDD 

>RXN00388 TRANSLATE of: rxn00388.seq check: 9749 from: 1 to: 1011 

ML P VNQT YAQFS DT AFVS AY 1 1 Y VLAL I LS L VY YVKQQG 1 1 DARREQT RVSELVGAGGS A 

DVDTDLPDDIADGVLADEDLAKREETARKLANMTQSLMWLGVMVHLVSVVMRALSASRFP 

FGNLYEYILMVTLFAMIGAVLILQRPQFRVVWPWILTPMLALLFYGGTQLYSDAAPVVPA 

LQSFWFPIHVSSVSIGASIGIVSGIASLLYILRMWQPKGKEKGFFGAVAKPLPSGKTLDN 

LAYKTAIWTVPIFGLGIILGAIWAEAAWGRFWGWDPKETVSFITWVLYAGYLHARATAGW 

RNTNAAWINILALVTMI FNLFFINMVVSGLHSYAGLN 

>RXN00389 TRANSLATE of: rxn00389.seq check: 9029 from: 1 to: 1560 

MITATALHGCSLIDGEWVAGKNGEITGFDPRTNASLNPSYSLANSAQLRAATTSAKRAFE 

SYRLTTPEVRADFLDSIADNIDALSGEI VQRASLETGLGTTRLTGEVARTSNQLRL FAET 

VRSGQFHRVRIERGPRIDLRQRQVPLGPVAVFGASNFPVAFSTAGGDTASALAAGCPVVF 

PCAHNAHPGTAELVGQAVRGAVEKHEFDAGVFNLVYGRGVEIGQELAADPNITAIGFTGSR 

QGGLALSQTAFSRPVPVPVFAEMSATNPVFVFPGALADLDASSSLAEAFTASVTGSSGQL 

CTKPGLVFIPRGVVGDAFVALVAAKFKETTGQTMLTQGIAQAWQRGVDNLAAQPSVKILA 

QGTPGDGENAPGPVVFESDVQALLNNVVLQEEIFGAASLVVRYDSPDQLHQVANSLEGQL 

TATIHASQDDFQEVSKLIPLLEDLAGRVLYGGWPTGVEVGHTVIHGGPYPATSNAQSTSV 

GTLAI ERFMRPVS YQT FPAELLPDPVSEANKWAVPRE I DR 

>RXN00401 TRANSLATE of: rxn00401.seq check: 9893 from: 1 to: 939 
MARFSPQDLADHLKDGLLSFPATAFQDDLEVDEAAYVEHIEWQSSYPVAGLFAAGGTGEG 
FSLTVEENHRVTQLAVQASSPEVPVLGSATGSTKSAIANAQGAEAAGAEGVLLLPPYLTE 
CDAEGLYNHAAAVCESTSLGVIVYNRANAI YSPEVIARLSERYPNFIGFKDGTGNIEHLA 
KITTLCGDRLFYLGGLPTAETFALPLLQMGMSTYSSAMFNFIPDFALSFYADVRAQDSAA 
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VKQKLSDFVLPYLDIRDRAQGYGVSIGKGGLKAVGRNAGGVRPPLRNLSEQDIADLSDLL 
ATSGAGSYRLQLR 



>RXN00427 TRANSLATE of: rxn00427.seq check: 2014 from: 1 to: 786 

MGRILVFYSVTLEVAGDRPVYTPSRTNLGDGGGFAFGFLTALALGANAVWCTDDDGRPEG 

PGVLKTLI DAASRHNLEEVSPVVCNADDPERLAFPLRRGLEWRRMRSELIDPANPEDDLL 

PGIASLFNGALISAYAMERIGVPDYRLFIRGDEVEYHRRLVRSGLPFGTCLTTAYLHPDG 

SDEFKPILGGRMHTQYPDNDFKRFFTYRNRGYLMSQPGMRKLLPQEYARFAWFFLVQKRD 

VKGFREWLRLHKLGRDEKFNRP 

>RXN00483 TRANSLATE of: rxn00483.seq check: 5018 from: 1 to: 1464 
VLVTGATGYIGGRLITELLAAGFQVRATSRKKTSLQRFDWYEDVEAVEADLTDATELDTL 
FKDVDVVYYLVHSMGGKNVDFEEQEQRTAENVIQAADQAGIKQIVYLSGLHPRNRKIEEL 
SKHMRSREKVAQILLAGQT PALILRAATI IGSGSASFEI IRHLTERLPRMIAPQWITNQI 
EPLAIRDVLHYLI SAADLKDPVNRSCDIGCGKSYEFADLLRI YADVRGLKRHVNSVPLNL 
PMDKLSGLWISLVTPVPFQLSFPLAQSMAEDAVTEEHSIKDIISDPPDGFIEYREAVELA 
LAAEFDRGVPTSWDRSWTVQQPWAGQPTDPEWAGECAVYEDVRTEDTDLRAAQVWPI IEGL 
GGVNGWYSAPLLWRLRGIADRLIGGPGLGGRRDPRHLKLGDRIDWWRVTEIDPPHRLVLT 
AEMKVDGGAWLILEVADKENGGCTYTQRAI FEPKGLPGYLYWWWSPFHAI IFPYMRSNI 
LKAARKLT 

>RXN00519 TRANSLATE of: rxn00519.seq check: 5871 from: 1 to: 2214 

MAKI IWTRTDEAPLLATYSLKPVVEAFAATAGIEVETRDI SLAGRILAQFPERLTEDQKV 

GNALAELGELAKTPEANI IKLPNISASVPQLKAAIKELQDQGYDI PELPDNATTDEEKDI 

LARYNAVKGSAVNPVLREGNSDRRAPIAVKNFVKKFPHRMGEWSADSKTNVATMDANDFR 

HNEKSIILDAADEVQIKHIAADGTETILKDSLKLLEGEVLDGTVLSAKALDAFLLEQVAR 

AKAEGILFSAHLKATMMKVSDPIIFGHVVRAYFADVFAQYGEQLLAAGLNGENGLAAILS 

GLESLDNGEEIKAAFEKGLEDGPDLAMVNSARGITNLHVPSDVIVDASMPAMIRTSGHMW 

NKDDQEQDTLAIIPDSSYAGVYQTVIEDCRKNGAFDPTTMGTVPNVGLMAQKAEEYGSHD 

KTFRIEADGVVQVVSSNGDVLIEHDVEANDIWRACQVKDAPIQDWVKLAVTRSRLSGMPA 

VFWLDPERAHDRNLASLVEKYLADHDTEGLDIQILSPVEATQLSIDRIRRGEDTISVTGN 

VLRDYNTDLFPILELGTSAKMLSVVPLMAGGGLFETGAGGSAPKHVQQVQEENHLRWDSL 

GEFLALAESFRHELNNNGNTKAGVLADALDKATEKLLNEEKSPSRKVGEIDNRGSHFWLT 

KFWADELAAQTEDADLAATFAPVAEALNTGAADIDAALLAVQGGATDLGGYYSPNEEKLT 

N I MRP VAQ FNE I VDALKK 

>RXN00528 TRANSLATE of: rxn00528.seq check: 9827 from: 1 to: 1089 
MSTSTIRVAIAGVGNCATSLIQGVEYYRNADPSETVPGLMHVKFGDYHVGDIEFVAAFDV 
DAEKVGI DLADATEASQNCT I KI ADVPQTGINVLRGPTLDGLGDHYRAT I DESTAEPVDV 
VQALIDAKADVLVSYLPVGSEEADKFYAQAAIDAGCAFVNALPVFIASDPEWAKKFTDAG 
IPIVGDDIKSQIGATITHRVLARLFEERGVRVDRTMQLNVGGNMDFKNMLDRNRLESKKV 
SKTQAVTSNI PDGPLSGKVEDRNVHIGPSDHVQWLDDRKWAYVRLEGTAFGGVPLNLEYK 
LEVWDSPNSAGI I IDAVRAAKIALDRGIGGPIMPASSYLMKSPPEQLPDDVACERLEAFI 
1EA 

>RXN00595 TRANSLATE of: rxn00595.seq check: 7949 from: 1 to: 1530 

HAMDVLLPI FVAVPLAASAIAVLLPWRLIRDILHI IVPFAGIFAGIWLFAHTAEHGPIAH 

NVGLYVGGVA1 PFAADTFSAIMLITTSIVAVAANWFATIVGETRARFYPALTLMLITGVN 

GALLTADLFNFFVFIEVMLLPSYGLIAMTGTWARLASGRIFVLVNLSASTLLVAGVGIVY 

GVIGSVNIAALQDWEGNPLVASAMGIVVIAIAVKAGVFPVHTWLPRTYPGTSAAVMGLF 

SGLHTKVAVYMLYRIWVHIFNMDPTWNWLIVAFMVISMLVGGFAGLAENSIRRVLAYQMV 

NGMPFILIMMAFTSDDPQRALAAGLLYTLHHMITIAALVLTSGAIEETYGTGMLSKLSGL 

ARREPVVAAVFAAGAFSVVGFPPFSGMWGKALILLEIARVGNIAAWIAIAAIIIASLGAL 

LSMI RVWRE VFWGGAMHQRGVS PQLRI S PAKI APALSLI I LS VGMFI FAGPLI DATLTAT 

DGLLNTDAYQQAVLGENAIGVPSPSYQGGN 

>RXN00606 TRANSLATE of: rxnOO 60 6 . seq check: 8402 from: 1 to: 2274 
VLTGVIAVLIAMSAFTKSAQFPFHFWLPEAMAAATPVSAFLHAAAVVKAGIYLLLRFSIV 
FHDVAVWNWLLI IVGMGTAIMSAYFAVQKTDLKKLTAYSTVSHLGWI VATIGVGTPFALG 
AAIVHTLSHALFKSSLFMLIGVIDHQTGTRDIRRLGFLVKKMPFTFVSVLIGALSMASVP 
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PLLGFVSKEGMITAFMDAPIGNSYVVLLLVGAAIGAVLTFTYSAKLVLGAFVDGPRDMSH 
VKEAPVSLWLPAALPGLMSLPLVLVLSLFDAPVSAAATSAAGEAAHMHLALWHGINTPLL 
ISLGVLVAGILGVLFRKELWKIAETSPFPIATGNDILSMLVYRANLLGKFFGRMADSMSP 
RRHLVSLIVLLWALAAFATIHPSVQLAPKQPGIDRWIDLIPLAIIALSVFGLLTTRNRLS 
AAVLVGTVGVGVSFQMLLLGAPDVALTQFLVEGLVVVI IMMVVRHQPANFKRIKPSRRRS 
TVLVAVLAAFAAFMAVWGLLGRHERSELAMWYLNQGPEITSGANVVNTILVEFRALDTLG 
ELSVLGMAAVVIGAMVASMPRHPFAKGTHPRPFGQSQLNSIPLRMLLKVLVPALCFLSFM 
VFMRGHNDPGGGFIAALIAGGALMLLYLSKAKDGRIFRPNVPFILTGAGILMAVFSGVLG 
LTHGSFLYAIHFNFVGQHWTTSMIFDLGVYLAVLGMVSMAINGLGGYLRPGTDNADLDYA 
RRSGPLPATPTVEPEPEGDEDWPEPINPAGDNKEEANR 

>RXN00635 TRANSLATE of: rxn00635.seq check: 3133 from: 1 to: 1737 

MAHSYAEQLIDTLEAQGVKRI YGLVGDSLNPIVDAVRQSDIEWVRVRNEEAAAFAAGAES 

LITGELAVCAASCGPGNTHLIQGLYDSHRNGAKVLAIASHIPSAQIGSTFFQETHPEILF 

KECSGYCEMVNGGEQGERILHHAIQSTMAGKGVSVVVIPGDIAKEDAGDGTYSNSTISSG 

TPVVFPDPTEAAALVEAINNAKSVTLFCGAGVKNARAQVLELAEKIKSPIGHALGGKQYI 

QHENPFEVGMSGLLGYGACVDASNEADLLILLGTDFPYSDFLPKDNVAQVDINGAHIGRR 

TTVKYPVTGDVAATIENILPHVKEKTDRSFLDRMLKAHERKLSSVVETYTHNVEKHVPIH 

PEYVASILNELADKDAVFTVDTGMCNVWHARYIENPEGTRDFVGSFRHGTMANALPHAIG 

AQSVDRNRQVIAMCGDGGLGMLLGELLTVKLHQLPLKAVVFNNSSLGMVKLEMLVEGQPE 

FGTDHEEVNFAEIAAAAGIKSVRITDPKKVREQLAEALAYPGPVLIDIVTDPNALSIPPT 

I TWEQVMG FSKAATRT VFGGGVGAMI DLARSN I RN I PT P 

>RXN00684 TRANSLATE of: rxn00684.seq check: 631 from: 1 to: 1284 
MTSQTSQQSTSTGGCPFGHTSESTSHHGYQPFDMHNPFPAYKELRQEEPVMFDERIGYWV 
VTKYDDIKTTFDDWETFSSENAQAPVRKRGPQATQIMTDGGFTAYSGLSARIPPEHTRIR 
AI AQKAFT PRRYKALEPDI RAMVI DRVEKMLANDQHVGDMVS DLAYDI PTI T I LTL I GAD 
IFMVVTYKRWSDSRAAMTWGDLSDEEQIPHAHNLVEYWQECQRMVADAHAHGGDNLTADL 
VRAQQEGQEITDHEIASLLYSLLFAGHETTTTLI SNCFRVLLDHPEQWQAILENPKLIPA 
AVDEVLRYSGS I VGWRRKALKDTEIGGVAIKEGDGVLLLMGSANRDEARFENGEEFDISR 
ANAREHLSFGFGIHYCLGNMLAKLQAKICLEEVTRLVPSLHLVADKAIGFRENLSFRVPT 
SVPVTWNA 

>RXN00705 TRANSLATE of: rxn00705.seq check: 1372 from: 1 to: 915 

MGRITQNLQVPRVVSTDEQVFVNTRPDTVAVEEPLEIRVNGTALTTTMRTPGHDIELVHG 

LLLSEGLITDASEVFTARYCAGAVGPDNQNTYNVLELDVIPKDNPARDPVQNPSHNPEGS 

QHEALHIPTFQPVRELNLVAAQRNVLTTSACGVCGTTSIEQLMNKKGWPITPITPDPRMI 

VSLPDKLKSKQKIFDKTGGVHAAGLATLDGEMLI IREDVGRHNAADKVIGNMLb4AGKLPL 

ENTILVMSSRASFELVQKAAMAGISGVIAVGAATSLAIEAAQDSGI FLAGFVRGNKFNHY 

AGELG 

>RXN00799 TRANSLATE of: rxn00799.seq check: 3114 from: 1 to: 1644 

MSQERPQIGSRLSRVIEQDGLQFRDLDGDGVLAPYEDWRLTPAERAADLVKRMNVEEKAG 

LMIIGSHYPGYSPLAPESEGKDAEKCEPLLNPVDMWREDNPITGVPFTEPVLATSSTENA 

INLRNQRYLIVRDNLPARGLATWTNAVQEVAERSRLGIPVAFASNPRNHVALVAQFGVNE 

SAGVFSEWPGELGLAALRDAELMETFGTEAAKEWRAGGVHKLYGYMADLASEPRWSRFNG 

TFGEDPELI SDYIAAVVRGLQGPELSKNSVSTTIKHFPGGGVRLDGHDPHFHWGQTNEYP 

TEDALGKYHLPPFQAAIDAGCASIMPYYARPMNNSANQLDQQLWQNPTTQFEEVAFAYNR 

TFIQDLLRDAMGHRGYVNSDSGVIDAMMWGVEELSEPERFAAAVRAGTDIFSDMANPRRL 

LEAVAEGHLDESELNQPVQRLLEEIFQLGLFENPYVSEDEAEKIIGAPEVSALGNKAQLD 

SVTLLRNNPIRAATGSCSKPEDLPIGYWPYQDRRGSTTAGSSHSRRTPRGNLGVFRVRSR 

SCNRVGSP 

>RXN00868 TRANSLATE of: rxnOO 8 68 . seq check: 5375 from: 1 to: 1911 
MAETKRMTVSQALVEFLGHQWTVDGDIRERTIPGMFGI FGHGNVAGIGQALKQYNVEQPE 
LMPYYQARNEQAMVHQSVGYARMHRRRGTYASAASVGPGATNLLTGAALATTNRLPALLL 
PSDTFATRVADPVLQQLEQPWDIGLTVNDAFRPVSKFFDRVQRPEQLFSIALAAMRVLTD 
PAETGAVTIALPEDVQAEMLDVPVEFLQDREWHIRRPRPERAALARAIEVIKNAKNPMII 
AGGGVLYSDAETQLQALVEQTGIPVGTSQAGGGVLAWDHAQNLGGVGATGTLAANRIAGD 
ADVI IGIGTRYSDFTTASRTAFQNPDVTFININVASFDAYKHGTQLPVIADAREAI VELA 
EALQGFTVAEDYAQRIAKEKAAWDAEVDKSFAPSGLALPGQPEI IGAVQASTSEKDVIVQ 
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AAGSLPGDLHKLWRVRDALGYHVEYAFSCMGYEIAGGIGAKRGLDAAGDDRDVVIMVGDG 
SYLMLNTELVTAVAEGIKVIVVLIQNHGYASIGHLSETVGSQRFGTWYREYDAEAKNFQG 
EQILPVDLAMNARSYGMDVIEVEPSANAIEDLKAAMATAKASEKSTFIHINSDPLIYAPD 
GAGWWDVPVSETSTLDSTNAAREDYLKNQALQRPLLG 

>RXN00871 TRANSLATE of: rxn00871.seq check: 1232 from: 1 to: 888 

MRWFHKKGELARDGWQSWDATTPGWEYTGIRIAELGSGESLELNDTGVERIFIPLQGSF 

DVAHHGQVTHLHGRKSVFDGPTDVLYLPTGQTATLSGQGRVAVAEAPTQEPKEWKYIAPA 

ETPVELRGAGRSSRQVHNFGTPEALDAARLIVCEVITPGENWSSYPPHKHDEHIPGHESK 

LEEI YYFESAPSRVGGRAEAAEGAFGMFSTYSSPAGEI DINAMVYSGDIALVPFGYHGPA 

VAAPGYDLYYLNVMAGPDPERIWLINDDPAHAWVRDTWTGQAFDDRLPYENANKEG 

>RXN00872 TRANSLATE of: rxn00872.seq check: 2930 from: 1 to: 954 

MTNLTSTHEVLAIGRLGVDI YPLQSGVGLADVQSFGKYLGGSAANVSVAAARHGHNSALL 

SRVGNDPFGEYLLAELERLGVDNQYVATDQTFKTPVTFCEIFPPDDFPLYFYREPKAPDL 

NIESADVSLDDVREADILWFTLTGFSEEPSRGTHREILTTRANRRHTIFDLDYRPMFWES 

PEEATKQAEWALQHSTVAVGNKEECEIAVGETEPERAGRALLERGVELAIVKQGPKGVMA 

MTKDETVEVPPFFVDVINGLGAGDAFGGALCHGLLSEWPLEKVLRFANTAGALVASRLEC 

STAMPTTDEVEASLNQKV 

>RXN00879 TRANSLATE of: rxn00879.seq check: 6977 from: 1 to: 2118 

VTARRFLNELADLYGVATSYTDYKGAHIEVSDDTLVKILRALGVNLDTSNLPNDDAIQRQ 

IALFHDREFTRPLPPSVVAVEGDELVFPVHVHDGSPADVHIELEDGTQRDVSQVENWTAP 

REIDGIRWGEASFKIPGDLPLGWHKLHLKSNERSAECGLI ITPARLSTADKYLDSPRSGV 

MAQIYSVRSTLSWGMGDFNDLGNLASVVAQDGADFLLINPMHAAEPLPPTEDSPYLPTTR 

RFINPIYIRVEDIPEFNQLEIDLRDDIAEMAAEFRERNLTSDI IERNDVYAAKLQVLRAI 

FEMPRSSEREANFVSFVQREGQGLIDFATWCADRETAQSESVHGTEPDRDELTMFYMWLQ 

WLCDEQLAAAQKRAVDAGMSIGIMADLAVGVHPGGADAQNLSHVLAPDASVGAPPDGYNQ 

QGQDWSQPPWHPVRLAEEGYIPWRNLLRTVLRHSGGIRVDHVLGLFRLFVMPRMQSPATG 

TYIRFDHNALVGILALEAELAGAVVIGEDLGTFEPWVQDALAQRGIMGTS ILWFEHSPSQ 

PGPRRQEEYRPLALTTVTTHDLPPTAGYLEGEHIALRERLGVLNTDPAAELAEDLQWQAE 

ILDVAASANAL PAREYVGLERDQRGELAELLEGLHTFVAKTPSALTCVCLVDMVGEKRAQ 

NQPGTTRDMYPNWCIPLCDSEGNSVLIESLRENELYHRVAKASKRD 

>RXN00999 TRANSLATE of: rxn00999.seq check: 9801 from: 1 to: 1452 

MTNGDNLAQIGVVGLAVMGSNLARNFARNGNTVAVYNRSTDKTDKLIADHGSEGNFIPSA 

TVEEFVASLEKPRRAIIMVQAGNAT DAVINQLADAMDEGDI IIDGGNALYTDTIRREKEI 

SARGLHFVGAGISGGEEGALNGPSIMPGGPAKSYESLGPLLESIAANVDGTPCVTHIGPD 

GAGHFVKMVHNGI E YADMQVI GEAYHLLRYAAGMQPAE I AE VFKEWNAGDLDS YLI E I TA 

EVLSQVDAETGKPLIDVIVDAAGQKGTGRWTVKAALDLGIATTGIGEAVFARALSGATSQ 

RAAAQGNLPAGVLTDLEALGVDKAQFVEDVRRALYASKLVAYAQGFDEIKAGSDENNWDV 

DPRDLATIWRGGCI IRAKFLNRIVEAYDANAELESLLLDPYFKSELGDLI DSWRRVIVTA 

TQLGLPIPVFASSLSYYDSLRAERLPAALIQGQRDFFGAHTYKRIDKDGSFHTEWSGDRS 

EVEA 

>RXN01025 TRANSLATE of: rxn01025.seq check: 6040 from: 1 to: 996 

VVSVSVMGAGSWGTTLAKVFSDAGNAVTLWARREELASTIRDSHENRDYLPGITLPESLQ 

VTSSATEALEGAAIVVLAIPSQALRGNLAEWKETI PQDATLVSLAKGIEKGTHLRMSEVI 

AEVTEADPSRIAVLSGPNLAREIAEGQPAATVIACPDENRAKLVQAAVAAPYFRPYTNTD 

V VG T E I GGAC KN V I ALAC GISHGYGLGENT N AS LIT RG L AE I ARL GAT L G AD AKT FS GLA 

GMGDLVATCS S PLSRNRS FGERLGQGESLEKAREATNGQVAEGVI S SQS I FDLATKLGVE 

MPITQAVYGVCHRDMKVTDMIVALMGRSKKAE 

>RXN01048 TRANSLATE of: rxn01048.seq check: 6923 from: 1 to: 1224 
MT I DLQRS TQNLTHEE I FEAHEGGKLS I S S TRPLRDMRDLSLAYT PGVAQVCEAI KEDPE 
VARTHTGIGNTVAVISDGTAVLGLGDIGPQASLPVMEGKAQLFSSFAGLKAIPIVLDVHD 
VDALVETIAAIAPSFGAINLEDISAPRCFEVERRLIERLDIPVMHDDQHGTAVVILAALR 
NSLKLLDRKIEDLKIVISGAGAAGVAAVDMLTNAGATDIVVLDSRGI IHDSREDLSPVKA 
ALAEKTNPRGISGGINEAFTGADLFIGVSGGNIGEDALKLMAPEPILFTLANPTPEI DPE 
LSQKYGAIVATGRSDLPNQINNVLAFPGIFAGALAAKAKKITPEMKLAAQRQSQTSQLRT 
SRSAASCLPPWI PALPQQSRQLSRPS PKRKTLKNLLI DASLPVEAPI F 
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>RXN01049 TRANSLATE of: rxn01049.seq check: 4562 from: 1 to: 1482 

MGSIPTMSIPFDDSRGPYVLAMDIGSTASRGGLYDASGCPIKGTKQRESHEFTTGEGVST 

I DADQVVSE I T S VINGILNAADHHNI KDQI AAVALDS FASSLI LVDGEGNALT PC I T YAD 

SRSAQYVEQLRAEI DEKAYHGRTGVCLHTS YHPSRLLWLKTEFEKEFNKAKYVMT IGEYV 

YFKLAGITGMATSIAAWSGILDAHTGELDLTILEHIGVDPALFGEIRNPDEPATDAKVVD 

KKWKHLEEI PWFHAIPDGWPSNIGPGAVDSKTVAVAAATSGAMRVILPSVPEQIPSGLWC 

YRVSRDQCIVGGALNDVGRAVTWLERTI IKPENLDEVLIREPLEGTPAVLPFFSGERSIG 

WAASAQATITNIQEQTGPEHLWRGVFEALALSYQRVWEHMGKAGAAPERVIASGRVSTDH 

PEFLAMLSDALDTPVIPLEMKRATLRGTALIVLEQLEPGGTRATPPFGTTHQPRFAHHYS 

KARELFDALYLKLV 

>RXN01130 TRANSLATE of: rxn01130.seq check: 121 from: 1 to: 603 
MDLARKLGLLAGKLVDAAP VS I E VE ARGEL S SEQ VNALGL SAVRGL FS G 1 1 EES VT FVNA 
PRIAEERGLDISVKTNSESVTHRSVLQVKVITGSGASATVVGALTGLERVEKITRINGRG 
LDLRAEGLNLFLQYTDAPGALGTVGTKLGAAGINIEAAALTQAEKGDGAVLILRVESAVS 
EELEAEINAELGATSFQVDLD 

>RXN01143 TRANSLATE of: rxn01143.seq check: 3222 from: 1 to: 1119 

IPVVTTLMALGTFPESHELHMGMPGMHGTVSAVGALQRSDLLIAIGSRFDDRVTGDVDTF 

APDAKIIHADIDPAEIGKIKQVEVPIVGDAREVLARLLETTKASKAETEDISEWVDYLKG 

LKARFPRGYDEQPGDLLAPQFVIETLSKEVGPDAIYCAGVGQHQMWAAQFVDFEKPRTWL 

NSGGLGTMGYAVPAALGAKAGAPDKEVWAIDGDGCFQMTNQELTTAAVEGFPIKIALINN 

GKPGAWVRQWQTLFYEGRYSNTKLRNQGEYMPDFVTLSEGLGCVAIRVTKAEEVLPAIQK 

AREINDRPVVIDFIVGEDAQVWPMVSAGSSNSDIQYALGLRPFFDGDESAAEDPADIHEA 

VSDIDAAVESTEA 

>RXN01144 TRANSLATE of: rxn01144.seq check: 6367 from: 1 to: 516 
MANSDVTRHILSVLVQDVDGI ISRVSGMFTRRAFNLVFLVSAKTETHGINRITVVVDADE 
LNIEQITKQLNKLIPVLKVVRLDEETTIARAIMLVKVSADSTNRPQIVDAANIFRARVVD 
VAPDSVVIESTGTPGKLRALLDVMEPFGIRELIQSGQIALNRGPKTMAPAKI 

>RXN01146 TRANSLATE of: rxn01146.seq check: 6296 from: 1 to: 693 
MTGAKAIVRSLEELNADIVFGIPGGAVLPVYDPLYSSTKVRHVLVRHEQGAGHAATGYAQ 
VTGRVGVCIATSGPGATNLVTPIADANLDSVPMVAITGQVGSGLLGTDAFQEADIRGITM 
PVTKHNFMVTNPNDIPQALAEAFHLAITGRPGPVLVDIPKDVQNAELDFVWPPKIDLPGY 
RPVSTPHARQIEQAVKLIGEAKKPVLYVGGGVIKADAHEELRAFAEYTGI P 

>RXN01175 TRANSLATE of: rxn01175.seq check: 3032 from: 1 to: 1386 

VSWTVDI PKEVLPDLPPLPEGMQQQFEDT I SRDAKQQPTWDRAQAENVRKI LESVPPIVV 

APEVLELKQKLADVANGKAFLLQGGDCAETFESNTEPHIRANVKTLLQMAVVLTYGASTP 

VIKMARIAGQYAKPRSSDLDGNGLPNYRGDIVNGVEATPEARRHDPARMIRAYANASAAM 

NLVRALTSSGTADLYRLSEWNREFVANSPAGARYEALAREIDSGLRFMEACGVSDESLRA 

ADIYCSHEALLVDYERSMLRLATDEEGNEELYDLSAHQLWIGERTRGMDDFHVNFASMIS 

NPIGIKIGPGITPEEAVAYADKLDPNFEPGRLTIVARMGHDKVRSVLPGVIQAVEASGHK 

VIWQSDPMHGNTFTASNGYKTRHFDKVIDEVQGFFEVHRALGTHPGGIHIEFTGEDVTEC 

LGGAEDITDVDLPGRYESACDPRLNTQQSLELAFLVAEMLRN 

>RXN01193 TRANSLATE of: rxn01193.seq check: 6139 from: 1 to: 1449 

MTTALEEQNAQQAATAGRVVRVIGAVVDVEFPRGELPALYNALTVEVTLESVKKTVVLEV 

AQHLGDNLIRTIAMAPTDGLVRGAAVTDTARPISVPVGDVVKGHVFNALGDCLDDVSLNN 

NPEIERWGIHREPPSFDQLEGKTEILETGIKVIDLLTPYVKGGKIGLFGGAGVGKTVLIQ 

EMITRIAREFSGTSVFAGVGERTREGTDLFLEMEEMGVLQDTALVFGQMDEPPGVGMRVA 

LSGLTMAEYFRDVQNQDVLLFIDNI FRFTQAGSEVSTLLGRMPSAVGYQPTLADEMGVLQ 

ERITSTKGRSITSLQAVYVPADDYTDPAPATTFAHLDATTELDRSIASKGI YPAVNPLTS 

TSRILEPAIVGERHYEVSQRVIGILQKNKELQDI IAILGMDELSEEDKITVARARRIERF 

LGQNFFVAEKFTGLPGSYVPLTDTVDAFERICNGDFDHYPEQAFNGLGGLDDVEAAYKKL 

TGK 

>RXN01204 TRANSLATE of: rxn01204.seq check: 374 from: 1 to: 810 
MKGEFHAPDLDKEFFPGHVTDSGEVVNMLFTDFANGWFAMDRIVLIRLLMTAVVVVFFLW 
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AMRKPKLVPHGVQNFAE YALDFVGI HI AEDI LGKKKGRRFLPI LAT I FFAALLMNLAT I I 
PGLNISSNSRIAFPIVMAVAGYIAFI YAGSKRYGFFKYVKSSVVIPNI PPALHVLVVPIE 
FFSTFILRPVTLALRLMANFLAGHIILVLLFSATNFFFFQFNGWTAMSGVTILMAVLFTV 
YEI IVIFLQAYI FALLVAVYIELSLHADSH 

>RXN01225 TRANSLATE of: rxn01225.seq check: 1629 from: 1 to: 1440 

MTHNHKDWNDRIAVAEEMVPLIGRLHRNNNVVVSVFGRLLVNVSDIDI IKSHRYARHIIS 

KELPLESSLDILRELVDMNLGTASIDLGQLAYSFEESESTDLRAFLEDALAPVIGAETDI 

NPTDIVLYGFGRIGRLLARILVSREALYDGARLRAIVVRKNGEEDLVKRASLLRRDSVHG 

GFDGTITTDYDNNIIWANGTPIKVIYSNDPATIDYTEYGINDAVVVDNTGRWRDREGLSQ 

HLKSKGVAKVVLTAPGKGDLKNIVYGINHTDITADDQIVSAASCTTNAITPVLKVINDRY 

GVEFGHVETVHSFTNDQNLIDNFHKGSRRGRAAGLNMVLTETGAAKAVSKALPELEGKLT 

GNAIRVPTPDVSMAVLNLTLNTEVDRDEVNEFLRRVSLHSDLRQQIDWIRSPEVVSTDFV 

GTTHAGIVDGLATIATGRHLVLYVWYDNEFGYSNQVIRIVEEIAGVRPRVYPERRQPAVL 

>RXN01312 TRANSLATE of: rxn01312.seq check: 2455 from: 1 to: 2019 

MSTHSETTRPEFIHPVSVLPEVSAGTVLDAAE PAGVPTKDMWEYQKDHMNLVSPLNRRKF 

RVLVVGTGLSGGAAAAALGELGYDVKAFTYHDAPRRAHSIAAQGGVNSARGKKVDNDGAY 

RH VKDT VKGGD YRGRE S DCWRLAVE S VRV I DHMNAI GAP FARE YGGAL AT RS FGGVQVS R 

TYYTRGQTGQQLQFSTASALQRQIHLGSVEIFTHNEMVDVIVTERNGEKRCEGLIMRNLI 

TGELTAHTGHAVILATGGYGNVYHMSTLAKNSNASAIMRAYEAGAYFASPSFIQFHPTGL 

PVNSTWQSKTILMSESLRNDGRIWSPKEPNDNRDPNTI PEDERDYFLERRYPAFGNLVPR 

DVASRAISQQINAGLGVGPLNNAAYLDFRDATERLGQDTIRERYSNLFTMYEEAIGEDPY 

SSPMRIAPTCHFTMGGLWTDFNEMTSLPGLFCAGEASWTYHGANRLGANSLLSASVDGWF 

TLPFTIPNYLGPLLGSERLSEDAPEAQAAIARAQARIDRLMGNRPEWVGDNVHGPEYYHR 

QLGDILYFSCGVSRNVEDLQDGINKIRALRDDFWKNMRITGSTDEMNQVLEYAARVADYI 

DLGELMCVDALDRDESCGAHFRDDHLSEDGEAQRDDQNWCFVSAWEPGENGTFVCHAEPL 

FFESVPLQTRNYK 

>RXN01332 TRANSLATE of: rxn01332.seq check: 4448 from: 1 to: 576 
HISAI IEPDAARAAAAAEDAPGAQAFTRIEDAIAADAVDAVLIAVPGQFHEPVLVPALEA 
GLPILCEKPLTPDSESSLRIVELEQKLDKPHIQVGFMRRFDPEYNNLRKLVESGEAGELL 
MLRGLHRNPSVGESYTQSMLITDSVVHEFDVIPWLAGSRVVSVEVKYPKTSSLAHSGLKE 
PILVIMELENGV 

>RXN01340 TRANSLATE of: rxn01340.seq check: 5971 from: 1 to: 858 
KVGEI IASVFDTFNIPQGLVSIITTTRDAELSAELMADPRLAKVTFTGSTNVGRILVRQS 
ADRLLRTSMELGGNAAFVIDEAADLDEAVSGAIAAKLRNAGQVCIAANRFLVHESRAAEF 
TSKLATAMQNTPIGPVISARQRDRIAALVDEAITDGARLI IGGEVPDGSGFFYPATILAD 
V P AQS RI VH E E I FG P VAT I AT FT DLAE G VAQANS T E FG L AA YG F SNN VKAT Q YMAE HLE A 
GMVGINRGAISDPAAPFGGIGQSGFGREGGTEGIEEYLSVRYLALP 

>RXN01365 TRANSLATE of: rxn01365.seq check: 6665 from: 1 to: 1374 

MRTRESVTAVIKAYDVRGVVGVDIDADFISETGAAFGRLMRSEGETTVAIGHDMRDSSPE 

LAKAFADGVTAQGLDVVHLGLTSTDELYFASGTLKCAGAMFTASHNPAEYNGIKLCRAGA 

RPVGQDSGLANIIDDLVEGVPAFDGESGSVSEQDLLSAYAEYLNELVDLKNIRPMKVAVD 

AANGMGGFTVPEVFKGLPLDVAPLYFELDGNFPNHEANPLEPANLVDLQKFTVETGSDIG 

LAFDGDADRCFVVDEKGQPVSPSAICAIVAERYLEKLPGSTIIHNLITSKAVPEVIAENG 

GTAVRTRVGHSFIKAKMAETGAAFGGEHSAHYYFTEFFNADSGILAAMHVLAALGSQDQP 

LSEMMARYNRYVASGELNSRLANAEAQQERTQAVLDAFADRTESVDTLDGVTVELKDTSA 

WFNVRASNTEPLLRLNVEAASKEEVDALVAEILGIIRA 

>RXN01369 TRANSLATE of: rxn01369.seq check: 8434 from: 1 to: 1182 

MELLEGSLRTYPWGSRTLIADLKGEESPSSRPEAEVWFGAHPGSPSTIGGNALNEVIAAN 

PEEALGTRVAEAFENELPFLLKILAAGAPLSLQAHPSLEQAREGFARENSAGIDLGAPNR 

NYRDPNHKPELIVALTEFIAMAGFRPLRNTLTIFDALACEPLDRYRSMLTVDNEEESLRA 

LFTTWITIPIGKRHELI DALISNAHTYLEASDRDEDIAFVLSHIIELNEQYPGDVGVLGA 

LLLNFYKLAPGEALYLDAANLHAYISGLGVEIMANSDNVLRGGLTSKYVDVPELVRVLDF 

NSLENARVDVEEDGATTHYPVPINEFQLDRVAVQGEAEANHDGPMIVLCTSGTVSLEAGE 

KTLEVAAGHAAWVPANDPTIAMRSEDAEVFLARV 
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>RXN01376 TRANSLATE of: rxn01376.seq check: 9104 from: 1 to: 861 
VTYSPGKYLASFLDSLPGATSRDTHVVMADNGSVDGVPEQAAASRSNVEFLSTGGNLGYG 
TAINIAARSLRARREAGEI DGEFFLVSNPDVVFDEDS I DQLLECAKRHPEAGAVGPLI RE 
ADGSAYPSARAVPTLANGIGHALLGAWKSNPWSAAYRDDEDMDTERTAGWLSGSCLLLR 
WDAFDRVGGFDERYFMYMEDVDLGDRLVRAGFTNVFCPSAQI IHAKGHVAGKNPENMLPA 
HHESAYRFQADRLAKPWQAPIRLALRIGLKLRAGVAVGVSKMRTKAS 



>RXN01406 TRANSLATE of: rxn01406.seq check: 5966 from: 1 to: 1023 

MTIRIGLVGYGVGGRLFHTPYIQASTHCELVGVVARSEGTKAAVAEDLPDVAIVGSLTEL 

LELGVDAVVISTPPATRRELALEAINAGVAVVADKPFAPSAADAMELVEAAEKAGVLLNV 

FHNRRNDTHIVTALGIQEELGAMRGLDLRLDLIEPDSLEAGPEGGLLRDLGSHVVDQTLV 

LMGPATSVTAQLGSIDLPEGPTNARFRIVLEHESGAVSHISASKIDRLESWEIRLVGERG 

SYVSNYTDVQTVAIKQGLRPTNDREHWGYESEERWGTLVTDEGSKVIPSAQGDYTRFYDA 

F ALAVENG GAG P V PAREG VAVLKVL DAVAQS AAE KRT I EL S 



>RXN014 68 TRANSLATE of: rxn014 68.seq check: 6994 from: 1 to: 825 

MTVNISYLTDMDGVLIKEGEIIPGADRFLQSLTDNNVEFMVLTNNSIFTPRDLSARLKTS 

GLDIPPERIWTSATATAHFLKSQVKEGTAYVVGESGLTTALHTAGWILTDANPEFVVLGE 

TRTYSFEAITTAINLILGGARFICTNPDVTGPSPSGILPATGSVAALITAATGAEPYYIG 

KPNPVMMRSALNTIGAHSEHTVMIGDRMDTDVKSGLEAGLSTVLVRSGISDDAEIRRYPF 

RPTHVINSIADLADCWDDPFGDGAFHVPDEQQFTD 

>RXN01498 TRANSLATE of: rxn01498.seq check: 692 from: 1 to: 1563 

MIKRLPLGPLPKELHQTLLDLTANAQDAAKVEVIAPFTGETLGFGFDGDEQDVEHAFALS 

RAAQKKWVHTTAVERKKI FLKVHDLVLKNRELLMDIVQLETGKNRASAADEVLDVAITTR 

FYANNAGKFLNDKKRPGALPI ITKNTQQYVPKGVVGQITPWNYPLTLGVSDAVPALLAGN 

AVVAKPDLATPFSCLIMVHLLIEAGLPRDLMQVVTGPGDIVGGAIAAQCDFLMFTGSTAT 

GRILGRTMGERLVGFSAELGGKNPLIVAKDADLDKVEAELPQACFSNSGQLCVSTERIYV 

EEDVYEEVIARFSKAAKAMSIGAGFEWKYEMGSLINHAQLDRVSTFVDQAKAAGATVLCG 

GKSRPDIGPFFYEPTVLADVPEGTPLLTEEVFGPVVFIEKVATLEEAVDKANGTPYGLNA 

SVFGSSETGNLVAGQLEAGGIGINDGYAATWASVSTPLGGMKQSGLGHRHGAEGITKYAE 

IRNIAEQRWMSMRGPAKMPRKVYSDTVATALKLGKIFKVLP 

>RXN01550 TRANSLATE of: rxn01550.seq check: 138 from: 1 to: 1512 

VQLNDTHPVLAIPELMRLLMDEHDMGWEESWAIVFKTFAYTNHTVLTEALEQWDQQIFQQ 

LFWRVWEI ITEIDRRFRLERAADGLDEETIDRMAPIQHGTVHMAWIACYAAYSINGVAAL 

HTEIIKAETLADWYALWPEKFNNKTNGVTPRRWLRMINPGLSDLLTRLSGSDDWVTDLDE 

LKKLRSYADDKSVLEELRAIKAANKQDFAEWILERQGIEI DPESIFDVQIKRLHEYKRQL 

MNALYVLDLYFRIKEDGLTDIPARTVIFGAKAAPGYVRAKAI IKLINSIADLVNNDPEVS 

PLLKVVFVENYNVSPAEHILPASDVSEQISTAGKEASGTSNMKFMMNGALTLGTMDGANV 

EIVDSVGEENAYIFGARVEELPALRESYEPYELYETVPGLKRALDALDNGTLNDNNSGLF 

YDLKHSLIHGYGKDASDTYYVLGDFADYRETRDRMAADYASDPLGWARMAWINICESGRF 

SSDRTIRDYATEIWKLEPTPAVKK 



>RXN01554 TRANSLATE of: rxn01554.seq check: 7857 from: 1 to: 2142 

LKKHVTSAVTAVVTAFSTAALGLSIAVSPAVAQVANPAPDLSAPYTWVEEFDSEDALKGW 

NIFRQPDYGSDKVLYTEDALSIEDGKLTITTQRHCVDEDFAISDPVNRGKLNDSTAQVEP 

CAPGQFEKFTSARIVTPKIARGEFDLSVTATLNTGGVEGVRSAIWMQNGEQACSSATNNG 

LYGELDLVEHFSYDLRSPWSPSNTHLGCDPESVNGTNRAPRELKLDESLDGVEHTWTVST 

TRDGVEYFIDDEAINRQSWRNDVTLGHAEIDDFGISAQTFDEIVDREWTLTLNQKVESAD 

WAKPRSSEEDFPVRSMVIDRIEVTGSPAVSEDTPMPDTTQLLTQDTLEYLGRMPVLERYE 

PASADFADGRRPSWNYFNLKESWQNPELEQRPEAVEFVDGRMDIVTRRHCLATTDDIATP 

ENAQEEPCAPGEVTRYS SARVHLPEI PAGNFRLTVRARAQSEELVDGVRPAIWMQNNTNF 

CADNDGRPYGELDITEFYSSRVNTQYSAVHLGCAGNRPEMKLRQMEMEESMFGDWHDWGV 

EVFDGQI VFT 1 DGKAVTSSGKDVFGNS VT PAAAPLRPAHFKLSEEE YREVI GQPWHLI LN 

TMVEQSGKDSWITAVDNNEAFPEHRFQIDHVAVDIESDSVDNVWPDAANEI PDNVGIEDS 

DDGSDLEVGSTGSSTAETVSW1SLFTALSSLVFTLALNQEALQNLINQFMRQFK 
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>RXN01562 TRANSLATE of: rxn01562.seq check: 4942 from: 1 to: 1908 

MGILNSISTPADLKALNDEDLDALAKEIRTFLVDKV7VATGGHLGPNLGVVELTIGLHRVF 

DSPQDPI IFDTSHQSYVHKILTGRAKDFDSLRQKDGLSGYTCRAESEHDWTESSHASAAL 

SYADGLSKAKQLDGDTTHSVVAVVGDGALTGGMCWEALNNIAAGKDRKVVVVVNDNGRSY 

SPTIGGFAENLAGLRMQPFYDRFMEKGKTSLKSMGWVGERTFEALHAFKEGVKSTVIPTE 

MFPELGMKYVGPVDGHNQKAVDNALKYAHDYDGPIIVHMVTEKGRGYAPAEQDLDELMHS 

TGVIDPLTGAPKSASKPGWTSVFSDELVKIGAQNENVVAITAAMAGPTGLSKFEANFPNR 

FFDVGIAEQHAVTSAAGLALGGKHPVVAIYSTFLNRAFDQLLMDVGMLNQPVTLVLDRSG 

VTGSDGASHNGVWDMALTS I VPGVQVAAPRDEDSLRELLNEAI S I DDGPTVVRFPKGDLP 

T P I VAI DTLEDG VDVL AYE DAT DVES T DDAPS VL 1 1 AVGE RAT VALDVASRI KQHGVNVT 

VVDPRWIVPIPQSLVALSDDHDLVITIEDGVIHGGVGSLLSDALNASEVDTPRRQIAVPQ 

KYLDHASRNEVLADYGLDADGIETTVVGWLDSLFGE 



>RXN01569 TRANSLATE of: rxn01569.seq check: 9598 from: 1 to: 1359 

MEYGKQLTSHTTDIEGLLVFDFPVHGDNRGWFKENWQRTKMTNLGLPDFGPVQNNMSFNA 

TAGTTRGMHAEPWDKFVSVAVGSVFGAWVDLRAGSSTYGNVVTQKITPDVGVYVPRGVAN 

GFQALEDGTLYTYLVNDHWSPDAHYANVNLNMI DWPLPI TEI SEKDKKHPALI DATPLPA 

RKVLVVGAGGQLGTALRAQFPDAEFVTRQELDITSDLTEARAWKQYSTIINAAAYTAVDQ 

AEHDRAAAWDINAAAVANLATIARDNNLTLVHVSSDYVFDGAAESYDENAPFSPLGVYGQ 

SKAAGDIGDTTAPRHYIVRTSWVIGDGNNFVRTMKSLDERGIAPSVVDDQIGRLSFTEDI 

AAGIAHLLEVGAAYGTYNLTNTGEPASWADVARAVFSDPTKVTGVSTAEYFANKDAAPRP 

LNSVLDLGKIEATGFSAPTWQTRLNDYLKELSK 

>RXN01580 TRANSLATE of: rxn01580.seq check: 9660 from: 1 to: 717 
MYKNMHIVAHRGAEDLHLENTMTAFQAAAPADAFELDIHATADNQVVVIHDRTAARVAAP 
DSLHRDTPVARLSAAQIKEITLIDGSPVPTLEEVLLQTSLPIQVEIKSAGAVPAAAALLQ 
KYPEHLERLLFISFIDAALVEIVDRLPEARVGILRDASMDDLRILDYI PLKNVGAILPSW 
KALNVASIADLHTKGIKVGCWTIRDENAFGIAQQAGVDYATVSDPSRFLAPSPAGELHW 

>RXN01593 TRANSLATE of: rxnOl 5 93 . seq check: 9774 from: 1 to: 867 
MY VTNNAS RAPE VVAAQLRE I GLADT T ADNVMT S AQAACKMAAEKI PAGS KVYVLGS E S F 
RELAT EAGFVVVDSADDKPVAVLHGHNPETGWAQLSEAALSINAGAQYFASNLDSTLPME 
RGRHIGNGSMVAAVVNATGVKPLSAGKPGPAMFYAGAETLNSSKPLAVGDRLDTDIAGGN 
AAGMDTFQVLTGVSGYYDLVRAIPRAAPHLYRHLDAGSLQRSGRAQARCPGRFFSAYRRR 
HPGHFRRRCRRNSGCSTPHCVGCGLGGHRAVTEVRADSEVAATALQSWW 



>RXN01630 TRANSLATE of: rxn01630.seq check: 5194 from: 1 to: 1077 

MSDQKIVVGLLGITHPHASARVRALREIDGVEVVAAADTDSRLQYFTDKYDVEPREI DDV 

LNDDRINAIMVHSKSKDMVPHAKRALAAGKSVVVEKPGGGTVADLEELLALKEAADPQRI 

VQVGYNVRLSESVQRLKELLDAGLIGEVVSVQARGAAKVGEHITEHLNQPADMGGVLWIL 

GCHMLDALVEVFGAPESVNARVHKTAKLSDDTSREDSASALLYYPDFSVSFSFDGHDDLE 

WFESSRLTVYGTKGMIEAGILPQTLRVYLNESRQGWPQGWTEWTQSYFTPPFARTESNKF 

SELPELENISNFRTEMQGWVNSIRTGSRNVAPVEDALTVARIVSACYESDNNQGISVNI 



>RXN01631 TRANSLATE of: rxn01631.seq check: 4404 from: 1 to: 879 
MKPQLIASCWTSAGDAAPDRDDLSSPVAIDERIALVAETGWAGIGLVHADLIKARDTIGY 
EELRRRI H AAG I E 1 1 E VEFLNGWWATG AERQE S DAVRADL FAAAQALGS PH I KVGAGEGT 
NGVVPIAHMASAFTDLAAEAEAHGVKLALEATPFSHLKTI YDALEVVSHSDSPSAGLMVD 
IWHTAKIGIPNDELWRNIPLSKVNAVEVDDGFIDTPI DLFDDSTNRRAYCGEGEFDPASF 
IRGAIDAGWTGAYGVEI ISAEHRSLPVKEGLQRAFDTTIAAFEQAARLAPSTN 

>RXN01695 TRANSLATE of: rxn01695 . seq check: 9144 from: 1 to: 1500 

MSDSPKNAPRITDEADVVLIGAGIMSSTLGAMLRQLEPSWTQIVFERLDGPAQESSSPWN 

NAGTGHSALCELNYTPEVKGKVEIAKAVGINEKFQVSRQFWSHLVEEGVLSDPKEFINPV 

PHVSFGQGADQVAYIKARYEALKDHPLFQGMTYADDEATFTEKLPLMAKGRDFSDPVAIS 

WI DEGTDINYGAQTKQYLDAAEVEGTEIRYGHEVKS I KADGAKWI VTVKNVHTGDTKT IK 
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ANFVFVGAGGYALDLLRSAGIPQVKGFAGFPVSGLWLRCTNEELIEQHAAKVYGKASVGA 
PPMSVPHLDTRVIEGEKGLLFGPYGGWTPKFLKEGSYLDLFKS IRPDNI PSYLGVAAQEF 
DLTKYLVTEVLKDQDKRMDALREYMPEAQNGDWETIVAGQRVQVIKPAGFPKFGSLEFGT 
TLINNSEGTIAGLLGASPGASIAPSAMIELLERCFGDRMIEWGDKLKDMIPSYGKKLASE 
PALFEQQWARTQKTLKLEEA 

>RXN01744 TRANSLATE of: rxn01744.seq check: 8546 from: 1 to: 1539 

VDVVDIARWQFGITTVYHFIFVPLTIGLAPLVAIMQTFWQVTGKEHWYRATRFFGTVLLI 

NFAVGVATGIVQEFQFGMNWSEYSRFVGDVFGGPLALEGLIAFFLESVFLGLWIFGWGKI 

PGWLHTASIWIVAIATNISAYFI IVANS FMQHPVGAEYNPETGRAELTDFWALLTNSTAL 

AAFPHAVAGGFLTAGTFVLGISGWWIIRAHRQAKKAESEIESKHSMHRPALWVGWWTTVV 

SSVALFITGDIQAKLMFVQQPMKMASAESLCETATDPNFSILTIGTHNNCDTVTHLIDVP * 

FVLPFLAEGKFTGVTLQGVNQLQAAAEQAYGPGNYSPNLFVTYWSFRAMIGLMLGSLAIA 

AIAWLLLRKKRTPTGKIARLFQIGSLIAIPFPFLANSAGWIFTEMGRQPWVVHPNPESAG 

DARTEMIRMTVDMGVSDHAPWQVWLTLIGFTILYLILFVVWVWLIRRAVLIGPPEEGAPS 

VEAKTGPATPIGSDMPMTPLQFTAAAPTTGEKE 

>RXN01752 TRANSLATE of: rxn01752.seq check: 3364 from: 1 to: 1461 

MMEQDLSYREILPLNASEEKKKAALIDAIEGLRVRDPLLSASIAFTRGQKVAFIAVVVGF 

ILMLIFARQAALIGLSATCTFMYLITLLDRFIMFSRGIRAESIIQVSDEDALAFPEDKLK 

TYTVLVPAYGEPEVIAQLLASMHAFDYPKHLLQVLLMLEEDDLPTIAAAEAAGVDQVATI 

IKVPPAQPRTKPKACNYGLHFATGEIVTIFDAE DMPDPLQLRRVVVAFERSASNTVCVQS 

RLSYRNARQNLLTAWFTIEYDVWFNFLLPGVMRMNAPVPLGGTSNHLLTGVLKDLGAWDP 

FNVTENADLGVPIAAKGYSTAVLDSVTWEEANSDTINWLRQRSRWYKGYLQTWLVYMRRP 

KWLVQELGII PAVRFTFLMAGTPIIAVLNLLFWYLSLTWILGQPGTIEQMFPPAVYYPAL 

VCLVVANAATIFMNLIGCREGRDPLLLIAVLTFPLYWLLMSIAALKGTWQLITRPSYWEK 

TAHGLEA 



>RXN01884 TRANSLATE of: rxn01884.seq check: 9417 from: 1 to: 1890 

VTAIELMPVHQFLQDDRLRDLGMRNYWGYNSFGFFAPYNDYAANKNPGGAVAEFKGLVRS 

YHEAGLEVILDVVYNHTAEGNHMGPTIAFRGIDNEAYYRLVEGDRRHYMDYTGTGNSLNV 

RDPHSLQLIMDSLRYWVTEMHVDGFRFDLASTLAREFDDVDRLATFFDLVQQDPVVSQVK 

LIAEPWDVGEGGYQVGNFPPLWTEWNGKYRDTVRDFWRGEPATLGEFASRLTGSSDLYAN 

NGRRPTASINFVTAHDGFTLNDLVSYNEKHNMANGEDGRDGESHNRSWNCGVEGPTDDPE 

IMQLRAQQRRNFLTTLLLSQGTPMLSHGDEMARTQNGNNNVYCQDNELAWVNWDQAEENA 

DLVSFTRRLLRIRANHPVFRRRQFLAGGPLGADVRDRDIAWLVPNGTLMTQDDWDFAFGK 

SLQVFFNGDAIEEPDYRGQKIHDDSFILMFNAHFEPIDFNLPPEHFGMKWKLLVDTTEAV 

GHPLEDLTIEAGGTITVPARSTMLLRQVEAPDYTKLEEKIAAEKREQELAAEKEAAEKRE 

LELAAAKEAEDAAE ALHLAAERAS TQEAELAHQHGADAI ADE VAEE PQE L PQDE VAAEVE 

TEPDTEPDTESDSEQAEVASEEPEADEEEK 

>RXN01891 TRANSLATE of: rxn01891.seq check: 8435 from: 1 to: 864 

GGHYGLPFARSTVLFYYNKDLWAKAGLEDRGPESWEEFSEWGPKLQEAMDSGFAHGWGDA 

TNYLSWTFEGPMWSLGGNYSEGWESRLTTPETIRAVEWLKSTVDEGFATVSTDVTNEFAT 

GLIGSCIQSTGDLSSVAGAASFDWGVAALPNPTGEGACPTGGAGLGIPSGISEQRQDNAL 

KFIDFLTNAANTGYWSRETGYVPVRKDAASDPDHAAFLEENPAYNVAVEQLPDTRSQDNF 

RVLLPNGDRTIGDALEKICLTGADIDVTLAEVETKLNTI YTRDIEPLI 

>RXN01895 TRANSLATE of: rxn01895.seq check: 607 from: 1 to: 951 

MSVNPTRPEGGRHHVVVIGSGFGGLFAAKNLAKADVDVTLIDRTNHHLFQPLLYQVATGI 

LSSGEIAPSTRQILGSQENVNVIKGEVTDINVESQTVTASLGEFTRVFEYDSLVVGAGAG 

Q S Y FGN DH FAE FAPGMKS I D DALE I RAR 1 1 GAFE RAE ICED P AE RE RL L T F VV VG AG PT G 

VELAGQLAEMAHRTLAGEYKNFNTNSAKI ILLDGAPQVLPPFGKRLGRNAQRTLEKMGVN 

VRLNAMVTNVDATSVTYKTKDGEEHTIESFCKIWSAGV7\ASPLGKLVAEQTGVETDRAGR 

VMVNDDLSVGDQKNVFV 

>RXN01927 TRANSLATE of: rxn01927.seq check: 8048 from: 1 to: 1380 
b4ALVLGI DSSTQSCKALLVDAATGQVI DEGRASHPSGSEVDPRAWI AALDQATEGLLERA 
DAVSIAGQQHGMVALDENDEIVRPALLWNDTRSAQAALDLNEEIGGDQAAVDATGSVYVA 
SLTATKMRWMRDHEPENAARTASVMLPHDFLTWHLMGRGRKVTDHGDASGTGYYSTRDRA 
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WRTDLAALALGHEVELPELLAPNAIAGTTPGGVKVAAGTGDNAAAALGLDLQPGDVSVSI 
GTSGVAGMTVQHSVHDPSGLVTGFADATGAYFPLACTLNGAPVLEFGRRILGVEWEEFDA 
LALAAQPGSGGVTLQPYLEGERTPNRPAARGVLAGLNCATTREDFARATVEGLLLALDDA 
VT ALVE ATGVPVQRI QL I GGGARSQAVRE I APE I FGHE I VVPE PAE YVALGAARQAAWAL 
SGEATPPQWPTPGSDPHRAPKNTELSTRYAKLRAATQGWY 

>RXN01952 TRANSLATE of: rxn01952.seq check: 6335 from: 1 to: 1713 

MTQPGQTTTTSHEAIDAFKRIVGDEHVLTSERATMPFSKGYRFGGGPVFAVVRPGTLVEM 

WRALQVSVDNNLIVIPQASNTGLTGGSGPGFQDYDRPIVIISTHRIDEVHLINDAREAIS 

LAGTPLTHLTDALAKHQREPHSVIGSTSTGASVIGGIANNSGGSQIRKGPAFTREAIFAR 

VNDDGKVELVNHLGISLGDDPEVALDRLQRGEWSPEDVTPAPEDSNETEYAEHLRKIVPS 

PARYNANPEYLFEASGSAGKLMVFAVRTRTFPREVHPTVFYIGTNNTHELEEIRRLFLEA 

DMPLPISGEYMGRSAFDLAEKYGKDTFVFLKFMSPALQTRMFSFKTWANGLFSKIPGIGP 

TFADTVSQ7VMFSVLFNQLPKRMMEYRNRFEHHLLLTVSESQKAASEKMLKEFFAEPEHTG 

EFFTCTSDEEKSASLNRFGAASAATRYAALKRRHIAGLIPIDVALRRDDWNWLEVLPEEI 

DDQLEVKAYYGHFFCHVMHQDYVAKQGVDLEALHDRIQHLLEERGAKLPAEHNYGRMYKL 

PESMEEHFKELDPTNTFNAGIGGTSPHKDWA 

>RXN02036 TRANSLATE of: rxn02036.seq check: 338 from: 1 to: 381 
VHIPFGHLADTVSWDCGGGSCATNDLVSLFMPAAFMSTLAACVFGAWAIGLIAPALFIAV 
TAWAFRSGVQAAIADGYTSATSVGFEMTVSLILFI IAGLCFLGWIPMFINNRQVARKVRE 

RAAGLSN 

>RXN02046 TRANSLATE of: rxn02046.seq check: 7831 from: 1 to: 417 
MKETLTTGLTHQMTYIVPANRTVPHLLPEAAEFETMPDVLATGYMVGI IEWACMELLRPH 
LDDGEISLGTHVNFSHAAPTVPGSTVTIDVEVTEINRRAVTFNITAADEFATISTGTHQR 
GVVNREKFVSRLPEAPKEN 

>RXN02100 TRANSLATE of: rxn02100.seq check: 3527 from: 1 to: 2325 

LGRINAEEQNLSEYLSDKLWYQDTADAT DAVGDPLVAYFSMEFGI HPSLPI YSGGLGVLA 

GENMKSASDLGVPLIGVGLLYTHGYFTQSLSGDGWQQEEYKYHDPAELPIEAVKDKNGEQ 

VTVSVTYPGAQEVKIALWVANVGRI PLLLLDTNIEANPEELRNVTDRLYGGDNEHRIKQE 

LVLGVGGVRAVNAFCEARGLKRSSVAHLNEGHAGFLTLERIRERIAEGMEYPAAFEQVRA 

SNIFTTHTPVPAGIDRFDMEMVRRYLGGGQPEDQQLCVGVPIEKALELGQESDPHRFNMA 

HMGLRASQHANGVAKLHGEVSRDMFAGLYPGYEPREVPIGHVTNGVHLPTWVKPEMKELI 

DRVTGGADLAVADSWSNPQAVESEKIWKVRNKFRADLVEVARAATAKSWSHRGHTEAELA 

WTSRVLDPNVLTIGFARRVSTYKRLTLMLRNPERLRSILLNEERPVQFVIAGKAHPHDMG 

GKKLMQEIVHFADQAGVRDRFLFLPDYDINLASYLISGADVWLNNPVRPQEASGTSGMKA 

VMNGGLTLSISDGWWDEMPKETTGWTIPTVESQDLECRDHLESQALYDLLENEVAPLFYK 

RDKNGIPQDWLDLVRESWTTLSPMVTSTRMVRDYTTQYYRPTKHQAELIAQPAEAADYAA 

WLEHIKAEWAGVKVSDLKISESAITAQELEVSVRVDSGSLNDDEFQAQALFGALGHNGDI 

EDPEITVLTPRGDGAYAAKVSTDLPGNYGITARWPNNRMLVSPAETRLITYLEN 



>RXN02125 TRANSLATE of: rxn02125.seq check: 5612 from: 1 to: 801 

MVATSQFIDDSEAAQAVRAAIVAGYRNIDTALAYGNERGVGEGIRTAGVPREELFISTKL 

AAE I KD YDGAVAAI DE SLAKI GL DYVDLML I H S PQPWS D FRGGDY S EGNRE AWRALE DAY 

KAGKIRSIGVSNFLEADLENILDSATVAPHVNQLLVHVGNTPSELISFCDSKGILVEAYS 

PIAHGEMLKNQQVKAIADKYNVSIPQLCIRYTIQLGTVSLPKTANPDHMSSNAQIDFEIS 

EEDMAALQEVTARDYGEHSGFPVYSGK 

>RXN02206 TRANSLATE of: rxn02206.seq check: 8771 from: 1 to: 936 

MVGSSGLRVSRLGLGTSTWGSGTELAEAGDIFKAFINSGGTLIDVSPNYTTGVAEEMLGT 

MLDAEVSRSAVVISSSAGVNPALPLGRRVDCSRRNLIAQLDVTLRALNTDYLDLWSVGYW 

DEGT P PHE VADT LD YAVRT GRVRYAG VRGYS GWQLAVT HAAS NH AAA SARPVVV AQNEYS 

LLERRAEQELLPATQHLGVGFFAGAPLGQGVLTAKYRSEIPHDSRAASTGRDAEVQSYLD 

NRGRI IVDALDTAAKGLGISPAVTATTWVRDRPGVTAVIVGARTHEQLSHLLKAESVTLP 

TPITQALDDVSL 

>RXN02209 TRANSLATE of: rxn02209.seq check: 8467 from: 1 to: 1671 
TESTVVPSIAGPKRPQDRILLSEAKEQFRKDLPTYTDDAVSVDTSIPATRMVNEGGGQPE 
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GGVEADNYNASWAGSGESLATGAEGRPSKPVTVASPQGGEYTIDHGMVAIASITSCTNTS 
NPSVMIGAGLIARKAAEKGLKSKPWVKTICAPGSQVVDGYYQRADLWKDLET^MGFYLSGF 
GCTTCIGNSGPLPEEISAAINEHDLTATAVLSGNRNFEGRISPDVKMNYLASPIMVIAYA 
IAGTMDFDFENEALGQDQDGNDVFLKDIWPSTEEIEDTIQQAISRELYEADYADVFKGDK 
QWQELDVPTGDTFEWDENSTYIRKAPYFDGMPVEPVAVTDIQGARVLAKLGDSVTTDHIS 
PASSIKPGTPAAQYLDEHGVERHDYNSLGSRRGNHEVMMRGTFANIRLQNQLVDIAGGYT 
RDFTQEGAPQAFI YDASVNYKAAGIPLVVLGGKEYGTGSSRDWAAKGTNLLGIRAVITES 
FERIHRSNLIGMGVVPLQFPAGESHESLGLDGTETFDITGLTALNEGETPKTVKVTATKE 
NGDVVEFDAICPHRHPR 

>RXN02213 TRANSLATE of: rxn02213.seq check: 8081 from: 1 to: 774 

VTESKNSFNAKSTLEVGDKSYDYFALSAVPGMEKLPYSLKVLGENLLRTEDGANITNEHI 

EAIANWDASSDPSIEIQFTPARVLMQDFTGVPCVVDLATMREAVAALGGDPNDVNPLNPA 

EMVIDHSVIVEAFGRPDALAKNVEIEYERNEERYQFLRWGSESFSNFRVVPPGTGIVHQV 

NIEYLARVVFDNEGLAYPDTCIGTDSHTTMENGLGILGWGVGGIEAEAAMLGQPVSMLIP 

RVVGFKLTGEIPVGVTAT 

>RXN02326 TRANSLATE of: rxn02326.seq check: 550 from: 1 to: 816 
MLGRPTKVTPSSKVVGDLALHLVGAGVDPADFAADPQKYDIPDSVIAFLRGELGNPPGGW 
PEPLRTRALEGRSEGKAPLTEVPEEEQAHLDADDSKERRNSLNRLLFPKPTEEFLEHRRR 
FGNTSALDDREFFYGLVEGRETLIRLPDVRTPLLVRLDAISEPDDKGMRNVVANVNGQIR 
PMRVRDRSVESVTATAEKADSSNKGHVAAPFAGVVTVTVAEGDEVKAGDAVAI IEAMKME 
AT I TAS VDGKI DRVVVPAATKVEGGDLI VVVS 

>RXN02327 TRANSLATE of: rxn02327.seq check: 173 from: 1 to: 960 
LLATRVRSFALKPAAEAVAKLT PELLS VEAWGGATYDVAMRFLFEDPWDRLDELREAMPN 
VNIQMLLRGRNTVGYTPYPDSVCRAFVKEAASSGVDI FRI FDALNDVSQMRPAI DAVLET 
NTAVAEVAMAYSGDLSDPNEKLYTLDYYLKMAEEIVKSGAHILAIKDMAGLLRPAAVTKL 
VTALRREFDLPVHVHTHDTAGGQLATYFAAAQAGADAVDGASGTTVWHHLPSHPLSAIVA 
AFAHTRRDTGLSLEAVSDLEPYWEAVRGLYLPFESGTPGPTGRVYRHEIPGGQLSNLRAQ 
ATALGLADRFELI EDNYASR 

>RXN02328 TRANSLATE of: rxn02328.seq check: 5494 from: 1 to: 1596 
VTAITLGGLLLKGI ITLVSTHTSSTLPAFKKILVANRGEIAVRAFRAALETGAATVAIYP 
REDRGSFHRSFASEAVRIGTEGSPVKAYLDIDEIIGAAKKVKADAI YPGYGFLSENAQLA 
RECAENGITFIGPTPEVLDLTGDKSRAVTAAKKAGLPVLAESTPSKNI DEIVKSAEGQTY 
P I FVKAVAGGGGRGMRFVAS P DELRKLATEASRE AEAAFG DGAVY VERAVI NPQH I EVQ I 
LGDHTGEVVHLYERDCSLQRRHQKVVEIAPAQHLDPELRDRICADAVKFCRSIGYQGAGT 
VEFLVDEKGNHVFIEMNPRIQVEHTVTEEVTEVDLVKAQMRLAAGATLKELGLTQDKIKT 
HGAALQCRI TTEDPNNGFRPDTGT I TAYRS PGGAGVRLDGAAQLGGEI TAH FDSMLVKMT 
CRGSDFETAVARAQRALAEFTVSGVATNIGFLRALLREEDFTSKRIATGFIADHPHLLQA 
PPADDEQGRILDYLADVTVNKPHGVRPKDVAAPIDKLPNIKDLPLPRGSRDR 

>RXN02333 TRANSLATE of: rxn02333.seq check: 9284 from: 1 to: 915 

MNLFSNGVDVGRRRQAFKAALAAPHIARLPGAFSPLIARSIEEAGFEGVYVSGAVIAADL 

ALPDIGLTTLTEVAHRARQIARVTDLGVLVDADTGFGEPMSAARTVAELEDAGVAGCHLE 

DQVNPKRCGHLDGKEVVRTDVMVRRIAAAVSARRDPNFVICARTDAAGVEGIDAAIERAK 

AYLDAGADMIFTEALHSEADFRYFRHAIPDALLLANMTEFGKTTLLSADVLEEIGYNAVI 

YPVTTLRIAMGQVEQALAEIKEHGTQEGWLDRMQHRSRLYELLRYEDYNVFDQHI FTYRK 

GENNE 

>RXN02399 TRANSLATE of: rxn02399.seq check: 7887 from: 1 to: 1344 

VVGTAHCESALKEVTLMSNVGKPRTAQEIQQDWDTNPRWNGITRDYTADQVADLQGSVIE 

EHTLARRGSEILWDAVTQEGDGYINALGALTGNQAVQQVRAGLKAVYLSGWQVAGDANLS 

GHTYPDQSLYPANSVPSVVRRINNALLRSDEIARTEGDTSVDNWVVPIVADGEAGFGGAL 

NVYELQKAMIAAGAAGTHWEDQLASEKKCGHLGGKVLIPTQQHIRTLNSARLAADVANTP 

TWIARTDAEAATLITSDVDERDQPFITGERTAEGYYHVKNGLEPCIARAKSYAPYADMI 

WMETGTPDLELAKKFAEGVRSEFPDQLLSYNCSPSFNWSAHLEADEIAKFQKELGAMGFK 

FQFITLAGFHSLNYGMFDLAYGYAREGMTSFVDLQNREFKAAEERGFTAVKHQREVGAGY 

FDQIATTVDPNSSTTALKGSTEEGQFHN 
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>RXN02404 TRANSLATE of: rxn02404.seq check: 8768 from: 1 to: 2217 

MTEQELLSAQTADNAGTDSTERVDAGGMQVAKVLYDFVTEAVLPRVGVDAEKFWSGFAAI 

ARDLTPRNRELLARRDELQMLIDDYHRNNSGTIDQEAYEDFLKEIGYLVEEPEAAEIRTQ 

NVDTEISSTAGPQLVVPILNARFALNAANARWGSLYDALYGTNAIPETDGAEKGKEYNPV 

RGQKVIEWGREFLDSVVPLDGASHADVEKYNITDGKLAAHIGDSVYRLKNRESYRGFTGN 

FLDPEAILLETNGLHIELQIDPVHPIGKADKTGLKDIVLESAITTIMDFEDSVAAVDAED 

KTLGYSNWFGLNTGELKEEMSKNGRI FTRELNKDRVYIGRNGTELVLHGRSLLFVRNVGH 

LMQNPSILIDGEEIFEGIMDAVLTTVCAIPGIAPQNKMRNSRKGSIYIVKPKQHGPEEVA 

FTNELFGRVEDLLDLPRHTLKVGVMDEERRTSVNLDASIMEVADRLAFINTGFLDRTGDE 

I HT SME AGAMVRKADMQTAPWKQAYENNN VDAG I QRGLPGKAQ I GKGMWAMT E LMAEMLE 

KKI GQPREGANTAWVPS PTGATLHATHYHLVDVFKVQDELRAAGRRDSLRN ILT I STAPN 

TNWSEEEKKEEMDNNCQSILGYVVRWVEHGVGCSKVPDIHDIDLMEDRATLRISSQMLAN 

WIRHDVVSKEQVLESLERMAVVVDKQNAGDEAYRDMAPKYDASLAFQAAKDLIFEGTKSP 

S G YT E P I LHARRRE FKAKN 

>RXN02434 TRANSLATE of: rxn02434.seq check: 219 from: 1 to: 1650 

MRTFAAYIAIDGLSFSYPNTHVLSDISLTVANGDIAGLIGENGAGKSTLLSLIAGVMEPD 

QGRIYLPERTGFIAQETDLPFEQPVQSLIDAAVAPVRAVDAAITDLSTKLGDASLSAEEQ 

AQVATDFDAALGAAEELGLWELDARIETIVAGLGLAEVDRSTPIGELSGGQRRRFALAAL 

LLEPHDALIFDEPTNHLDDTAVDFLISEISRFKGPVLIASHDRFFLDSVCTELIDLDPAL 

GPEGGSGEEVKQAVSFGGGFSEYIKERETRRTRWAQLYTAQETEREKLEETTGTTESDIF 

HSS VSKSEAKITAKFYADRAAKTQGNRVRSAKNRLKELERYEI PAPPKPLEFQGI PEASG 

NGHGETLEVRAIAVENRLQPLTFHI DPGDHILVEGPNGVGKSTLLSVLEGVLEPTEGELI 

VPEGLKVARLKQDDQWTEKQLNTPVDELFAALSKGPVGLNLVEMGLLRETSQSSPLRALS 

LGQRRRVSLGLILASPPDLLLLDEPTNHLSLALSEELESAIEKFPGRVILASHDRWIRKR 

WTGKKISLSR 

>RXN02461 TRANSLATE of: rxn02 4 61 . seq check: 9219 from: 1 to: 408 
MRGLIVDYAGVLDGTDEDQRRWRNLLAAAKKNGVGTVILSNDPGGLGAAPIRELETNGVV 
DKVLLSGELGVEKPEEAAFQAAADAIDLPMRDCVLVDDSILNVRGAVEAGLVGVYYQQFD 
RAVVEIVGLFGLEGEF 

>RXN02480 TRANSLATE of: rxn02480.seq check: 3686 from: 1 to: 1656 

MTTTDHKQLGIMYIIMSFSFFFLGGLMALLIRAELFTPGLQFLSNEQFNQLFTMHGTVML 

LLYGTPIVWGFANYVLPLQIGAPDVAFPRLNAFGFWITTVGGVAMLTGFLTPGGAADFGW 

TMYSPLSDAIHSPGLGSDMWIVGVGATGIGSVASAINMLTTILCLRAPGMTMFRMPIFTW 

NI FVVSVLALLI FPLLLAAALGVLYDRKLGGHLYDPANGGSLLWQHLFWFFGHPEVYVLA 

LPFFGIVSEI IPVFSRKPMFGYVGLIFATLSIGALSMAVWAHHMFVTGAVLLPFFSFMTF 

LISVPTGVKFFNWVGTMWKGHITWETPMIWSVGFMATFLFGGLTGIMLASPPLDFHLADS 

YFLIAHFHYTLFGTVVFASCAGVYFWFPKMTGRMMDERLGKIHFWLTFVGFHGTFLIQHW 

VGNMGMPRRYADYLDSDGFTIYNQISTVFYFLLGLSVI PFIWNVFKSWRYGELVTVDDPW 

GYGNSLEWATSCPPPRHNFASLPRIRSERPAFELHYPHMIERMRAEAHTGHHDDINAPEL 

GTAPALASDSSR 

>RXN02554 TRANSLATE of: rxn02554.seq check: 9544 from: 1 to: 624 

MSHTKPSIAILGAGRVGSSLARSAVAAGYEVKVAGSGAVDKIALTAEILMPGAVPSTADQ 

AVKDADIVFLAVPLHKFRSVNPATLEGKIVIDTMNHWVPVNGELEEIDQDPRSTSEIIAE 

FFAGSTMVKSFNHIGYHEIEQDAGTGRAIAYATDDVDAGAQVAQLIKSFGFVPLNIGALE 

NGRILEPGQEAFGAHLNKDSRLELVNQR 

>RXN02556 TRANSLATE of: rxn02556.seq check: 1750 from: 1 to: 1158 

LIVSTQPITDRSALSAEHAEVIKATLPLVGGKINEITPVFYNKMFAAHPELIANTFNRGN 

QKQGDQQKALAASIAT FATMLVTPDAPDPVQLLSRIGHKHVSLGITADQYDIVHEHLFAA 

IVEVLGAETVTAPVAEAWDAVYWIMANVLIGFENNLYASNDLEPGDVFREVTVTAKKQLS 

ATVWEYTLAGELVAPEPGQYTSIGVVLDDGARQLRQYSLLGGSDTEYRIAVEDNGEVSGF 

LRDRVSVGDKIEATIAAGDLVLNKDTNPVVLISQGIGSTPMVGMLAGMNPERDVVVLHAD 

QAESTYAQVEEVQGLVEKLPKAAFEIFYRDNDQWLEVAGRIPSGASVYLCGGVEFLKNVR 

EQIEALDEQPRDVNFELFAPNDWLIS 

>RXN02560 TRANSLATE of: rxn02560.seq check: 4626 from: 1 to: 867 
MQGNSLNLADNSERKKPMPSPGELLAARYGQPATWTPPQWNETLDVIHQHRSVRRWLDKP 
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VDDDTIRTII SAAQSAGTSSNKQVISVI VVKDPELRKGLAGITRQMFPHLEQVPAVLIWL 
IDYSRISAVAAREDLPTGALDYLDEAAWGFLDAGIAAQNAAIAAESLGLGTLYLGSVRND 
AEAVHKLLGLPPEIVPVVGLEMGHADPPEPAGIKPPLPQEAIVHWDTYTEKNLELIDSYD 
RALDTYYSRYGQHQLWSKQTAHRAASKSFSKTNRQFLRGVFERAGFGLR 

>RXN02591 TRANSLATE of: rxn02591.seq check: 6816 from: 1 to: 1830 

MTTAAIRGLQGEAPTKNKELLNWIADAVELFQPEAVVFVDGSQAEWDRMAEDLVEAGTLI 

KLNEEKRPNSYLARSNPSDVARVESRTFICSEKEEDAGPTNNWAPPQAMKDEMSKHYAGS 

MKGRTMYVVPFCMGPISDPDPKLGVQLTDSEYVVMSMRIMTRMGIEALDKIGANGSFVRC 

LHSVGAPLEPGQEDVAWPCNDTKYITQFPETKEIWSYGSGYGGNAILAKKCYALRIASVM 

AREEGWMAEHMLILKLINPEGKAYHIAAAFPSACGKTNLAMITPTIPGWTAQVVGDDIAW 

LKLREDGLYAVNPENGFFGVAPGTNYASNPIAMKTMEPGNTLFTNVALTDDGDIWWEGMD 

GD AP AHL I DWMGN DWT PES DENAAH PN S R YC VAI DQ S P AAAPE FN DWE G VKI DAI LFG GR 
RADTVPLVTQTYDWEHGTMVGALLASGQ-TAASAEAKVGTLRHDPMAMLPFIGYNAGEYLQ 
NWIDMGNKGGDKMPSIFLVNWFRRGEDGRFLWPGFGDNSRVLKWVIDRIEGHVGADETVV 
GHTAKAEDLDLDGLDTPIEDVKEALTAPAEQWANDVEDNAEYLTFLGPRVPAEVHSQFDA 

LKARISAAHA 

>RXN02596 TRANSLATE of: rxn02596 . seq check: 6451 from: 1 to: 1203 

MTESKNYDLIVVGSGLFGLTVAERAASQLGKKVLIVERRSHLGGNAYSEAEPETGIEIHK 

YGAHLFHTSNTRVWEYVNQFTSFTGYQHRVFAMHNGTAYQFPMGLGLINQFFGKYYSPDE 

ARELIKEQSAEIDSSDATNLEEKAISLIGRPLYEAFIRDYTAKQWQTDPKNLPAGNITRL 

PVRYNFNNRYFNDTYEGLPTDGYAAWLEKMAEHELIDVRLDTDWFDVRDDLRASNPDAPV 

VYTGPLDLYFNYAEGKLGWRTLDFETEVVETGDFQGTPVMNYNDADVPFTRIHEFRHFHP 

ERDDSYPKDKTVIMREFSRFADNEDEPYYPINTPDDRDMLKQYRLLAAEEAANNKVLFGG 

RLGTYQYLDMHMAIGSALSMFDNKLVPFFEEGTPLEQERGH 

>RXN02654 TRANSLATE of: rxn02654.seq check: 5233 from: 1 to: 885 
MISLLNDPRTLFPKVDPPKQSQPEPGLDIKLSPQADIGLSSYQGSGRLKGRKALITGGDS 
GIGAAVAIAYAREGADVAIAYLPEEQADADRVLQAIEETGQKAFSFPGDLRDPEYCRSLV 
QETVNALGGLDILVNNASRQVWAPGLTETTDENFDQTLQVNLYGSFRVTKAAI PHLKPGS 
SI I FTSSIQAYQPSETLLDYAMTKAALNNLSKGLASSLIGDGIRVNSVAPGPFWTPLQPS 
HGQPQEKIEGFGQHAPIGRAGHPVELAGAYVFLASDEASYVVGETLGVTGGTPTP 

>RXN02674 TRANSLATE of: rxn02674.seq check: 2941 from: 1 to: 1452 

VTATFAGIDATKHLIGGQWVEGNSDRISTNINPYDDSVIAESKQASIADVDAAYEAAKKA 

QAEWAAT PAAERSAIIYRAAELLEEHREEIVEWLIKESGSTRSKANLEITLAGNITKESA 

SFPGRVHGRISPSNTPGKENRVYRVAKGVVGVISPWNFPLNLSIRSVAPALAVGNAVVIK 

PASDTPVTGGVIPARIFEEAGVPAGVISTVAGAGSEIGDHFVTHAVPKLISFTGSTPVGR 

RVGELAINGGPMKTVALELGGNAPFVVLADADIDAAAQAAAVGAFLHQGQICMSINRVIV 

DAAVHDEFLEKFVEAVKNIPTGDPSAEGTLVGPVINDSQLSGLKEKIELAKKEGATVQVE 

GPIEGRLVHPHVFSDVTSDMEIAREEIFGPLISVLKADDEAHAAELANASDFGLSAAVWS 

KDIDRAAQFALQIDSGMVHINDLTVNDEPHVMFGGSKNSGLGRFNGDWAIEEFTTDRWIG 

IKRS 

>RXN02675 TRANSLATE of: rxn02675.seq check: 8425 from: 1 to: 1857 
MNEFDQDILQEIKTELDELILELDEVTQTHSEAIGQVSPTHYVGARNLMHYAHLRTKDLR 
GLQQRLSSVGATRLTTTEPAVQARLKAARNVIGAFAGEGPLYPPSDVVDAFEDADEILDE 
HAE I LLGEPLPDT PSC IMVTLPTEAAT DI ELVRGFAKSGMNLARINCAHDDETVWKQMI D 
NVHTVAEEVGREIRVSMDLAGPKVRTGEIAPGAEVGRARVTRDETGKVLTPAKLWITAHG 
SEPVPAPESLPGRPALPIEVTPEWFDKLEIGSVINVPDTRGSRRAFTVTRVFDGAVLAEG 
PQKAYISNGTLLEHNYDRSRVYGI PAVVQRINLKVGDRLILTDEELTYDPSLGSGRTPRI 
SCTLPQAVDAIKVGHRVLFDDGAIAAVCI DKTSTADGHNDVELEVTHARPQGVNLAAYKG 
INLPDSELPLPSLTEEDLQHLRFVVKYADIAAISFIRNVADVEYLLQALADIGDPVAVER 
LGLVLKIETIPGYEGLAQILLTGMRHENFGIMIARGDLAVELGFDRMAEVPQLIMALAEA 
AHVPTI L AT Q VL ENMAKNGL P S RAE I T DAAMAL RAE CVMLN KG P H I N DAI KVLTEMS RKL 
GASQRKSRLLLRKVKSWEE 

>RXN02688 TRANSLATE of: rxn02688.seq check: 959 from: 1 to: 669 
MAGRI ILLRHGQTHNNVKHLLDTRPPGAELTDLGRKQALEVGHELATYSGERLAHVYSSI 
VLRAQQTAVLATSTFEKARDMQSGAIPLDVVEGIQEINVGDFEMRGDEEAHMNYSRALNG 



Appendix B, Page 45 



Attorney Docket No.: BGI-126CP 



WLHGDPAAGLPGGETYKDVLNRYQPTLDRIMDSHDLDDDRDVAVVSHGAVIRIVATHATG 
VDPNFAFNTYLGNCRFVVLEPNGKKFSQWDVVRWTDSPLPWQE 

>RXN02765 TRANSLATE of: rxn02765.seq check: 9432 from: 1 to: 755 

MSNQLPDHVRDAFQVGAGPAEQLGQAWDFGFRVGNTVFAKVTAPEVSGWSSKTRETLKPE 

GVRVVRPIRSTDGRFVVAGWRASVFSTGTISKRVDETVVAGLRLADALVDTHAPEPVDNV 

FNRADVQAWEEQPGRIGELLEPINRVNQVGHADMLATTLYAGTQPPAVTDLVPVLRPHGF 

TAALVIVDGLLLGAVDEGILRRFSHLPEIEQLVLRAFLFRRNLQEFSENNDPNVISNLNR 

VESTLVSYVSDKI 

>RXN02803 TRANSLATE of: rxn02803.seq check: 251 from: 1 to: 657 

VSGEMLAAALSAGMASQGVDVIRVGVIPTPAVAFLTDDYGADMGVMISASHNPMPDNGIK 

FFSAGGHKLPDHVEDEIERVMDSLPAEGPTGHGVGRVIEEATDAQDRYLEHLKEAVPTSL 

EGIKIVVDAANGAASVVAPTAYEAAGATVIAIHNKPDSYNINMDCGSTHIDQAQPPVLKH 

GADLGLAHDGDADRCLAVNKDANLVDGDQIMALLAIAMK 

>RXN02821 TRANSLATE of: rxn02821.seq check: 9220 from: 1 to: 24 
MNEIILAQDATESTITGLGAVGYGIATIGPGLGIGILVGKALEGMARQPEMAGQLRTTMF 

LGIAFVEALALIGLVAGFLF 

>RXN02829 TRANSLATE of: rxn02829.seq check: 1194 from: 1 to: 27 
MQKNILKSGIEISELGLGCMSLGTDYKKAQPI IESAIDNGITYFDTADIYDQGVNEEIVG 

KALKKYQNRDDIVIGTKVGNRLTDDGHMTWD 

>RXN02920 TRANSLATE of: rxn02920.seq check: 9771 from: 1 to: 91 

MKFVMYPHLWESTTAVIEGGGHERVEDIKDADFIFFNGSAPEFPDLPENIKFVQASMAGI 

DAL VKRG VVNEKARWAN AAGL YADT VAE S T I GL I LAQMHMHAT TRLAKS WS VRPE VENNK 

SWLHDNKTVAILGAGGIGVRLLEMLKPFNVKTIAVNNSGRPVEGADETFAMDKAEHVWAE 

ADVFVLILPLTDATYQIVNAETLGKMKPSAVVVNVGRGPLINTDDLVDALNNGTIAGAAL 

DVTDPEPLPDSHPLWEMDNVVITPHTANTNERIRALTGELTLRNIELFEAGEQMATEVDV 

VAGY 

>RXN03014 TRANSLATE of: rxn03014.seq check: 5818 from: 1 to: 9C 
YVGFEVLLVASYVLLTLGASPARVRSGVGYVMVSMASSMVFLFGLAMVYASVGTLNMAHV 
GLRMEDVPSGTRSAI FAVLLVAFGIKAAVFPLDSWLPDSYPTAPSLVTAVFAGLLTKVGV 
YSIIRARSI IFTDGSLDTMLMWVALATMLIGILGAMAQNDIKRLLSFTLVSHIGYMIFGV 
ALGSAQGLSGAIFYAIHHILVQTSLFLVVGLVERQAGSSSLRRLGSLAYI SPLLAILYFI 
PAINLGGIPPFSGFLGKIMLIEAGARRWQLAGMGPYRRRRCHLTAHLVHHGSGLVQGLLA 

RP 

>RXN03015 TRANSLATE of: rxn030 15 . seq check: 9736 from: 1 to: 2i 
LGVGTPQQKGTYAADLTYVRQVVEDLVPLLEGEHII FGKSTVPVGTAEQLQELADSLVKP 

GSHVEIAWNPEFLREGYAVKDTITPDRIVVGVRE 



>RXN03030 TRANSLATE of: rxn03030.seq check: 5862 from: 1 to: 5 
VLPLDPAASLKIYPLVTGRTKIDEVQLQLEAAIRAELPGVTLVSSESEADLAIVWARPEI 
ALFEDDLEGVSLS VDPRANGVDVERVQAVEAAVPT I LAVNFTNPWVLSE I EPGAAAVVGT 
FEIKPEFLLKALTGQEGGPKGKLPLTVPASMQAIADSPRDIPGKFLDESYTYVDSAGMAY 

KYGHGLNF 

>RXN03043 TRANSLATE of: rxn03043.seq check: 4634 from: 1 to: 1 
DLDGFRQEVSREQGGI PSYPHPHGMKDFWEFPTVSMGLGPMDAI YQARFNRYLENRGIKD 
TSDQHVWAFLGDGEMDEPESRGLIQQAALNNLDNLTFVVNCNLQRLDGPVRGNTKIIQEL 
ES FFRGAGWS VI KVVWGREWDELLEKDQDGALVE IMNNTS DGDYQT FKANDGAYVREHFF 
GRDPRTAKLVENMTDEEIWKLPRGGHDYRKVYAAYKRALETKDRPTVILAHTIKGYGLGH 
NFEGRNATHQMKKLTLDDLKLFRDKQGIPITDEQLEKDPYLPPYYHPGEDAPEIKYMKER 
RAALGGYLPERRENYDPIQVPPLDKLRSVRKGSGKQQIATTMATVRTFKELMRDKGLADR 
LVPII PDEARTFGLDSWFPTLKI YNPHGQNYVPVDHDLMLSYREAPEGQILHEGINEAGS 
VASFIAAGTSYATHGKAMIPLYIFYSMFGIPAHR 
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>RXN03044 TRANSLATE of: rxn03044.seq check: 1253 from: 1 to: 831 

MARGFLLGATAGRTTLTGEGLQHMDGHSPVLASTNEGVETYDPSFAYEIAHLVHRGIDRM 

YGPGKGEDVIYYIT1YNEPTPQPAEPEGLDVEGLHKGI YLYSRGEGTGHEANILASGVGM 

QWALKAASILEADYGVRANIYSATSWVNLARDGAARNKAQLRNPGADAGEAFVTTQLKQT 

SGPYVAVSDFSTDLPNQIREWVPGDYTVLGADGFGFSDTRPAARRFFNIDAESIVVAVLN 

SLAREGKIDVSVAAQAAEKFKLDDPTSVSVDPNAPEE 

>RXN03056 TRANSLATE of: rxn03056.seq check: 8420 from: 1 to: 678 

LDAAGISLSAVGSDFGKINITDPFEDHLERARHGVEVAKLFGAKYIRMFSFFIAEGDNPE 

SFRKEVLSRTHAMVELAEAGGITLLHENEKGIYGDSPQRVKDLITSIDSPNYRAIYDAAN 

YVQTGFKPFDEAWPIVKDYVDYVHIKDATIPDAEHPIGIIKPAGQGDGQYPELLAALNAD 

GYNGFVSIEPHLGDFDEFGGLCGPDLWTSACDALAGILNNINAEYN 



>RXN03057 TRANSLATE of: rxn03057.seq check: 8669 from: 1 to: 672 

LASDLGIKFVAVVDKDLETAEKFATGLGAAGDSSESSVKAHGSLPALFSKKKIDVLHITT 

PHDQHIGLALEALHHGVNVILEKPLANELDQAQRLIDYLDENPDGPKIAVCYQNRYNVSS 

QELRRLLDSGDLGAINGAYSSVVWTRTPGYYTQKPWRGQQAHSGGGLLMNQAIHTLDLLQ 

WFLGKATEVKGTVSTDKYADVIDVEDTAHAYIGHESGVHTSEVS 

>RXN03061 TRANSLATE of: rxn03061.seq check: 2307 from: 1 to: 330 

VSLTFPVINPSDGSTITELENHDSTQWMSALSDAVAAGPSWAAKTPRERSVVLTAIFEAL 

TERAQELAEIIHLEAGKSDAEALGEVAYGAEYFRWFAEEAVRLPGRYGQS 

>RXN03076 TRANSLATE of: rxn03076.seq check: 6328 from: 1 to: 159 

MDESRQLSFGTAGLRAPVGPARHQMNVLQVTRTTAGVASWLAERAALNPVPHLVPEDETG 

IGRALYPQDGPLRVVVGYDARYGSHTFAATTAEVFAGAGFEVTLLPTPSPTPLI PWLVNK 

HGLDAGVQITASHNGAADNGYKVFLSNGRQLYSELEPELEAHINAVEDPIRVPRVTVRPT 

ADQLRRYVDEMVSLVTPDQADLLRVNSERGNLRVVYTALHGVGGRAMANAFQFAGFPHTH 

GVKAQQYPDPTFPTVAFPNPEEPSAIELLLERAKEKNADILFALDPDADRCAVGIRTADG 

GHRMLSGDEVGTLLATRLVPEYSGEGPRPVVATTVVSSQLLGI IAEDKGWDYSETLTGFK 

NLSRAADGLDGPLAFAYEEAVGTCPVPDVVPDKDGISTAL FMASWAAELKAQGASLQQKL 

NELYRRYGYFASSQIAVRTSSPRELVDHWIAHPQQELIGVSVTPHILPEKQGIALHGQVG 

HVHIRAIGRVSGTEAKAKLYLEVGQASSHDEAAQLLHQLEDEVQSWLSKL 



>RXN03083 TRANSLATE of: rxn03083.seq check: 465 from: 1 to: 1023 

MAKRIVIIGGGPAGYEAALAGAKYGAEVTVIEDVGVGGSAVTMDCVPSKSFIAGTGIKTD 

LRRADDMGLNRGLGKAHLEIDALNIRVKDLAKAQSEDILGQLQRSDVRMINGVGRFDDYN 

TKQTTHYIKVTHSDGSEETVECDLVLVATGATPRILKGAEPDGERILTWRQVYDIEELPT 

HLIVVGSGVTGAEFVSAFAELGVKVTMVASRDRILPHDDADAADVLETVLAERGVSLEKH 

ARVESVTRTEDGGVCVRTADGREIYGSHALMTVGSIPNTADLGLENIGVELAPSGHIKVD 

RSPAPTSPVCTQQVTVLTYSHWRPLQRCRAVSPCITHSVKA 

>RXN03086 TRANSLATE of: rxn03086.seq check: 7524 from: 1 to: 408 
MADQAKLGGKPSDDSNFAMIRDGVASYLNDSDPEETNEWMDSLDGLLQESSPERARYLML 
RLLERASAKRVSLPPMTSTDYVNTI PTSMEPEFPGDEEMEKRYRRWIRWNAAIMVHRAQR 

PGIGVGGHISTYAGAA 

>RXN03087 TRANSLATE of: rxn03087.seq check: 9553 from: 1 to: 213 
MKIYAPFAGIVHYFVDEGDPVETGMQLGTVETIKLEAPIMAPGPGIVAKVSFDDFSDVTG 

GDELLELEAKN 

>RXN03096 TRANSLATE of: rxn03096.seq check: 423 from: 1 to: 402 

MVLVWSKAFWRDRKDAPDGATALARPAPLVDIQDEVAVKDRNDVGRMPWGMVFSTALLVS 

ASLAVSVLAGPLSSITGRAAESAQDVNIYRAAVLGPTTSTHHAHSRWSVTTPTAMTSTTA 

STPMERRTNHDQWI 

>RXN03101 TRANSLATE of: rxn03101.seq check: 8362 from: 1 to: 582 
ILADEDDTVDVGAVIARIGDANAAAAPAEEEAAPAEEEEPVKEEPKKEAAPEAPAATGAA 
TDVEMPELGESVTEGTITQWLKAVGDTVEVDEPLLEVSTDKVDTEI PSPVAGTIVEILAD 
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EDDTVDVGAVIARIGDANAAAAPAEEEAAPAEEEEPVKEEPKKEEPKKEEPKKEAATTPA 
AASATVSASGDNVP 

>RXN03112 TRANSLATE of: rxn03112.seq check: 9249 from: 1 to: 504 
VEIFGKTVGIVGFGHIGQLFAQRLAAFETTIVAYDPYANPARAAQLNVELVELDELMSRS 
DFVTIHLPKTKETAGMFDAHLLAKSKKGQI I INAARGGLVDEQALADAIESGHIRGAGFD 
VYSTEPCTDSPLFKLPQVVVTPHLGASTEEAQDRAGTDIADSVLKALA 

>RXN03117 TRANSLATE of: rxn03117.seq check: 3867 from: 1 to: 1512 

MITHEVRTHRSAEEFPYKKHLAHKMARVAADPVEVAADTQEMIITRIIDNASVQAASVLR 

RPVSSARAMAQVRPVTDGRGASVFGLPGRYAAEWAALANGTAVRELDFHDTFLAAEYSHP 

GDNIPPILAAAQQAGKGGKDLIRGIATGYEIQVNLVRGMCLHEHKI DHVAHLGPSAAAGI 

GT LL DLDVDT I YQAI GQALH T T T ATRQS RKGAI S S WKAFAP AFAGKMS I EAVDRAMRGEG 

APSPIWEGEDGVIAWLLSGLDHI YTIPLPAEGEAKRAILDTYTKEHSAEYQSQAPIDLAR 

SMGEKLAAQGLDLRDVDSIVLHTSHHTHYVIGTGSNDPQKFDPDASRETLDHSIMYIFAV 

ALKDRAWHHERSYAPERAHRRETIELWNKISTVEDPEWTRRYHSVDPAEKAFGARAVITF 

KDGTVVEDELAVANAHPLGARPFAREQYIQKFRTLAEGVVSEKEQDRFLDAAQRTHELED 

LSELNIELDADILAKAPVIPEGLF 

>RXN03144 TRANSLATE of: rxn03144.seq check: 7951 from: 1 to: 900 

TTTATRQSRKGEISSWKAFAPAFAGKMAIEAMDRAMRGEGSPAPIWEGEDGVIAWLLSGK 

DHVYHVPLPEHGEPKLGILETYTKEHSAEYQSQAPIDLARRMKPLVDAAGGTEHIAEIVL 

RTSHHTHYVIGTGANDPQKMDPQASRETLDHSIMYIFAVALQDGVWHHEFSYTRKRSTRP 

ETVELWHKIRTVEDPEWTRRYHSDDPAKKAFGAKAVITMADGTVIEDELAVADAHPLGAR 

PFARENYIEKFRTLAQGIVIDSEQERFLHAVQSLPDLDDLDQLNIEVDISNQAATKAGLL 

>RXN03150 TRANSLATE of: rxn03150.seq check: 9986 from: 1 to: 624 

VEAQFTSPLLNNGQTCFLGTRILAPKSRYAEVVDAFTAFAGSLQVGVTSSPDTQIGPMAT 

ARQRERVESYISQGKNAGARITVGGSRPRDLDAGFFVEPTVFADVDNRAAIAQDEIFGPV 

PSVVSYQDDEHAIQLANDSEFGLGGTVWTSDPERGAALARRVHTGTIGINRYIPDPAAPF 

GGVKNSGLGRELGPEGLASYQETQTIYL 

>RXN03179 TRANSLATE of: rxn03179.seq check: 7214 from: 1 to: 666 
AREAWRIFMSHWDLYAGTATGYWVEQEFEHVFGINAERLNVGTPEHADAI FDELTDILAK 
PDFRPRALAEQFNLEVLATTDDPLDDLADHKALADDPTFSPRVLPTFRPDAYTKMYNAGW 
AEKTTKLIDTAGDGKAGWEGYLQAMRNRRQYFINHGATSADHGLHDTDTTPLSHKDAQKI 
LDKGLAGTATLAEMHAFEANTTYRSRKCPRRRLVMTIHQVCT 

>RXN03180 TRANSLATE of: rxn03180 . seq check: 39 from: 1 to: 510 
FGENKDLISDSSFNRWLRTVSLGSTQDADMAAASNLAANSKMARQNTRDILDAVSDGGVM 
LGRNGALVLGPVVGTLHIKFIAPLNKRVERVMYKTGLSEAAAAEQCALEDRLREEMAHAL 
YQWNPGRDENYDLVINTGSMTYEQIVDLVVETYARKYPLHVRI I PNGKDQ 

>RXN03186 TRANSLATE of: rxn03186.seq check: 9438 from: 1 to: 210 

MADQAKLGGKPSDDSNFAMIRDGVASYLNDSDPEETNEWMDSLDGLLQESSPERARYLML 

RLLERASAKR 

>RXN03187 TRANSLATE of: rxn03187.seq check: 1211 from: 1 to: 279 
VAVS DFS T DL PNQ I REWVPG D YT VLGADG FGFS DT RP AARRFFN I DAE S I VVAVLN S LAR 
EGKIDVSVAAQAAEKFKLDDPTSVSVDPNAPEE 

>RXS00584 TRANSLATE of: RXS00584.seq check: 7788 from: 1 to: 1125 

MHSPERQEKMSSPVSLENAASTSNKRVVAFHELPSPTDLIAANPLTPKQASKVEQDRQDIADIFAGDDD 

RLVVVVGPCSVHDPEAAIDYANRLAPLAKRLDQDLKIVMRVYFEKPRTIVGWKGLINDPHLNETYDIPE 

GLRIARKVLIDVVNLDLPVGCEFLEPNSPQYYADTVAWGAIGARTTESQVHRQLASGMSMPIGFKNGTD 

GNIQVAVDAVQAAQNPHFFFGTSDDGALSVVETAGNSNSHIILRGGTSGPNHDAASVEAVVEKLGENAR 

LMI DAS HANS GKDH I RQVE VVRE I AEQ I S GGS EAVAG I M I E S FL VGGAQNL DPAKLRI NGGEGL VYGQS 

VTDKCIDIDTTIDLLAELAAAVRERRAAAK 

>RXS01260 TRANSLATE of: RXS01260.seq check: 3260 from: 1 to: 1182 
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VTFNYEDAHKRSRGVSDKIVGGVHYLMKKNKIIEIHGLGNFKDAKTLEVTDGKDAGKTITFDDCIIATG 
SVVNTLRGVDFSENWSFEEQILNPVAPKKMVIVGAGAIGMEFAYVLGNYGVDVTVIEFMDRVLPNEDA 
EVSKVIAKAYKKMGVKLLPGHAT TAVRDNGDFVEVDYQKKGSDKTETLTVDRVMVSVGFRPRVEGFGLE 
NTGVKLTERGAIEIDDYMRTNVDGIYAIGDVTAKLQLAHVAEAQGIVAAETIAGAETQTLGDYMMMPRA 
T FCNPQVS S FGYTEEQAKEKWPDRE I KVAS FPFSANGKAVGLAETDGFAKI VADAEFGELLGAHLVGAN 
ASELINELVLAQNWDLTTEEISRSVHIHPTLSEAVKEAAHGISGHMINF 

>RXS01261 TRANSLATE of: RXS01261.seq check: 5376 from: 1 to: 171 
VTEHYDVVVLGAGPGGYVSAIRAAQLGKKVAVIEKQYWGGVCLNVGCIPSKVSDQKR 

>RXS01758 TRANSLATE of: RXS01758.seq check: 8853 from: 1 to: 1017 

MPKYIAMQVSESGAPLAANLVQPAPLKSREVRVEIAASGVCHADIGTAAASGKHTVFPVTPGHEIAGTI 

AE I GENVSRWT VGDRVAI GWFGGNCGDCAFCRAGDPVHCRERKI PGVS YAGGWAQN I VVPAEALAAI PD 

GMDFYEPAPMGCAGVTTFNALRNLKLDPGAAVAVFGIGGLVRLAIQFAAKMGYRTITIARGLEREELAR 

QLGANHYIDSNDLHPGQALFELGGADLILSTASTTEPLSELSTGLSIGGQLTIIGVDGGDITVSAAQLM 

MNRQIITGHLTGSANDTEQTMKFAHLHGVKPLIERMPLDQANEAIARISAGKPRFRIVLEPNS 

>RXS02574 TRANSLATE of: RXS02574.seq check: 9855 from: 1 to: 1008 
LARAQ I PEGQRDQVASLMMVG VAN Y DQALD ALNQG VG G I F I G S WT DENLLT E PGRN I EALREAVGRDFS 
VSIDFEGGRVQRATNILGDFPSPRVMAQTMTPEQVEDLAEILGTGLAAHGVTVNFAPVVDVDAWGLPVV 
GDRSFSNDPAVAAT YATAFAKGLSKVGITPVFKHFPGHGRASGDSHTQDVVTPALDELKTYDLI PYGQA 
LSETDGAVMVGHMIVPGLGTDGVPSSIDPATYQLLRSGDYPGGVPFDGVI YTDDLSGMSAISATHSPAE 
AVLASLKAGADQALWIDYGSLGSAIDRVDAAVSSGEYPQEQMLASALRVQLLYITRLEQK 

>RXS02735 TRANSLATE of: RXS02735.seq check: 6182 from: 1 to: 705 
MVDVVRARDTEDLVAQAASKFIEVVEAATANNGTAQVVLTGGGAGIKLLEKLSVDAADLAWDRIHVFFG 
DERNVPVSDSESNEGQAREALLSKVSIPEANIHGYGLGDVDLAEAARAYEAVLDEFAPNGFDLHLLGMG 
GEGHINSLFPHTDAVKESSAKVIAVFDSPKPPSERATLTLPAVHSAKRVWLLVSGAEKAEAAAAIVNGE 

PAVEWPAAGATGSEETVLFLADDAAGNL 

>RXS03215 TRANSLATE of: RXS03215.seq check: from: 1 to: 1008 
IDVVSVVVANFLHREIVEALLASGKHVLCEKPLSDTIEDAEAMIEAAGRAATNGTIARIGLTYRRSPGV 
AH1RDLVQSGELGKVLHVTGHYWTDYGSNAQAPI SWRYKGPNGSGALADVGSHLTYLAEFVAGSDFAAV 
RGGQLSTVITERPKPLGAIVGHEGGAVSDEYEAVENDDIASFSGSFIGGGTATLQVSRISQGHPNTLGF 
EVFCEKGSVLFDFRNSGEFKIFTPATSGDISQEAGYRT ITIGPKHPYWRGGLAMDAPGVGIGQNEGFVF 
QARAFLEEIAGISEAESLPRCATLEEGLHNMQLIDAVSQSAAAGGETVAVPAAALIPANN 

>RXS03224 TRANSLATE of: RXS03224.seq check: from: 1 to: 1158 
MSFAEHAI IWHVYPLGALGAPIRPEAPAPVTHRLPNLIGWLDYVVELGCNALMLGPVFESVSHGYDTLD 
FYRI DPRLGTEEDMDALLEAANQRGIGVLFDGVFNHVSSSSKYLDLTTGASFEGHDILAELDHTNPAVV 
DLVVDVMNHWLDRGIAGWRLDAVYAIAPEFWEKVLPEVRRKHPHAWIVGEMIHGDYSDYVKSSGIDSVT 
EYELWKAIWSSIKERNFFELEWTLSRHNEFLDTFVPQTFIGNHDVTRIATRIGQSNAILAAAILFTVGG 
TPSI YYGDEQGFTGLKEDNVFGDDAIRPPLPAEFSPLGTWIENI YKALIALRRQHPWLYQAHTEVLEIA 
NEAMTYKSVGLGGEELTVHLDLEEVSVRILDGEKVLFQYSA 

>RXC00233 TRANSLATE of: RXC00233.seq check: 7055 from: 1 to: 417 

MSVNEADLNAVEEQLGRAPRGVLDISYRSPDGVPGVVMTAPKLDDGTPFPTLYYLTDPRLTTEASRLEV 

ALVMKWMTDRLSTDEELRADYQRAHEHFLAKRNAIEDLGTDFSGGGMPDRVKCLHVLIDYALAEGPHHF 

L 

>RXC00236 TRANSLATE of: RXC00236.seq check: 116 from: 1 to: 726 
MVISFVGWALSFMDGTAPIRQLQQI PEDVPPARGVEVPQIDTEADGRTSNHLRFWAEPIAQDTGVSAQA 
IAAYGNAELIASTAWPGCNLGWNTLAGIGQVETRHGTYNGKMFGGSSLDENGVATPPIIGVPLDGSPGF 
AEIPDTDGGELDGDTEYDRAVGPMQFIPETWRLMGLDANGDGVADPNQIDDAALSAANLLCSNDRDLST 
PEGWTAAVHSYNMSNQYLMDVRDAAASYALRQPAI 

>RXC00271 TRANSLATE of: RXC00271 . seq check: 7582 from: 1 to: 990 
MFSSRSKVLASIFTVGALALASCSSDSSDSSTSTDAAGGDSYRVGINQLVQHPALDAATTGFKEAFEEA 

GVDVT FDEQNANGEQGTALT I SQQFAS DNL DLVLAVAT PAAQATAQNI T D I PVL FTAVT DAVSAELVDS 
NEAPGGNVTGTSDIAPIEQQLELLQQLVPDAKSIGIVYASGEVNSQVQVDEVTKAAEPLGLSVNTQTVT 



Appendix B ? Page 49 



Attorney Docket No.: BGI-126CP 



TVNEIQQAVEALGDVDVI YVPTDNMVVSGISSLVQVAEQKQIPVIGAESGTVEGGALATLGIDYTELGR 
QTGEMALRILQDGEDPATMPVETATEFTYVINEDAAERQGVEIPQEILDKAERV 

>RXC00338 TRANSLATE of: RXC00338.seq check: 9343 from: 1 to: 1140 

VSDVTVGDIRRILDEAYPPALAESWDKVGLICGDPTESVKRVGLALDCTQAVADKAVDMGLDMLIIHHP 

LLLRGVTSVAADEPKGKVIHTLIRGGVALFSAHTNADSARPGVNDKLAELVGITAGRPIATRLLGGMDK 

WGVHVLPKDAAYLKKMLFDAGAGAIGDYRECAFEIEGTGQFRPVEGANPAEGDVDKLFKSLELRIEFVA 

PRNLRARLTSVLREAHPYEEPAFDIVEMHSAESLENATGLGRVGELPEPMRLADFVQQVANNLPVTEWG 

VRATGDPEQMVSRVAVSSGSGDSFLNDVIKLGVDVYVTSDLRHHPVDEYLREGGPAVIDTAHWASEFPW 

T S QAQE I LQDKAPQ VE VDVI S I RT DPWTMS ARAVN 

>RXC00362 TRANSLATE of: RXC00362.seq check: 1707 from: 1 to: 1347 
MGIIALLVFIAIAVILNVFLKRDISEALLVGLVGTALVGGVNAPTLLIDAVVDAAQSEVTFAGMAFVFM 
GIVVQSTGLIDRLIAILNSIFGRLRGGAGYVSTLGSALIGLIAGSTAGNSATVGSVTIPWMKKTGWTAE 
RSATLVAGNSGLGVALPPNSTMFI ILALPAAAASSASQVYIALACGGAYAVLYRLAVVFYWTRKDKI PA 
TPDDQRVSFGEAMKTGWRSPLI FLGILIPVILTIGPLSEWLKTHGVGESGVKSMSI IVWVPILITAIAL 
IEGRKRIANNMAHFRVQISKDLPQFATVGISLFSALAAANIMEELGVGPQLSNWLDSMDLPKSVMVIIV 
CIMCIVVATPLSSTATAAAIGAPAVAALAAVGIDPTVAIVVILLCTSTEGASPPVGAPIYLSAAIADAN 
PTKMFVPLITYFVVPMILLAWLVGMGFLPVIVPTG 

>RXC00412 TRANSLATE of: RXC00412.seq check: 7568 from: 1 to: 1080 

VSHTASTPTPEEYSAQQPSTQGTRVEFRGITKVFSNNKSAKTTALDNVTLTVEPGEVIGIIGYSGAGKS 

TLVRLINGLDSPTSGSLLLNGTDIVGMPESKLRKLRSNIGMIFQQFNLFQSRTAAGNVEYPLEVAKMDK 

AARKARVQEMLEFVGLGDKGKNYPEQLSGGQKQRVGIARALATNPTLLLADEATSALDPETTHEVLELL 

RKVNRELGITIVVITHEMEVVRSIADKVAVMESGKVVEYGSVYEVFSNPQTQVAQKFVATALRNTPDQV 

ESEDLLSHEGRLFTIDLTETSGFFAATARAAEQGAFVNIVHGGVTTLQRQSFGKMTVRLTGNTAAIEEF 

YQTLTKTTTIKEITR 

>RXC00526 TRANSLATE of: RXC00526.seq check: 7744 from: 1 to: 690 
MSLIEMRNIVKTYNIGSEGELTVLHGVDFHVDRGEFVSVVGTSGSGKSTMMNI IGLLDKPTDGTYTLDG 
VDVLDISDDALASHRAKSIGFVFQNFNLIGRIDALKNVEMPMMYAGI PAKQRRSRAVELLEMVGMGERL 
NHEPNELSGGQKQRVAIARALANDPEI ILADEPTGALDSATGRMVMDIFHQLNKEQGKTIVFITHNPEL 

ADESDRVVTMVDGRI IGSEVKHS 

>RXC01004 TRANSLATE of: RXC01004.seq check: 9066 from: 1 to: 1062 

VS IWATVLLI IVLLSANAFFVAAEFALISSRRDRLDSLVSQGKKGAEKVLYATEHLSIMLAGAQFGITV 

CSLILGKVAEPAIAHFIEVPFTSWGVPNDLIHPISFVIALAI ITWLHILFGEMVPKNIAIAGPETLGMW 

LAPVLIAFVKITRPLIEFMNWIARLTLRAFGVEQKNELDSTVDPEQLASMISESRSEGLLDAEEHARLS 

KALRSEQRSIKELVIKDEDVRTLAFGKSGPTLHQLEEAVRETGFSRFPVTGRDGSYLGYIHIKDILPRL 

ADPEMDPSETIPRSALRPLSNVDADGLMDDVLDFMHYRSAHMAQVRLKGELLGVITLEDLIEEYVGTVN 

DWTHESSDD 

>RXC01017 TRANSLATE of: RXC01017.seq check: 6264 from: 1 to: 609 
MAQKVTFWFDTTCPFCWVTSRWIKEVEQVRDIEIQWVPMSLAVLNEGRDLPEDYKERMKAAWGPARVFA 
AVATDHADKLGDLYTAMGTRIHNDGRGPIEGSFN DVIAEALEEVGLDAALGEVADTTEWDDALRAFHQT 
AMDEVGNDVGTPVVKLGDTAFFGPVLTRI PRGEEAGEI FDASFKLASYPHFFEIKRSRTENPQFD 

>RXC01021 TRANSLATE of: RXC01021.seq check: 6144 from: 1 to: 522 
MSSSESSRSEGSQPAPSVQPERRADSTGAPAAASKEASQQMDAAGVLEWARTAVEQLSERRAEINALNV 
FPVPDADTGSNMTYTMTAALDEALKLGELGDVARITEALAVGSVRGARGNSGVVLSQVLRAIAQAAADG 
VIDGHTIQEALSIARSLVDRAITDPVEGTVVTVLRS 

>RXC01212 TRANSLATE of: RXC01212.seq check: 3583 from: 1 to: 924 
MPMTTTPAI DVTDLVRTYGDYTAVKGLNFHVQRGEVFGLLGTNGAGKTSTLEVIEGLSAPSSGTVRISG 
LDPVADRAILRPELGIMLQSGGLPSQLTVAETMDMWHGTCTYPRAIKDVLADVDLLHRENVKVGALSGG 
EQRRLDLACALLGDPSILFLDEPTTGLDPESRRHTWQLLLDLKQRGVTMMLTTHYLEEAEFLCDRIAIM 
NAGE I AVEGTLDELVAREKS IIS FVLRGGQVELPVLSGAE 1 1 RDNNHVRI ATTTLQQHTLE I LTWAAET 
GIALEGFAAKPATLESVFMDIASLENTSLQTA 

>RXC01306 TRANSLATE of: RXC01306.seq check: 7259 from: 1 to: 1008 



Appendix B, Page 50 



Attorney Docket No.: BGI-126CP 



MT EW Y V VL PAT I L L I AL S AF FV HE FAL LAARRNRLE E T VE T S RS S RAALRS LNEL T LML AG AQL G I TM 
VTFALGAITKPWVHYALMPLFEWARIPLVMADVIAFILSLFIVTFLHLVIGEMAPKSWAIAHPETALRT 
IAIPARGFINLFRPLLQWINKMANDLVRKVGETPVDRAAAGGYDTDTLHALIEHSRETGALDQQSAAQI 
SGI IKLDKITVGQTLTAS PFTHSASATVAEVQAAAQRSGSLRVLI DAPSHLFPHVIHVRDTLGAS PDEK 
ASKWSRPILTVAETDTLHQALEYMREHNEQISAVLSADGKTVLGVITWDHILKYLWPASV 



>RXC01366 TRANSLATE of: RXC01366.seq check: 5562 from: 1 to: 390 

VSQFRRCSRPGCGKPAVATLTYAYSDSTAVVGPLAPAAEPHSWDLCEHHAERITAPLGWEMLRVNDIKV 

DDDEDLTALAQAVREAGRTVSGLVPEDEVGGNHPVNRSARIAEQKVHRRGHLYVVPDQDES 

>RXC01372 TRANSLATE of: RXC01372.seq check: 5614 from: 1 to: 591 
QDTFVLPTLPTAAGLSPARIVASISTLLDLLEADPSI ISDRLEHLADCIDEEVESLSPERDELVNPGRK 
LRAYVDHARIVHTGRTDVGLAIANVIAPIWTRRGLVSAVLDFPELMESLPELRGPEPITDDI FHD-PFID 
DEPGVVPFRAVVWAEEEPGIPDAMAQSCDGPSKGALTQALRLLVRGQSATTYSIEEKDL 

>RXC01659 TRANSLATE of: RXC01659.seq check: 8569 from: 1 to: 546 
VAGVAQRFVDERIHVGLDSMPEAVTAVWMESDWVLAETIKGSTPSDWEEILRPLALLTDASFTLPPRST 
RAQTLDLKHLEPSRLKPEQPEKPAFTPNASEEDLSQPLVIRPEEPLQMPVRGVQESRGVVEPRSLGADD 
VESIAEGDPERPSDLYGTRVLRDLNGQ-SSIFQDSTDADEPPKKW 

>RXC01663 TRANSLATE of: RXC01663.seq check: 7844 from: 1 to: 858 
MEISVLI IAALILVAGIVLWRADSSKQAAKKAESPVGSVAPAPVLVEEEPDPEFEPELDPEPEAQPEPE 
LEVAPRFAPEPVQDLEPDQAEDI YFDDSPELDADVENALAELTEVEDYPEEPVQSEQPQAPATAEVAAD 
EEQRGVDKHSFLSSLPGSQRRERRNWAAKHHFDFIKEDAFLTDEWSRGAASTGAVARDVVSGMAEGYET 
HLVDLAGVPVMAMRRGITSDVVIDARRGEQPADPEREESDDLVEIDTVSGFRLLSTWRGLRSVLSTSAF 

TSVWIPCQKL 

>RXC01693 TRANSLATE of: RXC01693.seq check: 6379 from: 1 to: 1422 

MNTAPFKLEADFASALPTMAAPWQGEEAPNPELVILNDDLAYSLGLDPTWLRTPEGVQFLLGLNPEPLT 

KAVAQAYSGHQFGQFVASLGDGRALLLGEARSADGVLHDIHLKGSGRTQFSRGADGRAVLGPVLREYII 

SEAMHALGVPTTRSLAVISTGRKIQRGSVAPGAVLVRVATSLIRVGSFQYSNISGGIELSQHLANYTIT 

RHFPSLVAELSAPTPATYVSLFKAILQRQADTVGKWTRLGFVHGALNTDNTLISGETVDYGPCAFMERY 

RGDAKFSSIDTYGRYKFENQPMILGWNMARLVETLLPLLGATPDEGMTAAQEALVEFDDLCEQAIRKEF 

ATALGLDESDTGTVEQFRELLYLHNPDITTLLRALTDNTAPPSGFEAFVHDWKTQDPDIEAMRAVNPLF 

IPRNHLVEAALADAVEGNLEKFHELLAAVTNPFDPTAGPDELRLPSEEGFEEDYMTFCGT 

>RXC01703 TRANSLATE of: RXC01703.seq check: 3504 from: 1 to: 1113 

VAWPSNAKEKLFIHWHYWWQAHYLDCLVDAARRRTTKARRDRIRDTIRGISVRNVGKLTSNRYYDDKAW 

LALALGRAGKVRKVRTPKSLPSLEQNIVDGIDSLTGVLPWRSGETFYNVPSNGPAAIMMARTDRLDEAM 

KIT DWI FDNLI DGDGLVMDGLRMRMHGPELVRS I HP YCQGVAI GACLE I ALKLRERAGLTTT VVDHWSD 

ADKAEDSLKYFAHIHAVVQAVSRKMTNFHGVIDWDTGDGDGGLFKGILVRYLADVAIRLPDDSPTNRET 

KKIAARLVLESAESVWNHRLEVDGLPVFAT DWTTDARLPQNFGLSSSSLSDLVSVVRVDERDLSVQLSG 

WMLMEAAAKVAEELENNGNSYTGRSR 

>RXC02254 TRANSLATE of: RXC02254.seq check: 1030 from: 1 to: 777 
IAVAEEGGLWENLLQHRFGGHGALAGHALGNLVIAALTDILGTSQHALDQIAQLAGAKGRI IPVCAEPL 
DLEAEVSGLDSDARVMRQVRGQVAVAATPGQVRRVRIIPDNPEPNPAAIEAILDADLVTLGPGSWFSSV 
IPHILVPGIVDALAQTKATKTVVLNLTSEPGETAGFSAERHIHVLRQHARNLQVDQVIVDAKTLSSQTE 
RNHVERAARTLGAEVSFHDVQAEDGRGRFT S I HDPAKLCAALLAS FAGARKR 

>RXC02255 TRANSLATE of: RXC02255.seq check: 729 from: 1 to: 936 

VAKNSVRAAEVSAILRFAGEMQAVGGKLVIEANLDSMQVGMRLQEFIQGLYNSRVDVHTVNPTVSRKTP 

RYLVRI I DNADE I ARRTGLVTRS GH VVKGLAPS VVS GT I S DAEAAWRGAFLANGSLS DPGRS S SLEVLC 

PGQESALALVGCARRIGIAAKTKDSRGFDRVNVRDAEAIGALLTRMGAQKTRMLWEEKRIKRESRTPQT 

GLANFDDANLRRSARAAVAAAARVERAMKILGDDVPEHLAEAGQLRVQHRQASLEELGRLADPQMTKDA 

VAGRIRRLLTMADKRAEDLKIPDTNSVVTEDLLEEI 

>RXC02435 TRANSLATE of: RXC02435.seq check: 470 from: 1 to: 558 
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VTDNLGSTSIGDAWILYAPLMDDGGFGPLRAIGGMFLHIGPGHMLLNLVLLWLLGREIERDFGSALFTA 
MY FVGG I GAS AAVI WMDP YS P TAGASGAI YAMMAI L VGL FVLRS ADI RAPL I L I AI N I AYT LMS TN VSL 
WGHL GGL I T GAL I T WPM VKAKTQRT RW 1 1 VL I G FAVVVAAV I LG I DRV 

>RXC03216 TRANSLATE of: RXC03216.seq check: 470 from: 1 to: 558 

MKLGLYNAIFHDRTLPEALAAIKAAGLTGIELNTGGFLPATHIPTIDDILVSDDARDEFLGIFEGTGVD 

IYGLNCNGNPLHPNKAIGDKHAEDIRRSIRLAERLGQNRVVTMSGLPGGEPGAKYTNWVVNAWNSAALD 

VLDYQWDIAAEFWRETDRFAADHGVKVALELHPQNIVFNSADVHKLIDLTGATHVGVELDASHLFWQQM 

DPIAVIDHLGELIFHAAAKDVRVNKEWAQLNGVLDNSFRRLDPSENRTNLGGDEWANEWPKNSAWDFVA 

LGRGHDVAYWTEFLRALHRVD PNMLVN I E HE DVS LGREEG VNEAAKVL I EANKALEE S LVS 
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